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Abstract 

 

 

 The purpose of this study was to employ genomic approaches to determine if the oil spill 

affected the microbial population present along the Gulf Shore. Samples were collected along the 

coastal regions of Louisiana and Alabama based on their proximity to the oil spill site and being 

known as contaminated areas. Of these samples collected one was found to be contaminated 

based on the GC/MS analysis. The analysis showed that the sample from Bay Jimmy "South," 

LA (BJS) was contaminated with n-alkanes and contained similar spikes between 9 to 17 min 

retention time as compared to the gas chromatograph of the BP source MC - 252. This suggested 

that these alkanes came from the most recent spill in the Gulf. The PCR analysis revealed the 

presence of a microbial species, Pseudomonas, within the microbial community based on the 

Pseudomonas 16S rRNA gene and universal bacterial 16S rRNA gene targets that is known to 

contain the enzymes necessary for crude oil degradation. In addition, the PCR analysis 

confirmed the presence of alkane and PAH degrading genes within the samples, based on the 

alkB, P450, and PAH-RHDα gene targets. The qPCR analysis revealed an observable difference 

between the functional gene quantifications and that of the Pseudomonas 16S rRNA gene target. 

This was correlated to the presence of other microbial species with degradative capabilities 

present within the samples based on the phylogenetic analysis. The statistical analysis conducted 

between the contaminated sample, non-contaminated sample, and the negative control soil 

showed a similarity between the samples, confirming previous studies which found these 

enzymes to be ubiquitous in the environment. However, the phylogenetic analysis of the 
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contaminated sample revealed a significantly larger amount of crude oil degrading bacteria, 

identified at the genus level, the majority of which are specific to degrading alkanes. The results 

obtained for the qPCR and Phylogenetic analyses suggests that only a small percentage of the 

bacteria present in the BJS sample may have the enzymes necessary for degradation. To 

determine whether or not these bacteria are actively breaking down the crude oil contaminants, 

further elucidation such as gene expression may be required.  
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Chapter One. Introduction 

 In the past 20 years the world has experienced two of the largest oil spills to date; the 

largest being the Kuwait oil spill in 1991 during the Gulf War and the second largest being the 

Deepwater Horizon oil spill in 2010 off the coast of the Gulf of Mexico (Casselman 2012). In the 

same amount of time the United States alone has seen an increase in the reported incidents.  

Initial approaches to contain and remove the oil consisted mainly of booms with skimmers 

(Casselman 2012). In the case of the Deep Water Horizon, burning off the oil and applying 

dispersants were also used. The problem with these approaches is that they are containment 

strategies and lack the capability of removing all of the oil from the contaminated site (Chauhan, 

Fazlurrahman et al. 2008; Das and Chandran 2011).  

 It is important that these contaminants be removed since many of the hydrocarbons found 

in crude oil can lead to temporary fatigue or drowsiness to more severe health effects such as 

paralysis and cancer depending on the length and method of exposure, and the contaminant itself  

(2008; 2008; Goldstein, Zempsky et al. 2011). In addition, some of the contaminants have the 

potential to persist in the environment, increasing the risk for the contaminant to move up 

through the food chain (Ahangar 2010; Aigner, Burgess et al. 2010).   

 As an alternative strategy, bioremediation has been used to contain and remove crude oil 

contaminants in soil and groundwater since the Hanahan Bioremediation Project of 1992, in 

which the indigenous population was biostimulated to help treat contaminated groundwater 

(Chapelle 1997). In general, bioremediation is the process of utilizing microorganisms capable of 

degrading contaminants into less harmful substances. This method has the potential to be non-

invasive and is cost-effective as compared to other methods, such as adding biosurfactants or 

absorbants (Chauhan, Fazlurrahman et al. 2008; Das and Chandran 2011). However, whether or 
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not this method can be used at a specific site is heavily dependent on whether or not the 

indigenous microorganisms contain the specific enzymes required for the degradation pathway. 

In addition, the environmental conditions, such as the amount of nutrients and competitive levels 

at which these organisms thrive, must be maintained after exposure. While approaches such as 

bioaugmentation and biostimulation can be used to overcome such obstacles, natural attenuation 

remains a popular topic of study (Chauhan, Fazlurrahman et al. 2008; Das and Chandran 2011). 

 

 

1.2 Objectives 

 The purpose of this study was to perform a functional gene analysis on oil-impacted 

sediments and seawater collected from contaminated sites along the gulf coast and determine the 

degradative capabilities of the indigenous microbial populations. Five gene targets were chosen 

based on genus- or function-specific genes pertinent to the degradation process. These results 

were then compared with the results obtained from a chemical analysis conducted using gas 

chromotography (GC)/mass spectrometry (MS) and a phylogenetic analysis conducted using 

454-pyrosequencing. Based on the accumulative analysis it was determined whether or not the 

oil spill had an effect on the environment.   
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Chapter Two. Literature Review 

2.1 Environmental Contamination  

 As technology and industry have evolved, more and more by-products of crude oil are 

utilized in today's market (i.e. gasoline, wax, and lubricants) which means an increase in mining 

and transportation efforts. Before the Deepwater Horizon oil spill in 2010, the majority of oil 

spills occurred between the 1980s and 1990s. Most of these spills were at the well head or during 

the transportation by large tankers. However, the largest oil spill to date happen in Kuwait during 

the Gulf War where about 300 million gallons of oil were intentionally exposed to the 

surrounding land and ended up flowing into the Persian Gulf. (Casselman 2012) 

 The hydrocarbons that make up crude oil form compounds, such as alkanes, polycyclic 

aromatic hydrocarbons (PAHs), and parrafins, are harmful to humans and the environment. 

These health effects depend largely on the contaminant, as well as, the method and length of 

exposure. Contaminants such as alkanes are more volatile meaning they are quickly transported 

through a given system. They typically cause minor fatige, skin irritation, and/or stomach pain. 

However, compounds such a PAHs are less volatile and can cause severe damage such as cancer. 

(2008; 2008; Goldstein, Zempsky et al. 2011) 

 Although there has been an overall decrease in oil spill accidents over the past 20 years, it 

is still estimated that an average of 1.3 million gals is spill near U.S. territory each year. 

However, this does not take into account the Deepwater Horizon oil spill which was leaking 

about 2.5 million gallons a day before being capped. The large amount of crude oil contaminants 

in which the Gulf Coast was exposed to led to thousands of deaths of marine life (Ahangar 2010; 

Aigner, Burgess et al. 2010). While initial removal strategies were put in place, it is estimated 

that 75% of the oil remained, leading to the necessity of an alternate strategy. 
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2.2 Removal Strategies and Bioremediation  

 Initial removal strategies can include controlled burning, booms and skimmers, 

absorbents, and dispersants (Chauhan, Fazlurrahman et al. 2008). However, these methods are 

ineffective at completely removing the contaminants. As secondary strategy, bioremediation has 

been used to contain and remove crude oil contaminants in soil and groundwater since the 

Hanahan Bioremediation Project of 1992, in which the indigenous population was biostimulated 

to help treat contaminated groundwater (Chapelle 1997). In general, bioremediation is the 

process of utilizing microorganisms capable of degrading contaminants into less harmful 

substances. This method has the potential to be non-invasive and is cost-effective as compared to 

other methods, such as adding biosurfactants or absorbants (Chauhan, Fazlurrahman et al. 2008; 

Das and Chandran 2011). However, whether or not this method can be used at a specific site is 

heavily dependent on whether or not the indigenous microorganisms contain the specific 

enzymes required for the degradation pathway. In addition, the environmental conditions, such 

as the amount of nutrients and competitive levels at which these organisms thrive, must be 

maintained after exposure. While approaches such as bioaugmentation and biostimulation can be 

used to overcome such obstacles, natural attenuation remains a popular topic of study (Chauhan, 

Fazlurrahman et al. 2008; Das and Chandran 2011). 

2.3 Crude-oil Biodegradating Bacteria 

 Previous studies (Chadhain, Norman et al. 2006; Kloos, Munch et al. 2006; van Beilen, 

Funhoff et al. 2006; Wang, Wang et al. 2010) have been conducted on different bacterial and 

fungal species to determine their role in the degradation process of crude oil constituents, such as 

PAHs and alkanes. A recent study by Hazen et al. (2010) found that areas directly surrounding 

the oil plume contained a newly discovered species of bacteria closely related to Oceanospiralles 
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which had become highly adapted to the increased flux of contaminants and was degrading the 

oil at an unexpected rate. However, this species has not been identified in contaminated soils. Of 

the bacteria studied with the degradation capabilities, Pseudomonas (e.g., Pseudomonas putida) 

has been identified as the most abundant species in hydrocarbon contaminated soil and in some 

aquatic environments (Hazen, Alusi et al. 2010; Das and Chandran 2011). In addition, they have 

a high efficacy of utilizing hydrocarbons as a carbon and/or energy source and producing 

biosurfactants (Das and Chandran 2011). Particularly, Pseudomonas putida is a non-pathogenic 

species that contains both alkane monooxygenase and PAH dioxygenase, which are responsible 

for encoding the enzymes responsible for alkane and PAHs degradation, respectively.  

2.4 Enzymes Required for Crude-oil Biodegradation 

 For the alkane degradation pathway, alkane monooxygenase is an enzyme that partakes 

in the terminal oxidation of the alkane degradation metabolic pathway (Kloos, Munch et al. 

2006; van Beilen, Funhoff et al. 2006; van Beilen and Funhoff 2007). Several different genes, 

including alkB, cytochrome P450, sMMO, and pMMO (van Beilen and Funhoff 2005; Kloos, 

Munch et al. 2006; Das and Chandran 2011); have been found to encode this enzyme based on 

different metabolic pathways or different microbial genomes. The two chosen for this study were 

the alkB and P450 genes. alkB was chosen because it encodes an integral membrane non-heme 

diiron alkane hydroxylase that is known for its high sequence diversity (Wang, Wang et al. 

2010). It has been identified in around 45 bacterial species, including Pseudomonas putida, that 

have been capable of degrading C3-C13 or C10-C20 alkanes (Rojo 2010; Wang, Wang et al. 2010). 

On the other hand, P450 expresses a cytochrome, heme-thiolate protein, which has been 

identified in over 18 species from various microbial domains capable of degrading C5-C12 

alkanes (Rojo 2010; Wang, Wang et al. 2010). The enzyme encoded by P450 is considered 
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equally capable of alkane degradation as the alkane hydroxylase encoded by alkB and was 

recently discovered in Pseudomonas putida (Kubota, Nodate et al. 2005; Rojo 2010).   

 For the PAH degradation pathway, the ring-hydroxylating dioxygenase (RHD) enzyme is 

part of the alpha subunit in the terminal dioxygenase that incorporates the last oxygen into the 

aromatic nucleus. In particular the alpha subunit consists of the Rieske center and the iron 

containing catalytic domain. If just one of these conserved regions were to be selected as the 

gene target then the sequence would have to be highly selective for a given microbial species or 

loose specificity towards PAH dioxygenase. Therefore, the PAH-RHDα gene was chosen based 

on its general specificity towards PAH degraders.  

2.5 Gas Chromatography and Mass Spectrometry  

 Gas chromatography and mass spectrometry (GC/MS) is a method of identifying 

compounds within a given sample. Gas chromatography was first realized by Martin and James 

in 1952 but was not combined with mass spectrometry until 1959 by Gohlke (Bartle and Myers 

2002). Since then the combination has been widely used in forensic science and the identification 

of contaminants in environmental samples.  

 Gas chromatography utilizes the boiling points of a compound's individual components to 

separate them. Carrier gases, such as, helium, argon, or nitrogen transport the gases through a 

column to a detection port (Fig. 2.1). There the spectral data is collected and the individual 

components are identified based on their retention time (Fig. 2.2). On the other hand, mass 

spectrometry uses ionization to amplify the individual charge of each component. Samples are 

placed into an ionization chamber where they are bombarded with electrons. The charged 

particles are then sent towards a series of amplification surfaces before being analyzed (Fig 2.3). 

(Hengstmann, Chin et al. 1999) 
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Figure 2.1. Schematic of a gas chromatograph. (Bartle and Myers 2002) 
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Figure 2.2. Example of a gas chromatograph. (This study) 
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Figure 2.3. Example of mass spectrum. (Bartle and Myers 2002) 
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2.6 Polymerase Chain Reaction 

 Polymerase chain reaction (PCR) was developed by Kary Mullis in 1985 (NCBI, 2012). 

This process allows for specific targets sequence from the given DNA to be amplified and 

studied. Essentially, the dsDNA is placed in a master mix containing: taq polymerase, a forward 

and reverse primer, and dNTPs. As the temperature rises, the double-helix structure of the DNA 

is broken apart allowing for the primers to bind to a specific sequence that is unique to the 

intended target. As the temperature lowers, the taq polymerase binds the free dNTPs from 

solution to their complementary base pair. As this continues, eventually two identical DNA 

strands are formed from the original and then the process is repeated. 

 The PCR process is strictly qualitative. Results are analyzed once all the cycles are 

completed using gel-electrophoresis (Fig. 2.4). However, quantitative-PCR (qPCR) allows for 

the samples to be analyzed at each cycle. During the qPCR process samples are analyzed against 

a standard curve formed from the serial dilution of a product containing the specified target. The 

different concentrations will amplify at different cycles, higher concentrations amplyfing at 

earlier cycles than lower concentrations. When the sample are analyzed against the standard 

those samples having a higher quantity of the given target sequence will also show earlier signs 

of amplification. At any given threshold the amplification data for a sample can then be 

compared to the known quantity within the standard (Fig. 2.5). 

 The downside of these strategies is that they are sensitive to the presence of inhibitors 

found in environmental samples. This inhibitors, such as humic acids, are co-extracted along 

with gDNA and can result in false positives of gDNA concentrations (Frostegard, Courtois et al. 

1999). In addition, these inhibitors interact with taq polymerase preventing proper amplification 

of the target sequence (Opel, Chung et al. 2009).  
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Figure 2.4. Example of PCR products imaged using gel-electrophoresis. (This study) 
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Figure 2.5. (Left) the amplification plot and (right) standard curve formed from the qPCR 

standard using the qPCR analysis. (This study) 
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2.7 Pyrosequencing 

 Next-generation sequencing was first introduced to the public in 2007. As opposed to 

Sanger sequencing, pyrosequencing offered a high-thoroughput system that was more sensitive, 

efficient, and accurate (Schuster 2008). It also allowed for parallel processing based on a system 

of barcoded primers that allowed for each sample and target to be labeled for individual 

identification.  

 Samples go through a PCR amplification process in which the primers and specific 

barcodes are attached to ssDNA within a given sample. Each dNTP is added individually. If it is 

complimentary then a pyrophosphate (PPi) is released and converted to ATP. The ATP is used to 

drive the light emission process. All of the un-utilized dNTP and ATP is continuously degraded 

allowing for the next dNTP to be added once the process  is complete (Fig. 2.6). Nucleotide 

sequence is determined from the signal peaks in the Pyrogram trace (Fig. 2.7). (2004) 
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Figure 2.6. Pyrosequencing process. (2004) 
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Figure 2.7. Example of pyrosequencing results. (2004) 
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Chapter Three: Microbial community analysis of Deepwater Horizon oil-spill impacted 

sites along the Gulf Coast using functional and phylogenetic markers 

 

Abstract 

We investigated the impact of the Deepwater Horizon oil spill on microbial assemblages in 

sediment, soil and seawater samples collected from sites along the Gulf Shore. Based on a 

GC/MS analysis only one sample from Bay Jimmy, LA, had detectable signs of hydrocarbon 

contamination, identified as n-alkanes similar to the GC/MS pattern of the Deepwater Horizon 

source oil (MC – 252).  To identify changes in microbial assemblage structure and functional 

diversity in response to hydrocarbon contamination five genes were selected (bacterial 16S 

rRNA, Pseudomonas-specific 16S rRNA, alkB, P450, and PAH-RHDα) to determine 

phylogenetic affiliation and specific enzymes encoded by bacteria to degrade alkanes and 

polycyclic aromatic hydrocarbons (PAHs). A qPCR analysis revealed the presence of alkane and 

PAH-degrading genes in contaminated and non-contaminated samples, with no significant 

difference in gene content between the different samples. However, the ribotype analysis 

identified 17 bacteria genera known for their capacity to degrade hydrocarbons, including 

Mycobacterium, Novosphingobium, Parvibaculum, Pseudomonas, and Sphingomonas, with the 

highest relative abundance of these potential hydrocarbon degraders found within the 

contaminated soil sample. Furthermore, the contaminated sample had a very high relative 

abundance of 16S rRNA gene sequences affiliated with the genus Parvibaculum, members of 

which have been characterized for their degradative abilities. These data suggest that specific 

bacterial taxa within the genus Parvibaculum have the capacity for hydrocarbon degradation and 
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can use the hydrocarbons as a carbon and energy source, resulting in a dominant population 

within a hydrocarbon-contaminated soil. 

 

Keywords  

Bioremediation; GC/MS; PCR; quantitative PCR (qPCR); pyrosequencing; alkane 

monooxygenase; PAH dioxygenase; microbial community analysis 

 

3.1. Introduction 

In the past 20 years the world has experienced two of the largest oil spills to date; the 

largest being the Kuwait oil spill in 1991 during the Gulf War and second largest being the 

Deepwater Horizon oil spill in 2010 in the Gulf of Mexico (Camilli, Reddy et al. 2010; 

Casselman 2012). In both cases initial approaches to contain and remove the oil consisted mainly 

of booms with skimmers (Casselman 2012). In the case of the Deepwater Horizon spill, the oil 

was burned and dispersants were applied to reduce the ecological impact of hydrocarbon 

contamination. The problem with each of these approaches is that they are containment strategies 

and lack the capability of removing all of the oil from the contaminated site (Chauhan, 

Fazlurrahman et al. 2008; Das and Chandran 2011).  

 It is important that these contaminants be removed due to the toxic effects of crude oil to 

humans and the environment. Many of the hydrocarbons found in crude oil can cause temporary 

fatigue or drowsiness in humans; however, more severe health effects , such as paralysis and 

cancer, can result depending on the length and method of exposure and the specific type of 

contaminant  (2008; 2008; Goldstein, Zempsky et al. 2011). In addition, some hydrocarbons 
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have the potential to persist in the environment, increasing the risk for the contaminant to move 

up through the food chain (Ahangar 2010; Aigner, Burgess et al. 2010).   

 As an alternative strategy, bioremediation has been used to contain and remove crude oil 

contaminants in soil and groundwater since the Hanahan Bioremediation Project of 1992, in 

which the indigenous population was biostimulated to help treat contaminated groundwater 

(Chapelle 1997). In general, bioremediation is the process of utilizing microorganisms capable of 

degrading contaminants into less harmful substances. This method has the potential to be non-

invasive and is cost-effective as compared to other methods, such as adding biosurfactants or 

absorbants (Chauhan, Fazlurrahman et al. 2008; Das and Chandran 2011). However, whether or 

not this method can be used at a specific site is heavily dependent on the availability of the 

indigenous microorganisms which contain the specific enzymes required for hydrocarbon 

degradation. In addition, the environmental conditions, such as the amount of nutrients and 

competitive levels at which these organisms thrive, must be maintained after exposure. While 

approaches such as bioaugmentation and biostimulation can be used to overcome such obstacles, 

natural attenuation remains a popular topic of study (Chauhan, Fazlurrahman et al. 2008; Das 

and Chandran 2011). 

 Previous studies (Chadhain, Norman et al. 2006; Kloos, Munch et al. 2006; van Beilen, 

Funhoff et al. 2006; Wang, Wang et al. 2010) have been conducted on different bacterial and 

fungal species to determine their role in degrading crude oil constituents, such as PAHs and 

alkanes. A recent study by Hazen et al. (2010) found that areas directly surrounding the oil 

plume contained a newly discovered bacterial taxa affiliated with the Oceanospiralles that was at 

high relative abundance within the contaminated water column. However, this Oceanospiralles 

taxa has only been identified in marine samples (e.g., as a bacterial symbiont in bone-devouring 
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worms) and has not been identified in contaminated soils. Among the soil and sediment bacteria 

studied that have been found to contain hydrocarbon-degrading capabilities, members of the 

genus Pseudomonas (e.g., Pseudomonas putida) has been identified as the most abundant species 

in hydrocarbon-contaminated soils and in some aquatic environments (Hazen, Alusi et al. 2010; 

Das and Chandran 2011). In addition, Pseudomonas spp. are able to utilize hydrocarbons as a 

carbon and/or energy source and produce biosurfactants (Das and Chandran 2011). Particularly, 

Pseudomonas putida is a non-pathogenic species that expresses both alkane monooxygenase and 

PAH dioxygenase that are responsible for alkane and PAHs degradation, respectively.  

 For the alkane degradation pathway, alkane monooxygenase is responsible for the 

terminal oxidation step of the alkane degradation metabolic pathway (Kloos, Munch et al. 2006; 

van Beilen, Funhoff et al. 2006; van Beilen and Funhoff 2007). Several different genes, 

including alkB, cytochrome P450, sMMO, and pMMO (van Beilen and Funhoff 2005; Kloos, 

Munch et al. 2006; Das and Chandran 2011) have been related to alkane monooxygenase 

activity. The two chosen for this study were the alkB and P450 genes. The alkB encodes an 

integral membrane non-heme di-iron alkane hydroxylase that is known for its high sequence 

diversity (Wang, Wang et al. 2010). It has been identified in around 45 bacterial species, 

including Pseudomonas putida, that are capable of degrading C3-C13 or C10-C20 alkanes (Rojo 

2010; Wang, Wang et al. 2010). On the other hand, P450 expresses a cytochrome, heme-thiolate 

protein, that has been identified in over 18 species from various bacterial phyla and is capable of 

degrading C5-C12 alkanes (Rojo 2010; Wang, Wang et al. 2010). The enzyme encoded by P450 is 

considered equally capable of alkane degradation as the alkane hydroxylase encoded by alkB and 

was recently discovered in Pseudomonas putida (Kubota, Nodate et al. 2005; Rojo 2010).   
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 For the PAH degradation pathway, the PAH-RHDα gene found in gram negative bacteria 

was chosen based on its general specificity towards PAH degraders, such as Pseudomonas, 

Ralstonia, Burkholderia, and Sphingomonas. The ring-hydroxylating dioxygenase (RHD) 

enzyme is part of the alpha subunit in the terminal dioxygenase that incorporates the last oxygen 

into the aromatic nucleus. In particular the alpha subunit consists of a Rieske center and an iron-

containing catalytic domain which make up a conserved region of the gene targetencoding 

specific enzymes including nahAc, ndoB, pahAc, phnAc, phnA1, etc. 

 The clean-up attempts after the 2010 Deepwater Horizon oil spill left behind an estimated 

75% of the total oil spilled into the Gulf. Due to the expected effects from long-term exposure, 

an analysis needs to be conducted in order to access the crude oil degradative capabilities of the 

indigenous microbial populations at contaminated sites. Therefore, the objective of this study 

was to survey microbial assemblages in soil, sediment and seawater samples affected by the oil 

spill using both functional and phylogenetic markers.  

 

3.2. Materials and Methods 

3.2.1. Sample collection and storage 

Samples were collected along the coastal regions of Louisiana and Alabama based on their 

proximity to the oil spill site and being known as contaminated areas (Aigner, Burgess et al. 

2010) (Fig. 3.1), with sample information also collected at each site (Table 3.1). Samples 

(sediment and seawater) collected along the Alabama coastline were obtained in December 2010 

with the help of the Dauphin Island Sea Lab in Alabama. The seawater sample was collected in a 

sealable semi-transparent 1 L container directly off shore from the banks of Sandy Bay, AL. 
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Samples collected from the Louisiana coastline were obtained from a collaboration with the 

Department of Geology (Dr. Ming-Kuo Lee) at Auburn University (Auburn, AL). Core samples 

were collected from Bay Jimmy "North" and Bayou Dulac, LA using a Wildco hand corer with a 

two-meter extension and stored in a clear plastic 50 cm sealable tube. The sample collected from 

Bay Jimmy "South," LA was a surface soil obtained from a highly contaminated bank and stored 

in a sealed, clear plastic bag at 4°C. Sediment and soil samples were stored at -20°C until further 

use and seawater samples were stored at 4°C upon arrival at the laboratory. 
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Figure 

3.1. Locations of extracted environmental samples in reference to oil spill. (0) Deepwater 

Horizon, Gulf of Mexico; (1) Bay Jimmy “South,” LA; (2) Auburn, AL; (3) Bay Jimmy “North,” 

LA; (4) Bayou Dulac, LA; (5) Sandy Bay, AL. 
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Table 3.1. Sample identification and description. 

Reference ID Location Sample Description 

BJS 
Bay Jimmy "South", LA  Soil sample collected off a vegetative 

bank coated in oil
1
 (29˚26.683'N, 89˚53.454'W) 

NCS 
Auburn, AL Garden soil collected from the grounds 

of Auburn University's Arboretum (32˚35.457' N, 85˚29.579' W) 

BJN 
Bay Jimmy "North", LA  Core sample of sediment collected 

offshore
2
 (29˚27.236'N, 89˚53.512'W) 

BD 
Bayou Dulac, LA  Core sample of sediment collected 

offshore
2
 (29˚27.392'N, 89˚48.469'W) 

AL 
Sandy Bay, AL  Sediment collected from the marsh 

region of the bay (30˚22.644'N, 88˚18.900'W) 

SW 
Sandy Bay, AL  Seawater collected just offshore of the 

bay (30˚22.644'N, 88˚18.900'W) 

Note: Oil spill coordinates: 28° 44′ 11.86″ N, 88° 21′ 57.59″ W 

1Triplicates made due to the high variability of the sample. 
2Triplicates made based on 15 cm increments from the sediment surface. At each point 5 cm of sample was removed from the core and 

used as the experimental sample.  
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3.2.2. Bacterial Strains and Growth Conditions 

Pseudomonas putida, strain DSM 8368 (DSMZ; Braunschweig, Germany) was selected as a 

positive control for containing enzymes necessary to degrade hydrocarbons (Guerin and Boyd 

1995; Morasch, Richnow et al. 2002; Das and Chandran 2011). Cells were revived on Difco
TM

 

triptic soy agar (TSA) medium (Sparks, MD) and incubated at 30°C for 3 days. Colonies were 

transferred to Difco
TM

 triptic soy broth (TSB) (Sparks, MD) and incubated at ambient 

temperatures in an orbital shaker (GallenKamp; Leicestershire, England) at 300 rpm for 4 days. 

For PAH-RHDα gene, the P. putida culture was required to be enriched in the presence of 

naphthalene in order to obtain the target gene for the qPCR standard. The enrichment was 

implemented by transferring 10% of the inoculated medium into fresh minimal media containing 

various concentrations of naphthalene (150 or 200 mg/L) as the sole carbon source. Cultures 

were incubated at ambient temperatures in an orbital shaker set at 300 rpm and the bacterial 

growth was monitored using the absorbance by a Nanodrop spectrophotometer (Thermo 

Scientific; Barrington, IL). Once stationary growth was observed, typically reached after 5 days, 

cultures were transferred to fresh minimal media for further growth. At the point of each transfer, 

gDNA was extracted and PCR assays (for details see below) were conducted to verify the 

presence of the target gene. 

 

3.2.3. Genomic DNA Extraction 

Genomic DNA was extracted from the soil samples using the Ultra Clean DNA Isolation Kit for 

Soils (Mo Bio Laboratories; Solon, OH). Approximately 0.5 g (wet weight) of soil/sediment was 

used for each extraction. Pure cultures required an initial centrifugation at 6750 × g for 5 min. 

This allowed for the supernatant to be decanted and the concentrated pellet to be used for the 



27 
 

extraction process. Genomic DNA from the seawater sample was extracted according to the 

manufacturer’s instructions for the Rapid Water DNA Isolation Kit (Mo Bio; Carlsbad, CA). 

DNA concentrations for all samples were obtained using the Nanodrop ND 1000 

Spectrophotometer (Thermo Scientific; Barrington, IL). The optical density at 260 and 280 nm 

(OD260/280), was monitored to identify whether potential inhibitors had been co-extracted. For 

samples showing an OD260/280 value lower that 1.8, gDNA was re-extracted until optimal 

conditions were obtained. 

 

3.2.4. Gas Chromatography and Mass Spectrometry Analysis 

Organic substrates were extracted from the soil and seawater samples using the modified EPA 

method 3570. Additional modifications were made in order to increase the end yield. Samples 

were thawed at 4°C and homogenized by manual mixing. 3 g (wet weight) of sample were mixed 

with approximately 2.5 – 5 g of anhydrous sodium sulfate (Na2SO4). 10 mL of dichloromethane 

(CH2Cl2) was added and the vial was rotated on a Rugged Laboratory Rotator (Diagger; Vernon 

Hills, IL) for at least 24 hours. In order to liberate the liquid extract from the soil the vials were 

centrifuged at 3000 rpm for 10 min. The liquid extract was pipetted from the vial and passed 

through a 0.2 µm syringe filter to remove any remaining particulates before being left to dry 

under Nitrogen gas for approximately 30 min. The dried residual was then re-dissolved using 1.5 

mL of the chromatography grade hexane and left to sit for 10 min. The final solution was then 

transferred to a 2 mL clear GC vial and stored at -20°C until analyzed.  

The GC/MS analysis was conducted by the Mass Spec Center at Auburn University 

(Auburn, AL). Gas chromatography was conducted on a Waters 6890N (Waters; Milford, MA) 

using a DB5-MS column (J&W Scientific; Folsom, CA) combined with a Time of Flight Mass 
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Analyzer (Waters; Milford, MA). 3 µL was injected into the column with a temperature program 

of: 40°C to 100°C at 15°C/min, to 250°C at 8°C/min, to 300°C at 20°C/min. Electron 

fragmentation patterns (70 eV) with forward and reverse match scores above 800 and 90% or 

higher probability were considered matches to the compound library (NIST; Gaithersburg, MD). 

Identification was confirmed using a mass spectrometer with an internal calibrator of 

heptacosafluorotributylamine (Sigma Aldrich; Oakville, Ontario) set at a lock mass of 118.9919 

m/z, and using isotope modeling by comparing the experimental and theoretical isotope 

distributions. In addition, the results for each sample were compared against the results for the 

uncontaminated negative control soil (NCS) and the BP source MC - 252 crude oil (positive 

control), obtained from Florida Department of Environmental Protection (FDEP) in collaboration 

with Auburn University's Geology Department, in order to identify contaminants that may have 

been related to the recent oil spill. 

 

3.2.5. Primer Selection 

Primers selected for this study were based on their overall relevance to the biodegradation 

process of crude oil contaminants, specifically alkanes and PAHs (Table 3.2). Genes that encode 

alkane degrading enzymes were identified based on two primer sets that target alkane 

monooxygenases. Two primer sets were chosen since bacteria have multiple metabolic pathways 

that utilize this specific enzyme (Kloos, Munch et al. 2006; van Beilen, Funhoff et al. 2006; van 

Beilen and Funhoff 2007). The first primer set targeting the alkB gene was alkB-1f (Kloos, 

Munch et al. 2006) (Table 3.2). The second primer set targeted the P450 gene, part of the 

CYP153 gene, which consists of P450fw1 and P450rv3 (van Beilen, Funhoff et al. 2006) (Table 

3.2). To identify the ability to degrade polycyclic aromatic hydrocarbons (PAHs), a primer set 
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was chosen that targets the gene which encodes the ring-hydroxylating-dioxygenase enzyme. 

The primer set consists of PAH-RHDα GN F and PAH-RHDα GN R (Cebron, Norini et al. 2007) 

(Table 3.2).  

  The Pseudomonas genus-specific 16S rRNA primer set targets  a conserved domain of 

the small submit rRNA of several Pseudomonas species, including Pseudomonas putida that are 

have been identified as hydrocarbon degraders (Tsai and Olson 1992; Guerin and Boyd 1995; 

Morasch, Richnow et al. 2002; van Beilen, Funhoff et al. 2006; Hazen, Alusi et al. 2010; Das 

and Chandran 2011). The primer set chosen for this target  gene included Ps-for and Ps-rev 

(Widmer, Seidler et al. 1998) (Table 3.2).  

  We also used a universal bacterial 16S rRNA gene primer set to characterize the 

structure of the bacterial assemblages in each of the environmental samples (Hazen, Alusi et al. 

2010).  To target the 16S rRNA gene among diverse members of the domain Bacteria, several 

primers were used , including 27F  and 1492R  for PCR (Martin-Laurent, Philipot et al. 2001), 

BACT1369F  PROK1492R , and probe TM1389F for the qPCR analysis (Suzuki, Taylor et al. 

2000), and  the bar-coded primers V1-9F  and V3-541R  for the pyrosequencing analysis (Table 

3.2).   
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Table 3.2. Detailed information about the primers and probes used in this study. 

Gene and Primer 

Name 
5'-3' Sequence Size (bp) Reference  

Bacterial 16S rRNA 

 

Bact1369F CGGTGAATACGTTCYCGG 

123 Suzuki, 2000
a, 

¹ Prok1492R  GGWTACCTTGTTACGACTT 

TM1389F (probe) CTTGTACACACCGCCCGTC 

 
  

  

 

27F  AGAGTTTGATCMTGGCTCAG 
1500 

Martin-Laurent, 

2001² 1492R  TACGGHTACCTTGTTACGACTT 

     

 
V1-9F X-AC-GAGTTTGATCMTGGCTCAG 

532 Chun, 2010
b, 3

 

 
V3-541R  X-AC-WTTACCGCGGCTGCTGG 

Pseudomonas Specific 16S rRNA 

 
Ps-for  GGTCTGAGAGGATGATCAGT 

990 Widmer, 1997 

 
Ps-rev  TTAGCTCCACCTCGCGGC 

Alkane monooxygenase 

 
alkB-1f  AAYACNGCNCAYGARCTNGGNCAYAA 

550 Kloos, 2006 

 
alkB-1r  GCRTGRTGRTCNGARTGNCGYTG 

 
 

   

 
P450fw1  GTSGGCGGCAACGACACSAC 

339 van Beilen, 2005 

 
P450rv3  GCASCGGTGGATGCCGAAGCCRAA 

PAH dioxygenase 

 
PAH-RHD GN F GAGATGCATACCACGTKGGTTGGA 

306 Cébron, 2008 
  PAH-RHD GN R AGCTGTTGTTCGGGAAGAYWGTGCMGTT 

Note: If not specified primer sets were used for both PCR and qPCR assays. 

aqPCR assay was conducted with TaqMan Universal Master Mix (Life Technologies; Grand Island, NY), otherwise Fast SYBR Green Master Mix 
(Life Technologies; Grand Island, NY) was used. 

bX denotes the 7~11 nucleotide long barcode and AC denotes a common linker for all bacteria. 

¹Primer used for qPCR assay.  

²Primer used for PCR assay. 

3Primers used for pyrosequencing assay. 
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3.2.6. PCR and qPCR assays 

PCR assays were conducted using 25 µL reaction volumes. Results for each amplicon was 

confirmed through gel electrophoresis using Gel Logic 100 Imaging System (Kodak and 

Carestream Health; Rochester, NY) with a 1 – 2 % agarose gel ran at 100 V for 1 – 1.25 hr. 

However, since this analysis does not allow for a quantitative analytical comparison between 

samples, a quantitative polymerase chain reaction (qPCR) was conducted for each target gene. 

Samples were analyzed with the StepOne™ Real-time PCR system (Life Technologies; Grand 

Island, NY) using a SYBR Green Master mix (Life Technologies) unless otherwise specified. 

Results were normalized per the amount of soil or water used for each extraction. Based on these 

results the variation of coefficients (CV) was calculated by dividing the result of each duplicate 

by the average and multiplying by 100. 

 For the alkB gene, a touch-down PCR was conducted which contained 2.5 µL of 1× 

Takara PCR buffer without MgCl2, 1.5 µL of 1.5 mM MgCl2, 2 µL of 0.2 mM dNTPs, 2 µL of 

0.8 mM each primer, 0.25 µL of 1.25 U of Takara Ex Taq polymerase, and 1 µL of gDNA at 10 

– 50 ng/µL. The temperature cycle consisted of: 94°C for 4 min, followed by 10 cycles of 94°C 

for 30 sec; 65-56°C for 30 sec decreasing on a 1°C increment with each cycle; 72°C for 1 min, 

then 22 cycles of 94°C for 30 sec; 55°C for 30 sec; 72°C for 1 min, and a final extension with 

72°C for 10 min. The qPCR assay used a 25 µL reaction volume that consisted of 12.5 µL of 1× 

Fast SYBR Green Master Mix, 1 µL of 0.5 µM of each primer, and 0.5 µL of gDNA. The 

temperature cycle consisted of: 95°C for 10 min, followed by 45 cycles of 95°C for 10 sec, 56°C 

for 30 sec, and the subsequent disassociation analysis. 

 For the P450 gene, the PCR was conducted using 2.5 µL of 1× PCR buffer, 2.5 µL of 2.5 

mM MgCl2, 2 µL of 0.2 mM dNTPs mixture, 1.25 µL of 0.5 mM each primer, 0.25 µL of 1.25 U 
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of Taq polymerase, and 2 µL of gDNA. The temperature cycle consisted of: 94°C for 4 min, 

followed by 32 cycles of 94°C for 45 sec; 58°C for 1 min; 72°C for 1 min, and the extension 

with 72°C for 5 min. The qPCR assay used a 20 µL reaction volume, which consisted of 10 µL 

of 1× Fast SYBR Green Master, 1 µL of 0.5 µM of each primer, and 5 µL of gDNA. The 

temperature cycle consisted of: 95°C for 10 min, followed by 40 cycles of 95°C for 10 sec, 58°C 

for 30 sec, and 72°C for 30 sec, followed by the disassociation cycle.  

 The PCR reaction for the PAH-RHDα gene consisted of 2.5 µL of 1× Takara PCR buffer 

without MgCl2, 1.5 µL of 2.5 mM MgCl2, 2 µL of 0.2 mM dNTPs, 0.5 µL of 0.2 mM of each 

primer, 0.25 µL of 1.25 U of Takara Ex Taq polymerase, and 1 µL of gDNA at about 1 – 5 

ng/µL. The temperature cycle consisted of: 94°C for 5 min, followed by 30 cycles of 94°C for 30 

sec, 57°C for 30 sec, and 72°C for 30 sec, and a final extension with 72°C for 5 min. The qPCR 

assay used a 25 µL reaction volume consisting of 12.5 µL of 1× Fast SYBR Green Master, 1 µL 

of 0.4 µM of each primer, and 1 µL of gDNA. The temperature cycle of the qPCR assay 

consisted of: 95°C for 5 min, followed by 40 cycles of 95°C for 30 sec, 58°C for 30 sec, and 

72°C for 30 sec, followed by one cycle of 80°C for 10 sec and one cycle of 72°C for 7 min, 

finished with the disassociation cycle. 

 The PCR procedure for the Pseudomonas genus-specific 16S rRNA target consisted of 5 

µL of 1× Takara PCR buffer without MgCl2, 3 µL of 2 mM MgCl2, 2.6 µL of 0.3 mM dNTPs, 4 

µL of 0.8 mM each primer, 0.3 µL of 0.75 U of Takara Ex Taq polymerase, and 1 µL of gDNA. 

The temperature cycle consisted of: 95°C for 5 min, followed by 30 cycles of 94°C for 45 sec; 

66°C for 1 min; 74°C for 1 min, and a final extension with 74°C for 10 min. The qPCR assay 

used a reaction volume of 20 µL consisting of 10 µL of 1× Fast SYBR Green Master Mix (Life 

Technologies; Grand Island, NY), 1.4 µL of 0.7 µM of each primer, and 5 µL of gDNA. The 
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temperature cycle consisted of: 95°C for 15 min, followed by 40 cycles of 95°C for 10 sec, 65°C 

for 15 sec, and 72°C for 20 sec, following by a disassociation cycle of 95°C for 30 sec, 65°C for 

1 min, 95°C for 30 sec.  

 For the PCR assay of the universal bacterial 16S rRNA gene the reaction consisted of 2.5 

µL of 1× Takara PCR buffer without MgCl2 (Fischer Scientific; Pittsburgh, PA), 2 µL of 2 mM 

MgCl2, 4 µL of 0.4 mM dNTPs, 2.5 µL of 1 mM each primer, 0.3 µL of 1.5 U of Takara Ex Taq 

DNA polymerase (Fischer Scientific; Pittsburgh, PA), and 1 µL of gDNA at 2 ng/µL. The 

temperature cycle consisted of: 94°C for 5 min, followed by 30 cycles of 94°C for 1 min; 55°C 

for 1 min; 72°C for 2 min, and a final extension with 72°C for 15 min. The qPCR assay used a 

20 µL reaction volume consisting of 10 µL of 1x TaqMan Universal Master Mix (Life 

Technologies; Grand Island, NY), 0.8 µL of 0.8 µM of each primer, and 5 µL of gDNA. The 

temperature cycle consisted of: 95°C for 2 min, followed by 40 cycles of 95°C for 1 min, 55°C 

for 1 min, and 72°C for 2 min. 

 

3.2.7. Standard Curve Construction for qPCR Assay 

The plasmid dsDNA standard for the alkB gene was kindly provided by the collaborator, Dr. 

Sinéad Ní Chadhain at the University of South Alabama. The three plasmid dsDNA standards 

were prepared for the P450, PAH-RHDα, and universal bacterial 16S rRNA as follows. The 

gDNA were extracted from the sediment soil from Sandy Bay, AL; the pure P. putida culture 

grown with naphthalene-selective media; or the pure P. putida for the P450, PAH-RHDα, and 

universal bacterial 16S rRNA gene targets, respectively. The PCR amplicons of these three genes 

were obtained from the amplification of gDNA with the gene-specific primer set as described 

above and listed in Table 3.2. The PCR products were excised from their gel molds and purified 
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using the Gel DNA Extraction Kit (Zymo Research; Irvine, CA). The quantity and the purity of 

the purified amplicons were obtained by the OD260 and OD260/280, respectively. The PCR 

amplified and purified genes were ligated into the pCR - 2.1 TOPO vectors, and the plasmids 

were chemically transformed into the competent E. coli cells (TOP10F') using the Invitrogen 

TOPO TA Cloning® kit (Life Technologies; Grand Island, NY). The plasmid DNAs were 

extracted from E. coli clones using Qiagen Spin Mini-prep kit (Qiagen;Valencia, CA). 

Verification that the target genes were successfully inserted into the clones was performed by 

colony-PCR with M13F/R primers, restriction enzyme digestion with EcoR I (New England 

Biolabs, Ipswich, MA), and gene sequencing conducted by the Auburn University Sequencing 

Lab (Auburn, AL). The sequenced genes were confirmed by BLASTn comparison to the  

Genbank nr/nt database (NCBI).  The copy numbers of the four plasmid DNAs were calculated 

from the DNA concentrations (at OD260) and the combined molecular weights of the specified 

target gene and that of the TOPO vector plasmid. Each plasmid dsDNA was serially diluted for 

the construction of standard curves for the qPCR assay. 

 For the Pseudomonas genus-specific 16S rRNA gene the dsDNA gene standard was 

made directly from the PCR products (990 bp), which were obtained from the amplification of 

gDNA extracted from the pure P. putida bacterial culture (see details above). The copy numbers 

of the Pseudomonas genus-specific 16S rRNA gene was calculated from the DNA concentration 

determined by measuring absorbance at 260 nm and the molecular weight of the gene target. The 

dsDNA standard was serially diluted to be used for the standard curve construction for the qPCR 

assay targeting Pseudomonas genus-specific 16S rRNA genes. 
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3.2.8. Pyrosequencing 

Genomic DNAs (gDNA) of  six samples (BJS, BJN, BD, AL, SW, and NCS) were sent to the 

National Instrumentation Center for Environmental Management (Seoul, Korea) and sequenced 

using a 454 GS FLX Titanium Sequencing System (Roche, Mannheim, Germany). 

Pyrosequencing was implemented in a 50 μL reaction volume containing 1× PCR buffer (Roche, 

Mannheim, Germany), 0.2 mM of dNTPs, 400 nM of each primer, 1 mg/mL of bovine serum 

albumin (BSA) (Sigma-Aldrich, St. Louis, MO, USA), 1.25 U of Taq DNA polymerase (Roche, 

Mannheim, Germany) and 1 μL of 1:10 dilution of gDNA of sample. Thermal cycling followed a 

touch-down PCR method consisting of: 94°C for 5 min, followed by 10 cycles at 94°C for 30 

sec, 60 - 56°C for 45 sec decreasing 0.5°C per cycle, and 72°C for 90 sec, followed by 20 cycles 

at 94°C for 30 sec, 55°C for 45 sec, and 72°C for 90 sec.  

 Results were analyzed with the MOTHUR software package (version 1.23.1) (Schloss, 

Westcott et al. 2009). Reads were clustered based on the PyroNoise algorithm (Quince, Lanzen 

et al. 2011) and chimeric sequences were removed (Wright, Yilmaz et al. 2012). Sequences were 

classified to the genus level using a 80% bootstrap cut-off value based on silva taxonomy 

(Pruesse, Quast et al. 2007), and to remove poor quality sequences. The program then merged 

sequences and calculated pair-wise distances based on the Neddleman algorithm. Sequences 

were clustered into operational taxonomic units (OTUs) with a 97% similarity or higher based on 

the furthest neighbor algorithm. Chao1 and Shannon's diversity index were formed using 

MOTHUR. Good coverage was calculated as G = 1 - n/N, where n is the number of individual 

phylotypes and N the number of total sequences. Phylogenetic trees were constructed by 

neighbor-joining analysis using Molecular Evolutionary Genetics Analysis (MEGA) 5.0 software 

with a bootstrap value of 500 replicates (Tamura, Peterson et al. 2011). 



36 
 

 

3.3. Results and Discussion 

3.3.1. GC/MS Analysis 

The chemical analysis by GC/MS indicated that despite reports of the sampling sites having been 

affected by the oil spill, only one sample, the Bay Jimmy South (BJS) sample from Louisiana 

(Fig. 3.2B), showed evidence of contamination by crude oil (Fig. 3.2A).  The gas chromatograph 

of a negative control sample did not show any evidence of crude oil contamination (Fig. 3.2C). 

The peaks shown in the chromatogram of BJS sample (Fig. 3.2B) were identified as n-alkanes. 

When comparing the retention times of the BJS sample to that of the positive control (Fig. 2A), a 

similar peak pattern was observed around 9.90, 11.50, 13.20, 15.14, and 17.18 for the BJS 

sample. This indicated that the BJS sample was most likely contaminated by the BP source MC-

252 crude oil. The other samples (BJN, BD, AL, SW) showed no indications of crude oil 

contamination and had a gas chromatograph more comparable to the negative control soil (Fig. 

3.2D).  However, a study conducted by Natter et al. (2012), was able to identify biomarkers 

suggesting BJN and BD were also contaminated in addition to the BJS sample. The study 

showed that surface samples had increased signs of biodegradation, volatilization, and dilution 

due to dispersants given the time lapse between environmental contamination and time of 

sampling (Ramseur 2010; Casselman 2012), and also showed overall lower levels of 

contamination for samples collected from Mississippi and Alabama, which may explain why our 

GC/MS analysis was unable to detect discernible contaminants. For the purpose of this study 

only the BJS sample was considered contaminated.  
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Figure 3.2. Analytical comparison of gas chromatographs of the (A) positive control crude oil 

from BP source MC-252; (B) the Bay Jimmy "South", LA sample, which was the only soil 

sample to show positive results; and (C) the negative control soil sample  collected from Auburn, 

AL. 
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3.3.2. Quantitative gene analysis 

All standard curves for qPCR assay were successfully constructed for the five genes. The alkB 

standard produced a curve that was linear (y = -5.52 x + 69.42, R² = 0.99, E = 50.72%) based on 

three orders of magnitude that ranged from 10
5 

to 10
8
 to gene copies per μL. The standard curve 

for the P450 gene target was linear (y = -3.44 x + 42.33, R² = 0.99, E = 95.30%) based on seven 

orders of magnitude ranging from 10
3
 to 10

10
 gene copies μL

-1
. The standard curve for the PAH - 

RHDα gene target was linear (y = -3.50 x + 43.62, R² = 0.99, E = 99.80%) based on seven orders 

of magnitude ranging from 10
2
 to 10

10
 gene copies μL

-1
. For the Pseudomonas 16S rRNA gene 

target, the standard curve was linear (y = -4.12 x + 41.78, R² = 0.99, E = 74.90%) based on seven 

orders of magnitude ranging from 10
1
 to 10

8
 gene copies per μL. The standard curve obtained for 

the universal bacterial 16S rRNA gene target was linear (y = -3.64 x + 55.77, R² = 0.99, E = 

92.46%) based on five orders of magnitude ranging from 10
5 

to 10
10

 gene copies per μL. 

Gene quantification data based on qPCR results for samples were expressed in gene 

copies per gram of soil dw (dry weight) for all soil (or sediment) samples (BJS, NCS, BJN, BD, 

AL) and in gene copies per liter of water for the seawater sample (SW) (Fig. 3.3). For each 

analysis samples were split into duplicates and analyzed in triplicate to ensure reproducibility.  

The mean values for the duplicated samples are presented with the variation of coefficients (CV) 

ranging from 0.15 to 78.68% for each gene (Fig. 3.3).  

 Quantification of the three functional genes (alkB, P450, and PAH-RHDα) was used to 

determine the abundance of the genes that encode degradative enzymes in each sample. The alkB 

gene quantity ranged from 10
9
 to 10

10
 gene copies g

-1
 of soil dw (or L

-1
 of water) for 

contaminated (BJS), non-contaminated (BJN, BD, AL, SW), and the negative control soil (Fig. 

3.3AA). The statistical analysis indicated that there was no significant difference between BJS 
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and the negative control sample or the non-contaminated samples except AL and BJN (p = 

0.001, n = 24). The P450 gene quantity (Figure 3b) for the BJS sample was 10
11

 gene copies per 

g of soil dw, ranged from 10
9
 to 10

10
 gene copies per g of soil (or L of water) for the non-

contaminated samples and the NCS sample. The statistical analysis indicated that there was no 

significant difference between BJS and the non-contaminated samples, including NCS, except 

for BJN and BD (p = 0.024, n = 24). The PAH-RHDα gene copy numbers ranged from 10
6
 to10

7
 

gene copies g
-1

 of soil dw (or L
-1

 of water) for both BJS and the non-contaminated samples, with 

NCS resulting in 10
5
 gene copies g

-1
 of soil dw. For this gene target the statistical analysis did 

not show a significant difference (p = 0.311, n = 24) between any of the samples.  

The quantification of Pseudomonas taxa was used to identify bacteria that are potentially 

involved in the biodegradation of crude oil contaminates (Alquati, Papacchini et al. 2005; Das 

and Chandran 2011). The quantity of Pseudomonas specific 16S rRNA gene within BJS and the 

non-contaminated samples was 10
7
 gene copies per g of soil dw (or L of water) and 10

6
 gene 

copies g
-1

 of soil dw for the negative control sample (Fig. 3.3DD). These values were 

significantly lower than the bacterial 16S rRNA amplification results, indicating the presence of 

other microbial taxa in the samples, and were typical of hydrocarbon degrading bacteria found 

within soils (Rojo 2010).  The statistical analysis did not show any significant difference (p = 

0.423, n = 24) between the contaminated samples and the non-contaminated samples or the 

negative control.  

The quantity of universal bacterial 16S rRNA genes ranged from 10
10

 to 10
11

 gene copies 

per g of soil dw for all of the samples (Fig. 3.3EE). The results obtained from this study were on 

average 2-3 orders of magnitude higher than those found in past studies, 10
7
 to 10

9
 gene copies 

per gram of soil-sediment (Frostegard, Courtois et al. 1999; Lakay, Botha et al. 2007; Lloyd, 
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MacGregor et al. 2010). However, a study by Bashan et al. (2000) have shown that the presence 

of organic matter helps to facilitate microbial activity and may explain the higher values obtained 

in this study since these samples were on the upper range of the typical amounts of organic 

matter found in soil.  

The results obtained for the functional genes, alkB and P450, were higher than the results 

obtained for the Pseudomonas specific 16S rRNA but remained lower than the results obtained 

from the universal bacterial 16S rRNA analysis. The PAH-RHDα functional gene followed a 

similar pattern to that of the Pseudomonas specific 16S rRNA, with the exception that BJN was 

significantly higher.  This suggested that other microbial taxa may be present in the samples that 

contain these genes that encode degradative enzymes and might be more indicative of the 

obtained values.  (Das and Chandran 2011).  However, the presence of the functional genes 

within the negative control sample collected from Auburn University's Arboretum verifies 

previous studies that found these genes to be ubiquitous in nature regardless of previous levels of 

contamination (Das and Chandran 2011). Based on these qPCR results, it could not be 

determined whether or not contamination by crude oil contaminants affected the indigenous 

microbial populations. The assay failed to differentiate the quantity of functional genes between 

the contaminated and non-contaminated samples.  
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Figure 

3.3. qPCR analysis of (A) alkB, (B) P450, (C) PAH-RHD, (D) Pseudomonas genus-specific16S 

rRNA, (E) universal bacterial 16S rRNA, based on the logarithimic value of the gene copies 

normalized to the amount of sample used for gDNA extraction prior to qPCR. Mean and 

standard values are based on duplicated samples during qPCR analysis.   
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3.3.3. Bacterial Assemblage Structure based on 16S rRNA gene pyrosequencing       

The results obtained using 454-pyrosequencing of 16S rRNA genes were used to determine 

richness and diversity (Table 3.3), phylogenetic affiliations between contaminated and non-

contaminated sites (Fig. 3.4), and to identify putative crude oil degraders (Fig. 3.5). On average 

there were 4,977 sequence reads (range of 2,240 to 11,159) per sample, with the contaminated 

sample (BJS) showing the largest number of reads and non-contaminated samples falling below 

the average.  The number of operational taxonomic units (OTUs) ranged from 347 to 2502, with 

the largest value being represented by the negative control sample. The Good's coverage values 

of each sample, calculated at a 97% similarity cut-off, ranged from 64-93%. This value is 

indicative of whether the sample properly represents the entire population at each site. For BJS, 

with a value of 93%, this indicated that only 7 additional phylotypes would be discovered for 

every 100 additional sequencing efforts. In addition, BJN and the SW also had high Good's 

coverage values which was expected due to the proximity of BJN's sampling site to BJS and the 

lower number of OTUs for SW. However, the other non-contaminated samples, including the 

negative control sample, had lower values indicating that the number of pyrosequencing reads 

for each of these samples was insufficient to capture the overall bacterial diversity. The estimator 

of richness, Chao1, showed that the number of observed OTUs were considerable low, covering 

only 32-45% of the overall richness of the microbial population, with BJS showing the lowest 

percentage. Based on the values obtained for Chao1, there are between 430-4113 additional 

phylotypes left to be identified within the samples. The Shannon diversity index resulted in a 

range of 2.88-6.64 for each sample, with an average of 5.07. The BJS sample again had the 

lowest value, while the negative control sample had the highest. This value was used to 
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determine the ecological diversity of each sample but is also an uncertainty factor when 

predicting ribotypes.  

The analysis grouped the microbial population obtained from the soil, sediment and 

seawater samples into 26 different bacterial phyla. Among  the bacterial phyla known to contain 

studied crude oil degraders were the Proteobacteria (range of 14 - 84% relative abundance) , the 

Actinobacteria (range of 0.2 - 5.2% relative abundance), the Bacteriodetes (range of 3.2-6.9% 

relative abundance), and the Firmicutes (range of 0.4 - 7.2% relative abundance) (Fig. 3.4). 

Among the samples, Proteobacteria typically dominated; however, within the non-contaminated 

samples and the negative control sample it was observed that phyla previously associated with 

alkane or PAH degradation were at much lower relative abundance, whereas, in the BJS the 

putatively biodegrading bacteria were dominant.  

 A phylogenetic analysis was conducted to represent the overall diversity of sequences 

related to crude-oil biodegraders. Overall, there were 17 bacteria genera identified that are 

known to have taxa associated with the degradation of alkanes and PAHs (Kloos, Munch et al. 

2006; van Beilen, Funhoff et al. 2006; Wang, Wang et al. 2010; Das and Chandran 2011).  Less 

than 3% of these bacteria were found in the non-contaminated samples, including the negative 

control sample. On the other hand, the contaminated sample (BJS) was made up of about 45% of 

these potential degraders even though there was a low diversity within this group. Interestingly, 

the majority of the degraders were identified as Parvibaculum (Fig. 3.5A), a bacteria mainly 

associated with the degradation of alkanes, which was the contaminant identified within this 

sample based on GC/MS (Wang, Wang et al. 2010). Other studies have shown that contaminated 

samples typically are dominated by Alcanivorax and Pseudomonas which are both capable of 

alkane and PAH degradation (Röling, Milner et al. 2002; Alonso-Gutiérrez, Figueras et al. 2009; 
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Wang, Wang et al. 2010) . For comparison, the non-contaminated samples (BJN, BD, AL, SW) 

and the negative control soil showed a higher affiliation with genera such as, Sulfitobacter, 

Dehalogenimonas, Clostridium, Sphingopyxis, and GP1; respectively (data not shown).  Among 

these genera, Dehalogenimonas and Sphingopyxis are the only two directly related to the 

degradation of either chlorinated alkanes or n-alkanes; respectively (Behlulgil and Mehmetoglu 

2002; Röling, Milner et al. 2002; Alonso-Gutiérrez, Figueras et al. 2009; Yousafa, Andriaa et al. 

2010; Maness, Bowman et al. 2012) While these samples did contain a larger diversity of 

bacteria with taxa known to contain the alkB and P450 gene targets, based on the presence of 

Caulobacter, Bacillus, Burkholderia, etc. (Fig. 3.5B and 3.5C) these bacteria were in low 

abundance relative to the overall microbial population present at these sites (Kloos, Munch et al. 

2006; van Beilen, Funhoff et al. 2006; Cebron, Norini et al. 2007; Wang, Wang et al. 2010). 

Overall, there was no observable correlation with the non-contaminated samples, including NCS, 

between the relative abundance of specific degraders and any identifiable contaminants.  

 Since the BJS sample showed signs of selective growth on crude oil contaminants while 

the negative control and the non-contaminated samples failed to show any signs of  growth under 

these conditions, this indicated that the oil spill enriched for specific microbial populations such 

as Parvibaculum spp. Further research will be necessary to isolate members of the Parvibaculum 

genus that have the capacity for alkane and/or PAH degradation, and to characterize their 

mechanism (s) for hydrocarbon degradation and utilization as a carbon and energy source. 

Furthermore, it will be of interest to study other contaminated sites and determine whether 

members of the Parvibaculum genus are similarly induced in their relative abundance.   
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Table 3.3. Summary of OTU richness, diversity indices, and estimated sample coverage for each 

sample. 

Sample 

Number of reads 
Number of 

OTUs 

Good's 

coverage  

Richness estimator   Diversity index  

Raw Chao1 Shannon 

BJS 11159 747 0.93 2316.73 2.88 

NCS 10232 2502 0.79 6615.61 6.64 

BJN 2871 347 0.90 777.29 3.94 

BD 2240 841 0.64 2930.81 5.86 

AL 3629 1449 0.64 4993.17 6.46 

SW 2315 457 0.83 1224.52 4.62 

b Calculated at a 97% sequences similarity cut-off
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Figure 3.4. Relative abundance of bacterial phyla based on 16S rRNA gene sequences 

determined by 454 pyrosequencing of each sample. 

  

BJS NCS BJN BD AL SW 

Acidobacteria Actinobacteria Armatimonadetes 

Bacteroidetes BRC1 Chlorobi 

Chloroflexi Cyanobacteria_Chloroplast Deferribacteres 

Firmicutes Fusobacteria Gemmatimonadetes 

Lentisphaerae Nitrospira OD1 

OP11 Planctomycetes Proteobacteria 

Spirochaetes SR1 Synergistetes 

Tenericutes TM7 unclassified 

Verrucomicrobia WS3 
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Figure 3.5A. Phylogenetic tree of Bay Jimmy "South" sample from Louisiana based on 

maximum likelihood statistical method with a phylogenetic test based on a bootstrap method. 
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Figure 3.5B. Phylogenetic tree of the negative control soil sample based on neighbor-joining 

statistical method with a phylogenetic test based on a bootstrap method. 
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Figure 3.5C. Phylogenetic tree of the Bay Jimmy “North” sample from Louisiana based on 

neighbor-joining statistical method with a phylogenetic test based on a bootstrap method. 
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3.4. Conclusion 

In this study multiple approaches were used to study the impact of the Deepwater Horizon oil 

spill on a contaminated sampling sites. Among the many sediment, soil and seawater samples 

taken, only one soil sample was found to have objective evidence of crude oil contamination 

based on GC/MS analysis. A qPCR analysis of all samples demonstrated that the enzymes 

necessary for crude oil biodegration are ubiquitous in the environment. However, a phylogenetic 

analysis indicated that the contaminated soil sample had a higher relative abundance of 

sequences related to putative crude-oil biodegrading bacteria compared to the non-contaminated 

samples. In addition, the majority of these sequences were identified as putative alkane 

degraders, consistent with the nature of the contamination identified in the soil sample. Samples 

with no identifiable contaminates based on GC/MS analysis showed a higher predicted diversity 

of biodegrading bacteria but had a lower relative abundance of these populations based on the 

16S rRNA gene analysis. Interestingly, the contaminated soil sample had a high relative 

abundance of Parvibaculum taxa, which have been previously associated with alkane 

degradation, suggesting that this bacterial population has increased its relative abundance due to 

crude oil contamination. This suggests a target bacterial population that may be useful for future 

biostimulation approaches to bioremediate soils and sediments that have been affected by oil 

spills. 
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Chapter Four. Additional Analyses 

4.1. Introduction 

 This section contains additional information regarding the sample analysis and further 

pyrosequencing data. The purpose of the sample analysis was to verify the overall quality of the 

samples based on the yield, purity, and potential inhibitors due to the sensitivity of the PCR and 

qPCR processes (Frostegard, Courtois et al. 1999; Opel, Chung et al. 2009). The additional 

information regarding the pyrosequencing data was used to access the information provided in 

Chapter 3.  

4.2 Materials and Methods 

4.2.1 Genomic DNA Extraction 

Genomic DNA was extracted from the soil samples using the Ultra Clean DNA Isolation Kit for 

Soils (Mo Bio Laboratories; Solon, OH). About 0.5 g (wet weight) of soil was used for each 

extraction. Pure cultures required an initial centrifuging at 6750 × g for 5 min. This allowed for 

the supernatant to be decanted and the concentrated pellet to be used for the extraction process. 

Genomic DNA from the seawater sample was extracted according to the manufacturer’s 

instructions for the Rapid Water DNA Isolation Kit (Mo Bio; Carlsbad, CA). DNA 

concentrations for all samples were obtained using the Nanodrop ND 1000 Spectrophotometer 

(Thermo Scientific; Barrington, IL). Purity levels were measured based on the optical density of 

260/280 (OD260/280), which measures the concentration of DNA against any possible inhibitors. 

4.2.2 Organic Matter Content 

The content of organic matter at each sediment sample site was quantified through the Soils Lab 

at Auburn University (Auburn, AL). Quantification of organic matter was used as an indication 
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for potential signs of microbial life (Bot and Benites 2005). Variants between sample triplicates 

were assumed insignificant; therefore, sample sites were analyzed as a whole. The core samples 

were divided into two sections ranging from 0 – 15 cm and from 15 – 30 cm; therefore, results 

are presented as the ranges.  

4.2.3 Humic Acids Analysis 

Humic acids were extracted according to a study conducted by Ting et al. (2010). Quantification 

of humic acids was used to identify inhibitors which have the potential to prevent proper 

amplification during the PCR and qPCR assays. 10 g (wet weight) of soil sample was mixed with 

30 mL of 1 M NaOH to be passed through a 0.45 µm vacuum filter. pH was monitored and 

diluted with 1 M HCl until the pH reached 2.0. This helps to facilitate the precipitation of humic 

acids during the centrifugation process, which was ran at 3000 x g for 30 min. Supernatant was 

decanted and the pellet was re-dissolved with 20 mL of 1 M NaOH. Solutions were re-

centrifuged to confirm no precipitant formed. Quantification of humic acids was determined 

using a Spectramax M2 spectrometer (MDS; Sterling Heights, MI) at an excitation wavelength 

of 350 nm and an emission wavelength of 460 nm. Results higher than 200 RFU (relative 

fluorescence unit) were diluted with a 1:5 ratio using deionized (DI) water and re-analyzed based 

on an optimal range of 100-200 RFU (Wang 2011). Final results were converted to µg humic 

acids/mg of soil sample based on the calibration curve formed by Wang (2011).  

4.2.4 PCR assay 

See sections 3.2.5 and 3.2.6 for details. 

4.2.5 Pyrosequencing 

See section 3.2.8 for details on sample preparation and analysis.  
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4.3 Results and Discussion 

4.3.1 Sample Analysis 

The purpose of the sample analysis was to determine the usability of each sample in terms of the 

PCR and qPCR assay. These procedures required specific concentrations of template DNA in 

order to produce optimal results. In addition, they are highly sensitive to inhibitors which prevent 

proper amplification. To identify areas of concern gDNA concentrations were measured to 

ensure concentration ranges could be met. Measurements of organic matter content and humic 

acids were taken to identify inhibitors with the environmental samples. Then the gDNA 

concentrations were compared against their purity levels to determine if these inhibitors were co-

extracted. The results of these experiments can be seen in Table 4.1. 

 Based on the results of the gDNA extraction process, there were several samples that 

were of concern. Results collected for the Bay Jimmy "South" sample from Louisiana were 

highly variable between 6.64-66.82 ng/ µL, which was expected due to the high variability of 

vegetative growth, organic content, and contaminants found with the given sample. For the alkB 

gene target, the Bay Jimmy "North" and the Bayou Dulac samples from Louisiana (i.e., 6.37 ng/ 

µL and 15.90 ng/ µL, respectively) did not meet minimum required specifications for 

concentrations; however, multiple extraction processes produced similar results. This posed a 

problem during the PCR assay (see PCR Analysis below). Regardless of these potential problems 

all samples was used for further experimentation as they were but taken into consideration during 

our analysis. 

 The results obtained from measuring the organic matter present within each sample 

showed that overall all of the soils’ fell within a typical range from trace amounts to about 30% 
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(Bot and Benites 2005). Since organic matter is comprised of valuable nutrients essential to 

microbial life, levels closer to 30% indicate low decomposition of these nutrients by the 

microbial community, meaning the community is not thriving within its environment (Bot and 

Benites 2005). Samples collected from Louisiana had moderate to high levels of organic content, 

ranging from 12.7 to 28.7% (Table 4.1), suggesting that the microbial population in these 

regions, which received the highest impact from the 2010 oil spill was affected (Aigner, Burgess 

et al. 2010). On the other hand, samples from Alabama, an area with low to moderate exposure, 

showed lower percentages at 5.3 - 6.4% (Table 4.1) and also had higher extraction yields, 

indicating that these areas may not have been affected by the spill.  

 While the levels of organic matter are indicative of microbial activity, it was also used as 

an indicator of inhibitory organic compounds. Of the inhibitory compounds that may have been 

present specifically humic acids was chosen for measurement. Humic acids have been found to 

bind to DNA and interfere in the interaction between DNA and Taq polymerase, thereby 

preventing proper amplification during PCR. Based on a study conducted by Ogel et al. (1999) 

the soil typically contains 100 mg of humic acid per 5 mg of soil, or about 2% humic acids. 

Values obtained for this study were significantly lower than the typical value at < 0.11% (Table 

4.1), with the largest percentage of humic acids pertaining to the Bay Jimmy "South" sample 

from Louisiana. However, these are based on a calibration curve prepared from a humic acid 

obtained from the International Humic Substances Society (IHSS), which does not represent the 

total number of environmental humic acids (Kim, Wang et al. 2011; Wang 2011). Therefore, it is 

possible that not all of the humic acids were accounted for. Regardless, in the case of  the BJS 

sample, complications were seen during the qPCR assay which required lower dilutions to 

combat the problem. 



55 
 

 To determine whether these levels posed a problem during future experiments, the optical 

density ratio of 260 over 280 nm (OD260/280), which represents the purity of extracted gDNA, was 

measured. Lower ratios, between 1.10 - 1.62 (Table 4.1), obtained for samples BJN, BD, SW, 

and NCS indicated that inhibitory contaminants were in fact co-extracted along with gDNA from 

the samples. However, all of the other samples resulted in an optimal ratio of about 1.8 or higher, 

which is considered the optimum ratio according to the Nanodrop 1000 Spectrophotometer 

Manual (2008). For samples with below optimal ranges, multiple dilutions were tested for each 

experiment since these contaminants have the ability to absorb light and result in inaccurate 

readings (Ahn, Costa et al. 1996; Kim, Wang et al. 2011). 
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Table 4.1. Soil analysis based on the gDNA yield and purity levels after extraction, the amount 

of humic acids extracted from the soil, and amount of organic matter present in the soil. 

Sample 
gDNA Yield 

(ng / µL) 

gDNA Purity 

(OD 260 / 280) 

% Humic Acids 

(mg Humic Acids / mg Soil) 

% Organic 

Matter 

BJS 

66.82 1.90 0.059 

14.2 37.52 1.72 0.057 

6.64 1.72 0.112 

BJN 

5.83 1.76 0.035 

12.7-15.2 7.15 1.87 0.029 

6.12 1.36 0.045 

BD 

11.90 1.78 0.039 

26.8-28.7 16.68 1.62 0.025 

16.45 1.74 0.005 

AL 100.06 1.85 0.057 5.3 

SW 19.47 1.10 N /A N /A 

NCS 110.81 1.61 0.054 6.4 

PC 103.91 1.93 N /A N /A 
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4.3.2 Qualitative Gene Analysis 

The qualitative gene analysis was conducted using PCR assays specific to each gene target. The 

purpose of this experiment was to confirm the presence of the three functional genes within the 

environmental samples. To do this two genus-specific targets were chosen, Universal Bacterial 

16S rRNA and Pseudomonas 16S rRNA, as verification of a specific population known to 

contain these functional enzymes within the microbial population as a whole. The results for 

each sample were compared against the positive control, Pseudomonas putida, and the negative 

control, NCS; the results for this analysis are presented in Figure 4.1.  

 Figures 4.1A and 4.1B, confirmed the presence of the target species, Pseudomonas, 

within the microbial population. Therefore, it was expected that the samples would also indicate 

the presence of the functional genes. Based on Figure 4.1A, all of the samples contained the 

bacterial 16S rRNA gene, showing a visible target band at around 1500 bp.  However, the Bay 

Jimmy "North" sample from Louisiana, represented by sample BJN, resulted in a faint band at 

the target size. Similar results for this sample were obtained for the Pseudomonas specific 16S 

rRNA, alkB, and PAH-RHDα genes targets with a faint or absent band observed at the target 

sizes of 990, 550, and 306 bp; respectively. As mentioned in previous sections, this sample had a 

average gDNA yield lower than the minimum requirement for the majority of the PCR assays 

and was therefore below the observable detection limit (Widmer, Seidler et al. 1998; Kloos, 

Munch et al. 2006). However, the other samples resulted in comparable bands.  

 Comparing the functional gene targets indicated that the alkB primers showed a higher 

specificity over the P450 primers towards targeting the gene encoding the alkane 

monooxygenase enzyme. In addition, the alkB PCR assay had a larger tolerance to various 

gDNA concentrations (Kloos, Munch et al. 2006) since there were only three samples (BJS, AL, 
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NCS) the met the minimum requirements for the P450 PCR assay (van Beilen, Funhoff et al. 

2006). However, given that the P450 assay successfully amplified the gene target in the BJN 

sample indicates that the related metabolic pathway may be more prevalent in the microbial 

population within this sample. Since the PAH dioxygenase gene target resulted in faint bands for 

each sample, a proper comparison could not be made.  
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Figure 4.1. Gel electrophoresis image for (A) bacterial 16S rRNA gene at 1500 bp, (B) 

Pseudomonas specific 16S rRNA gene at 990 bp, (C) alkB gene at 550bp, (D) P450 gene at 339 

bp, and (E) PAH-RHDα gene at 306 bp. Lane (L) is a 200-2000 bp molecular ladder followed by 

the PCR products for (1) Pseudomonas putida pure culture (positive control); (2) Bay Jimmy 

"South," LA; (3) Bay Jimmy "North," LA; (4) Bayou Dulac, LA; (5) Sandy Bay, AL sediment; 

(6) Sandy Bay, AL seawater; (7) soil from Auburn University Arboretum in Auburn, AL 

(negative control); and (8) negative control for PCR procedure. 

  

(D) (C) (B) (A) 

L  1 2 3 4 5 6 7 8 L  1 2 3 4 5 6 7 8 L  1 2 3 4 5 6 7 8 L  1 2 3 4 5 6 7 8 L  1 2 3 4 5 6 7 8 

(E) 



60 
 

4.3.3  Phylogenetic Analysis      

 In addition to the community analyses mentioned in Chapter 3, a community caparison 

analysis and rarefaction analysis were conducted. The community caparison analysis was used to 

indicate the relationship between the different samples. As was expected the microbial 

communities are highly dependent on geographical location (Fig. 4.2). The rarefaction curve was 

used to determine if the pyrosequencing data represented the microbial diversity found within 

each sample. As Figure 4.3 shows, the OTUs formed from the contaminated sample (BJS) 

represented the overall diversity within the sample leading to high percentages for the Good's 

coverage values. Similar patterns could be seen for the non-contaminated samples (BJN, SW), 

indicating that these samples not only had a low number of reads but a lower diversity compared 

to their high richness values (See section 3.3.3).  However, the based on the increasing slope of 

the negative control sample (NCS), there were additional phylotypes within this sample that were 

not represented in the data. The non-contmainated samples (BD, AL) showed a similar pattern to 

NCS, indicating that these samples had a higher diversity.  
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Figure 4.2. Phylogenetic Tree based on beta-diversity between the different environmental 

samples. 
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Figure 4.3. Rarefaction curves for the environmental samples clustering at a 97% similarity cut-

off. The curves were generated using 1,000-random samplings without replacement.  
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 Chapter Five. Conclusions and Future Work 

5.1 Conclusions 

Despite the fact that our GC/MS analysis was only able to confirm that one of the six samples 

was contaminated our results from the analyses of the functional and phylogenetic biomarkers 

were able to show: 

1. Bacteria capable of biodegrading crude-oil contaminants are ubiquitous in the 

environment which confirmed the results found in previous studies based on the PCR and 

qPCR analysis. 

2. Community analysis indicated there may have been a population shift as an affect of the 

oil spill based on the pyrosequencing data. 

As a result of these findings it was determined that the PCR and qPCR alone were inadequate to 

determine if the oil-spill affected our selected sites is suggested. However, it is suggested that 

future studies utilize the pyrosequencing analysis as a screening method for the PCR and qPCR 

processes. In doing so, focus can be placed on specific bacterial communities and the specific 

enzymes by which they utilize crude oil contaminants.  

 

5.2 Recommendations for Future Work 

Given the data found in this study the following experiments are recommended in order to 

determine the full potential for bioremediation by the indigenous microbial populations at each 

site. 
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1. Conduct a RNA expression analysis. This will elucidate whether the functional genes 

were being expressed in the contaminated soil as compared to the non-contaminated 

samples.  

2. Conduct a phylogenetic analysis based on each functional gene.This would allow us to 

identify specific species capable of biodegradation of crude oil contaminants.  

3. Conduct a time lapse experiment on the samples.This will help to determine if there has 

been any change since the last sample collection. 

With the finding of this complete analysis, it could be properly determined whether 

bioaugmentation, biostimulation, or allowing for natural attentuation would be the best plan of 

action along the gulf coast in response to the recent oil spill. 
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Appendix A 

 

 The following is an example of the calculations used to convert gDNA concentrations into gene 

copies per reaction in preparation for the standard to be used in the qPCR process. In addition, sample 

calculations are also provided that show how the quantification data obtained from the qPCR analysis 

were normalized per g of soil (or L of water) used during the extraction of gDNA from the each sample. 

Results of cloning the gene target: 

Sample ID ng/ul 

Plasmid 263.28 
 

qPCR details: 

 
Type Stock Final RxN (uL) 

AB TaqMan Universal Master mix 2x 1x 10.00 

Primer F BACT1369F 20µM 0.8µM 0.80 

Primer R PROK1492R 20µM 0.8µM 0.80 

TaqMan probe TM1389F 10µM 0.2µM 0.40 

H2O 
   

3.00 

DNA sample 
   

5.00 

   
Total volume 20.00 

     
Thermal cycling: 

   
50˚C 2 min 

   
95˚C 10 min 

    
95˚C 15 sec 

40 cycles  
56˚C 1 min 

 
 

Calculations to convert into gene copies per reaction: 
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Sample data obtained from qPCR analysis: 

Ct Quantity 

19.96705246 6.16982E+11 
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Appendix B 

 

 The following is the statistical data conducted on the qPCR data using ANOVA statistical 

analysis and a student t-test to compare samples. 

Universal 16S rRNA 

 

 

The GLM Procedure 

Class Level Information 

 

Class         Levels    Values 

SAMPLES            6    AL BD BJN BJS NCS SW 

 

Number of Observations Read          24 

Number of Observations Used          24 

 

                                          

The GLM Procedure 

Dependent Variable: RESULTS 

 

          Sum of 

      Source  DF Squares       Mean Square     F Value     Pr > F 

 

      Model  5    4.5450862E22  9.0901725E21        4.79      0.0059 

 

      Error  18 3.4168529E22     1.8982516E21 

 

      Corrected Total 23 7.9619392E22 

 

 

                        R-Square     Coeff Var      Root MSE    RESULTS Mean 

 

                        0.570852      90.67058    4.35689E10      4.80519E10 

 

 

      Source  DF       Type I SS       Mean Square     F Value     Pr > F 

 

      SAMPLES 5 4.5450862E22  9.0901725E21  4.79  0.0059 

 

 

      Source  DF      Type III SS       Mean Square     F Value     Pr > F 
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      SAMPLES 5 4.5450862E22  9.0901725E21        4.79      0.0059 
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The GLM Procedure 

 

Tukey's Studentized Range (HSD) Test for RESULTS 

 

NOTE: This test controls the Type I experimentwise error rate. 

 

 

Alpha                                   0.05 

Error Degrees of Freedom                  18 

Error Mean Square                   1.898E21 

Critical Value of Studentized Range  4.49442 

 

 

Comparisons significant at the 0.05 level are indicated by ***. 

 

 

  Difference 

SAMPLES Between        Simultaneous 95% 

Comparison Means       Confidence Limits 

 
AL  - BJS      2.79252E10      -8.513E10   1.4098E11 

AL  - NCS      7.38848E10     -6.4579E10  2.12348E11 

AL  - SW       1.05852E11     -3.2611E10  2.44316E11 

AL  - BD       1.15086E11     2031099233  2.28141E11  *** 

AL  - BJN      1.15557E11     2502267591  2.28612E11  *** 

BJS - AL       -2.7925E10     -1.4098E11  8.51298E10 

BJS - NCS      4.59596E10     -6.7095E10  1.59015E11 

BJS - SW       7.79271E10     -3.5128E10  1.90982E11 

BJS - BD       8.71609E10     7218929452  1.67103E11  *** 

BJS - BJN     8.76321E10     7690097811  1.67574E11  *** 

NCS - AL       -7.3885E10     -2.1235E11  6.45788E10 

NCS - BJS       -4.596E10     -1.5901E11  6.70955E10 

NCS - SW       3.19675E10      -1.065E11  1.70431E11 

NCS - BD       4.12013E10     -7.1854E10  1.54256E11 

NCS - BJN      4.16725E10     -7.1383E10  1.54728E11 

SW  - AL       -1.0585E11     -2.4432E11  3.26113E10 

SW  - BJS      -7.7927E10     -1.9098E11   3.5128E10 

SW  - NCS     -3.1967E10     -1.7043E11  1.06496E11 

SW  - BD       9233834999    -1.0382E11  1.22289E11 

SW  - BJN      9705003357     -1.0335E11   1.2276E11 

BD  - AL       -1.1509E11     -2.2814E11   -2.0311E9  *** 

BD  - BJS      -8.7161E10      -1.671E11  -7.21893E9  *** 

BD  - NCS      -4.1201E10     -1.5426E11  7.18537E10 

BD  - SW       -9.23383E9     -1.2229E11  1.03821E11 

BD  - BJN       471168358     -7.9471E10  8.04132E10 

BJN - AL       -1.1556E11     -2.2861E11  -2.50227E9  *** 

BJN - BJS      -8.7632E10     -1.6757E11   -7.6901E9  *** 

BJN - NCS      -4.1673E10     -1.5473E11  7.13825E10 

BJN - SW         -9.705E9     -1.2276E11   1.0335E11 

BJN - BD       -471168358     -8.0413E10  7.94708E10 
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Pseudomonas 16S rRNA 

                                       

The GLM Procedure 

Class Level Information 

 

Class         Levels    Values 

SAMPLES            6    AL BD BJN BJS NCS SW 

 

Number of Observations Read          24 

Number of Observations Used          24 

 

The GLM Procedure 

Dependent Variable: RESULTS 

 

                                               Sum of 

      Source          DF    Squares       Mean Square    F Value Pr > F 

  

      Model  5     2.0160161E15     4.0320321E14  1.03      0.4276 

 

      Error                     18     7.0175348E15     3.8986304E14 

 

      Corrected Total   23     9.0335508E15 

 

 

R-Square     Coeff Var      Root MSE    RESULTS Mean 

 

0.223170      117.7717      19744950        16765441 

 

 

      Source           DF  Type I SS    Mean Square  F Value     Pr > F 

 

      SAMPLES   5     2.0160161E15     4.0320321E14        1.03      0.4276 

 

 

      Source    DF      Type III SS       Mean Square     F Value     Pr > F 

 

      SAMPLES       5     2.0160161E15     4.0320321E14        1.03      0.4276 
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The GLM Procedure 

 

Tukey's Studentized Range (HSD) Test for RESULTS 

 

NOTE: This test controls the Type I experimentwise error rate. 

 

 

Alpha                                   0.05 

Error Degrees of Freedom                  18 

Error Mean Square                   3.899E14 

Critical Value of Studentized Range  4.49442 

 

 

Comparisons significant at the 0.05 level are indicated by ***. 

 

 

  Difference 

SAMPLES     Between      Simultaneous 95% 

Comparison Means       Confidence Limits 

 
AL  - BJN 18072538      -33162737   69307813 

AL  - BJS        28899814      -22335461   80135089 

AL  - BD         30095695      -21139580   81330970 

AL  - SW        31435104      -31315036   94185244 

AL  - NCS        33673927      -29076213   96424067 

BJN - AL        -18072538      -69307813   33162737 

BJN - BJS        10827276      -25401534   47056086 

BJN - BD         12023157      -24205653   48251968 

BJN - SW         13362566      -37872708   64597841 

BJN - NCS        15601389      -35633885   66836664 

BJS - AL        -28899814      -80135089   22335461 

BJS - BJN       -10827276      -47056086   25401534 

BJS - BD          1195881      -35032929   37424692 

BJS - SW          2535290      -48699984   53770565 

BJS - NCS         4774113      -46461162   56009388 

BD  - AL        -30095695      -81330970   21139580 

BD  - BJN       -12023157      -48251968   24205653 

BD  - BJS        -1195881      -37424692   35032929 

BD  - SW          1339409      -49895866   52574684 

BD  - NCS         3578232      -47657043   54813507 

SW  - AL        -31435104      -94185244   31315036 

SW  - BJN       -13362566      -64597841   37872708 

SW  - BJS        -2535290      -53770565   48699984 

SW  - BD         -1339409      -52574684   49895866 

SW  - NCS         2238823      -60511317   64988963 

NCS - AL        -33673927      -96424067   29076213 

NCS - BJN      -15601389      -66836664   35633885 

NCS - BJS        -4774113      -56009388   46461162 

NCS - BD         -3578232      -54813507   47657043 

NCS - SW         -2238823      -64988963   60511317 

  



B - 6 
 

alkB 

                                    

The GLM Procedure 

Class Level Information 

Class         Levels    Values 

 

SAMPLES            6    AL BD BJN BJS NCS SW 

 

 

Number of Observations Read          24 

Number of Observations Used          24 

 

The GLM Procedure 

Dependent Variable: RESULTS 

 

                                               Sum of 

      Source            DF Squares  Mean Square     F Value     Pr > F 

 

      Model   5     1.6078412E21     3.2156823E20        7.59      0.0005 

 

      Error             18     7.6308884E20     4.2393824E19 

 

      Corrected Total    23       2.37093E21 

 

 

R-Square     Coeff Var      Root MSE    RESULTS Mean 

 

0.678148      68.67552    6511054003      9480895756 

 

 

      Source    DF     Type I SS       Mean Square     F Value     Pr > F 

 

      SAMPLES 5     1.6078412E21     3.2156823E20        7.59      0.0005 

 

 

      Source  DF      Type III SS       Mean Square     F Value     Pr > F 

 

      SAMPLES    5     1.6078412E21     3.2156823E20        7.59      0.0005 
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The GLM Procedure 

Tukey's Studentized Range (HSD) Test for RESULTS 

NOTE: This test controls the Type I experimentwise error rate. 

 

 

Alpha                                   0.05 

Error Degrees of Freedom                  18 

Error Mean Square                   4.239E19 

Critical Value of Studentized Range  4.49442 

 

 

Comparisons significant at the 0.05 level are indicated by ***. 

 

 

  Difference 

SAMPLES Between       Simultaneous 95% 

Comparison   Means       Confidence Limits 

 
AL  - BJS      1.72767E10      381507780   3.4172E10  *** 

AL  - NCS       1.9723E10     -969391789  4.04153E10 

AL  - SW       2.20781E10     1385717128  4.27704E10  *** 

AL  - BD       2.73967E10     1.05015E10   4.4292E10  *** 

AL  - BJN      2.93128E10     1.24176E10  4.62081E10  *** 

BJS - AL       -1.7277E10     -3.4172E10  -381507780  *** 

BJS - NCS      2446218695     -1.4449E10  1.93415E10 

BJS - SW       4801327611     -1.2094E10  2.16966E10 

BJS - BD         1.012E10     -1.82675E9  2.20667E10 

BJS - BJN      1.20361E10     89354975.5  2.39828E10  *** 

NCS - AL       -1.9723E10     -4.0415E10   969391789 

NCS - BJS      -2.44622E9     -1.9341E10   1.4449E10 

NCS - SW       2355108917     -1.8337E10  2.30475E10 

NCS - BD       7673767497     -9.22147E9   2.4569E10 

NCS - BJN      9589874182     -7.30536E9  2.64851E10 

SW  - AL       -2.2078E10      -4.277E10  -1.38572E9  *** 

SW  - BJS      -4.80133E9     -2.1697E10  1.20939E10 

SW  - NCS      -2.35511E9     -2.3047E10  1.83372E10 

SW  - BD       5318658580     -1.1577E10  2.22139E10 

SW  - BJN      7234765266     -9.66047E9    2.413E10 

BD  - AL       -2.7397E10     -4.4292E10  -1.0501E10  *** 

BD  - BJS       -1.012E10     -2.2067E10  1826751710 

BD  - NCS      -7.67377E9     -2.4569E10  9221471270 

BD  - SW       -5.31866E9     -2.2214E10  1.15766E10 

BD  - BJN      1916106685     -1.0031E10  1.38628E10 

BJN - AL       -2.9313E10     -4.6208E10  -1.2418E10  *** 

BJN - BJS      -1.2036E10     -2.3983E10   -89354975  *** 

BJN - NCS      -9.58987E9     -2.6485E10  7305364584 

BJN - SW       -7.23477E9      -2.413E10  9660473501 

BJN - BD       -1.91611E9     -1.3863E10  1.00306E10 
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P450 

 

The GLM Procedure 

Class Level Information 

 

Class         Levels    Values 

SAMPLES            6    AL BD BJN BJS NCS SW 

 

 

Number of Observations Read          24 

Number of Observations Used          24 

 

The GLM Procedure 

Dependent Variable: RESULTS 

 

                                               Sum of 

      Source         DF  Squares       Mean Square     F Value     Pr > F 

 

      Model      5      2.175185E23    4.3503699E22        3.41      0.0243 

 

      Error           18     2.2989398E23  1.2771888E22 

 

      Corrected Total     23     4.4741247E23 

 

 

R-Square     Coeff Var      Root MSE    RESULTS Mean 

 

0.486170      156.5033    1.13013E11      7.22111E10 

 

 

      Source             DF   Type I SS       Mean Square     F Value     Pr > F 

 

      SAMPLES     5      2.175185E23  4.3503699E22        3.41      0.0243 

 

 

      Source                DF      Type III SS       Mean Square     F Value     Pr > F 

 

      SAMPLES        5      2.175185E23     4.3503699E22        3.41      0.0243 
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The GLM Procedure 

Tukey's Studentized Range (HSD) Test for RESULTS 

NOTE: This test controls the Type I experimentwise error rate. 

 

 

Alpha                                   0.05 

Error Degrees of Freedom                  18 

Error Mean Square                   1.277E22 

Critical Value of Studentized Range  4.49442 

 

 

Comparisons significant at the 0.05 level are indicated by ***. 

 

 

  Difference 

SAMPLES Between     Simultaneous 95% 

Comparison  Means       Confidence Limits 

 
BJS - AL       1.70008E11     -1.2324E11   4.6326E11 

BJS - NCS      2.01718E11     -9.1534E10  4.94969E11 

BJS - SW       2.12587E11     -8.0665E10  5.05839E11 

BJS - BJN      2.21697E11     1.43364E10  4.29057E11  *** 

BJS - BD       2.33033E11      2.5673E10  4.40394E11  *** 

AL  - BJS      -1.7001E11     -4.6326E11  1.23244E11 

AL  - NCS      3.17098E10     -3.2745E11  3.90868E11 

AL  - SW       4.25791E10     -3.1658E11  4.01738E11 

AL  - BJN      5.16889E10     -2.4156E11  3.44941E11 

AL  - BD       6.30255E10     -2.3023E11  3.56277E11 

NCS - BJS      -2.0172E11     -4.9497E11  9.15341E10 

NCS - AL        -3.171E10     -3.9087E11  3.27449E11 

NCS - SW       1.08694E10     -3.4829E11  3.70028E11 

NCS - BJN      1.99791E10     -2.7327E11  3.13231E11 

NCS - BD       3.13157E10     -2.6194E11  3.24567E11 

SW  - BJS      -2.1259E11     -5.0584E11  8.06648E10 

SW  - AL       -4.2579E10     -4.0174E11  3.16579E11 

SW  - NCS      -1.0869E10     -3.7003E11  3.48289E11 

SW  - BJN      9109727190     -2.8414E11  3.02361E11 

SW  - BD       2.04464E10     -2.7281E11  3.13698E11 

BJN - BJS       -2.217E11     -4.2906E11  -1.4336E10  *** 

BJN - AL       -5.1689E10     -3.4494E11  2.41563E11 

BJN - NCS      -1.9979E10     -3.1323E11  2.73273E11 

BJN - SW       -9.10973E9     -3.0236E11  2.84142E11 

BJN - BD       1.13366E10     -1.9602E11  2.18697E11 

BD  - BJS      -2.3303E11     -4.4039E11  -2.5673E10  *** 

BD  - AL       -6.3026E10     -3.5628E11  2.30226E11 

BD  - NCS     -3.1316E10     -3.2457E11  2.61936E11 

BD  - SW       -2.0446E10      -3.137E11  2.72805E11 

BD  - BJN      -1.1337E10      -2.187E11  1.96024E11 

  



B - 10 
 

PAH - RHDα 

                                     

The GLM Procedure 

Class Level Information 

 

Class         Levels    Values 

SAMPLES            6    AL BD BJN BJS NCS SW 

 

Number of Observations Read          24 

Number of Observations Used          24 

 

The GLM Procedure 

Dependent Variable: RESULTS 

 

                                               Sum of 

      Source     DF  Squares       Mean Square     F Value     Pr > F 

 

      Model  5     3.6024732E16     7.2049465E15        1.29      0.3111 

 

      Error   18     1.0046518E17      5.581399E15 

 

      Corrected Total 23     1.3648991E17 

 

 

R-Square     Coeff Var      Root MSE    RESULTS Mean 

 

0.263937      290.4798      74708761        25719086 

 

 

      Source        DF     Type I SS       Mean Square     F Value     Pr > F 

 

      SAMPLES      5     3.6024732E16     7.2049465E15        1.29      0.3111 

 

 

      Source      DF      Type III SS       Mean Square     F Value     Pr > F 

 

      SAMPLES            5     3.6024732E16     7.2049465E15        1.29      0.3111 
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The GLM Procedure 

Tukey's Studentized Range (HSD) Test for RESULTS 

NOTE: This test controls the Type I experimentwise error rate. 

 

 

Alpha                                   0.05 

Error Degrees of Freedom                  18 

Error Mean Square                   5.581E15 

Critical Value of Studentized Range  4.49442 

 

 

Comparisons significant at the 0.05 level are indicated by ***. 

 

 

  Difference 

SAMPLES Between      Simultaneous 95% 

Comparison   Means       Confidence Limits 

 
BJN - SW 84607866     -109250511  278466242 

BJN - BD         87261628      -49816944    224340201 

BJN - BJS        91232135      -45846437    228310708 

BJN - AL         91626241     -102232136  285484617 

BJN - NCS        92212856     -101645521  286071232 

SW  - BJN       -84607866     -278466242  109250511 

SW  - BD          2653762     -191204614  196512139 

SW  - BJS         6624269     -187234107  200482646 

SW  - AL          7018375     -230408678  244445427 

SW  - NCS         7604990     -229822063  245032042 

BD  - BJN       -87261628     -224340201   49816944 

BD  - SW         -2653762     -196512139  191204614 

BD  - BJS         3970507     -133108065  141049080 

BD  - AL          4364612     -189493764  198222989 

BD  - NCS         4951227     -188907149  198809604 

BJS - BJN       -91232135     -228310708   45846437 

BJS - SW        -6624269     -200482646  187234107 

BJS - BD         -3970507     -141049080  133108065 

BJS - AL           394105     -193464271  194252482 

BJS - NCS          980720     -192877656  194839097 

AL  - BJN       -91626241     -285484617  102232136 

AL  - SW         -7018375     -244445427  230408678 

AL  - BD         -4364612     -198222989  189493764 

AL  - BJS         -394105     -194252482  193464271 

AL  - NCS          586615     -236840437  238013667 

NCS - BJN       -92212856     -286071232  101645521 

NCS - SW         -7604990     -245032042  229822063 

NCS - BD         -4951227     -198809604  188907149 

NCS - BJS        -980720     -194839097  192877656 

NCS - AL          -586615     -238 
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Appendix C 

BJS 

>HTTFV6402IYN93 

CGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGGTGGGCCCGCGTTGGATTAGCTAGTTG

GTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGA

CAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTC

GTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GLPDK 
CACGGTGGGAACCTACCGTAGGGGTACGGAATAACTCAAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGTATTTATCGCTTCTAGATGGGCCCGCGTTGGATTAGC

TAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTTTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAAT

CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGC
TAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GQD00 

GGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTG
AGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACA

ATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAATGCTCTTTTAGCAGGGAAGATAATGACGGTACCTGCAGAATAAGCCCCGGCTAACTTCGT

G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402IOQ8N 

TAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGAC

GATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGACCCAGCCA
TGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------

--------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402IUNON 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402F0OTM 

CCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTA

AAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGC
GAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCCCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GJ44U 
CTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATA

CGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCA

CACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTA
AAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCTGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------

-- 

>HTTFV6402G9E8C 
CCCTACCGTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAG

GTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATG
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GGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402HEK02 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCT
GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTG

TGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCCGTAGAATAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------

------------------------- 
>HTTFV6402JRLDN 

CATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTT

CGGGTGAAAGATTTATCGCCCCTAGGTGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGG
ACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCT

TTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GKETX 
GGGAACCCTACCGTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTG

GTGAGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGG

ACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACT
TCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402FT1XM 

GATCGTGGCTCAAGAACCGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGG
AATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGA

CGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCC

ATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCTTCGGCTAACTTCGTG----------------------------------------------
------------------------------------- 

>HTTFV6402ICNJH 

GACGAGTTTGATCATGGCTCAGAACGAACCGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAG
GGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATAGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCAC

CAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAGGCCT
GATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTCCGTG---------------------------

------------------------------------------------ 

>HTTFV6402IKGJV 
GGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTC

AGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCAT

AGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCG
TGTGTGATGAAGGCCTTGGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGCACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------

----------------------------- 

>HTTFV6402I53QO 
CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCAGCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC

CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCGGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGAC
GGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402F0OAW 

GGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTG
AGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCGGTAGGGAATCTTGGACA

ATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGT

G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402GTPCO 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGACGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
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ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402HB2PN 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG
TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGGAAGCCTGATCCAGCCATGCCGCGTGTGTG

AAGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 
>HTTFV6402IW7JD 

CATGGTTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAA

CTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATC
CATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCC

GCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------

--------------------------------- 
>HTTFV6402GRA3J 

CAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCG

TATACGACCTCAGGGTGAAAGATTTATCCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAATGGCCTACCAAGACTACGATCAGTAGCTGGTCTGAGAGGATGATC
AGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGCAGCAGTGAGGAATATTGCGCAATGGGGGAAACCCTGACGCAGCCATGCCGCGTGAGTGAAGAAGGCCTTAGGG

TTGTAAAGCTCTTTCAGATGCGAAGATAATGACGGTAACATCAGAAGAAGCCCCGGCTAAATTCGTG---------------------------------------------------------------------------------------------------------

-------- 
>HTTFV6402I7UM0 

CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCTGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG
GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGC

CTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------

-------------- 
>HTTFV6402G2MZD 

CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC
TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG

GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGCGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGG

CCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------
---------------- 

>HTTFV6402FSE47 

GGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTC
AGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCAT

AGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCG

TGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------
----------------------------- 

>HTTFV6402GI48B 

GGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCA
CCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCT

GATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGCAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402GKD2R 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GEP5M 
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CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAAGGTGAAAGATTTATCCGCCC

CTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACT
CCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGA

CGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402I7A00 
CTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATA

CGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCA

CACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGAGTTGTA
AAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------

-- 

>HTTFV6402IZ1RR 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAACACATGCAAGTCGAACGCCCCGCAAGGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCCAGGG

GTACGGAATAACTCAGGGAAACTTGGGATAATACCGTATACGACCTAAGGGTGAAAGATTTATCGCCCCTGGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCTACCA

AGGCTACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGAT
CCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGTAAAGAAGCCCCGGCTAACTCCGTG---------------------------------

--------------------------------------------- 

>HTTFV6402HADZC 
CTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATA

CGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCTCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCGTAGCTGGTCTGAGAGGATGATCAGCCA

CACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTA
AAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------

-- 

>HTTFV6402FSMGL 
CCCTACCGTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAG

GTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAACG

GGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGACAAGAAGCCCCGGCTAACTTCGTG----
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402IFLZL 
CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG

GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGC
CTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACAGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------

-------------- 

>HTTFV6402HLUWR 
CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT

AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGAGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG

ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCC
TTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------

------------- 

>HTTFV6402HA65O 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402FZLA9 
GTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC

TAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACCCCTACGGGAGGCAGCAGTAGGGAAT

CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGC
TAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
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>HTTFV6402JKOYD 

GACGAGTTTGATCATGGCTCAGAGCGAACGCTGGCGGCAGGCCTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCCACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402HRQWG 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGA

TCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------
--------------------------------------------- 

>HTTFV6402F44UI 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGG
GAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGC

TGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGGGCAACCCTGATCCAGCCATTCCGCGTGA

GTGAAGAAGGCCTTCGGGTTGTAAAGCTCTTTCACCGGTGAAGATAATGACGGTAACCGGAGAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------
--------------------------- 

>HTTFV6402IGVYX 

GACGAGTCTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTG

ATCCAGCCATGCCGCGTGAGTGAAGAAGGTCTTCGGATTGTAAAGCTCTTTTGCCAGGGACGATAATGACGGTACCTGGAGAATAAGCCCCGGCAAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402GHEM6 

CCTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG
GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAG

CTGGTCTGAGAGGATGATCCGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG
TGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------

--------------------------- 

>HTTFV6402H1L70 
GACGAGTTTATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCA

AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT
CCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 

>HTTFV6402JPQ49 
CGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGG

TACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAA

GGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATC
CAGCAATGCCGCGTGTGTGAAGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------

------------------------------------------- 

>HTTFV6402HZ4NE 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402HF5A0 
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GATTGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGATGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGG
TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 
>HTTFV6402HSN01 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JE7DY 

CAGGACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAAATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCT
GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAG

TGATGAAGGCCTTAGGGTCGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------

------------------------- 
>HTTFV6402HR0ST 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTCAGGGTTGTAAAGCACCTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402J1G3T 

CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC
CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGGTGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGAC

GGTACCTGGATAAGAACGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402II4UF 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACGTGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JZUYF 

CAGGATGGGCCCGCGGCGCATTAGCTAGTTGGTAAGGTAATGGCTTACCAAGGCGACGATGCGTAGCCGACCTGAGAGGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACT

CCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGACGAAGGCCTTCGGGTCGTAAAGCTCTGTTGTTAGGGAAGAACAAGT
ACCGTTCGAATAGGGCGGTACCTTGACGGTACCTAACCAGAAAGCCACGGCTAACTACGTG---------------------------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402FWP0J 
CGAACGACCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAA

CTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGT

CTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTATGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGA
TGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------

---------------------- 

>HTTFV6402ILM7Y 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACCCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
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ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JKCEM 

CGAACGACCTGGTGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAA

CTTGTGCTAATACTGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGT
CTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGA

TGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------

---------------------- 
>HTTFV6402JD9AQ 

CGAACGCTCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAA

GATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACA
CGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCCAGG

GAAGATGATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402HMA3U 
GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG
ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCTCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 

>HTTFV6402GLY0K 
GTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC

TAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCCGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAAT

CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCT
AACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402I14CI 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402F01CH 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGGTTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCCGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402I1AVQ 
CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGAGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG

GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGC
CTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------

-------------- 

>HTTFV6402G1N20 
CGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACGCGTGGGAACCTACCTAGTAGTACGGAATAACTCAGGGAAACTTGTGCTAATA

CCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGA

TCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAG
GGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------

--------- 

>HTTFV6402I30D8 



C - 8 
 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAATGGCTCACC
AAGGCGACGATCTGTAGCGGGTCTGAGAGGATGATCCGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGA

TCCAGCCATACCGCGTGTGTGAAGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------

--------------------------------------------- 
>HTTFV6402JCBLI 

CGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATT

TATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGG
CCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCAGCGGGGAA

GATAATGACGGTACCCGCAGAAGAAGCCCCGGCTAACTCCGTG----------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JZKR6 
CGTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCG

CCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAG

ACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCCTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAA
TGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JTV4O 

CGAACGAACGACCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGG
GAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGC

TGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGT

GTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACAGTACCGGGAGAATAAGCTCCGGCTAACTCCGTG-------------------------------------------------------------------
--------------------------- 

>HTTFV6402FZ6F3 

CTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCA
GGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATA

GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT

GAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------
---------------------------- 

>HTTFV6402IHEII 
GGCTCAAGAACCGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAGCACGTGGGAACCTACCTAGGGGTACGGAATAAC

TCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCC

ATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCG
CGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------

------------------------------- 

>HTTFV6402G5691 
CGAGTTTGACCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGT

ACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAG

GCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCC
AGCCATGCCGCGTGAGTGATGAAGGCCCTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------

------------------------------------------ 

>HTTFV6402J1W0G 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGCATACGCCCTAAGGGGGAAAGCGGGGGATCTTCGGACCTCGTGCTATTAGATGAGCCTGCGTGAGATTAGCTAGTTGGTGA

GGTAAAGGCTCACCAAGGCGACGATCTCTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAAT
GGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--

------------------------------------------------------------ 

>HTTFV6402ID83A 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAAAACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
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ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTAACCGGAGAAGAAGCCCCGGCTAACTTCGTG----------------------------

------------------------------------------------ 
>HTTFV6402F553O 

GACGAGTTTGATCCTGGCTCAGAACGAACCGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAG

GGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCAC
CAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCT

GATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATGAGAAGCCCCGGCTAACTTCGTG---------------------------

------------------------------------------------ 
>HTTFV6402FVARS 

GTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTCCGATTAGC

TTGTTGGTGAGGTAATGGCTCACCAAGGCGACGATCGGTAGCTGGTCTAAGAGGATGATCAGCCTCACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAAT
CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCT

AACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GFAYF 
GTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTAC

GGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGC

GACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACAGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAG
CCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAGGAAGCCCCGGCTAACTTCGTG-----------------------------------------

---------------------------------------- 

>HTTFV6402GU6NK 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATGCGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402JJUUS 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402FKST2 

CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAATCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG
GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGC

CTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------

-------------- 
>HTTFV6402HP07S 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGCGGCATGCCTAACACATGCAAGTCGAACGAGACCTTCGGGTCTAGTGGCGCACGGGTGCGTAACGCGTGGGAATCTGCCCTTCGG

TTCGGAATAACTCAGGGAAACTTGAGCTAATACCGGATAATGACTTCGGTCCAAAGATTTATTGCCGAGGGATGAGCCCGCGTAGGATTAGCTAGTTGGTGGGGTAATGGCCTACCAA
GGCGACGATCCTTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATC

CAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG-----------------------------------

------------------------------------------ 
>HTTFV6402JAUOZ 

GACGAGTTTGATCATGGCTTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAACACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402IYBOG 
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GACGAGTTTGATCATGGCTCAGGACGAACGCTGGCGGCGTGCTTAACATATGCAAGTCAACGGTGAAGCCCTTCGGGTGGATCAGTGGCGAACGGGTGAGTAACACGTGGGCAATCT

GCCCTGCACTCTGGGACAAGCCCTGGAAACGGGGTCTAATACCGGATATGACCGTTGCAGGCATCTGTGATGGTGGAAAGCTCCGGCGGTGCAGGATGAGCCCGCGGCCTATCAGCTT
GTTGGTGGGGTGATGGCCTACCAAGGCGACGACGGGTAGCCGGCCTGAGAGGGCGACCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATA

TTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTCAGCAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAGAAGCGC

CGGCTAACTACGTG------------------------------------------------- 
>HTTFV6402FWAYN 

CATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAA

CTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATC
CATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCC

GCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCGGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------

--------------------------------- 
>HTTFV6402I0VTF 

CAGCGGCAGCAGCACCAAGCTTGCTTGTGGCTGGCGAGCGGCGGACGGGTGAGTAATGCGTAGATATCTGCCTTTTAGTGGAGGATAACCTGGGGAAACCCAGGCTAATACTGCATA

ATCTCTACGGAGCAAAGCGGGGCTCTTCTATCCTCGCGCTAAAAGATGAGTCTACGTCTGATTAGTTAGTTGGTGGGGTAACGGCCTACCAAGACGACGATCAGTAGCTGGTCTGAGA
GGATGATCAGCCACACCGGGACTGAGACACGGCCCGGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAG

GCCTTAGGGTTGTAAAGCACTTTAAGCAGGAAAGAAAAGCGCCGGACTAATACTCCGAGCGTATTGACGGTACCTGCAGAATAAGCACCGGCTAACTCCGTG--------------------------------

---------------------------------------------- 
>HTTFV6402IJ5OM 

GGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCCAGGGGTACGGAATAACTCAGGGAAACTTGGGATAATACCGTATACGACCTAAGGGTGAAAGATTTATCGCCCCTGG

ATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCTACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTAC
GGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGACGGAGCGACGCCGCGTGAGGGATGAAGTTCCTCGGAATGTAAACCTCAATAGTATGTCCGGAAGTAAGGGGA

CCTAATACGTCCCTGCGTTGACCAGCATACGAAAGGGGCGGCTAACTCCGTG-------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402G3MF2 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAAATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JIIZF 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCTAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGA

TCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------

--------------------------------------------- 
>HTTFV6402F6GSM 

TCCTGGCTCAAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAAT

AACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGA
TCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATG

CCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------

---------------------------------- 
>HTTFV6402JFS86 

CTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCCGC

CCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGA
CTCCTACGGGAGGCAGCAGTAGGGAATCTTGGGCAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTATGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAAT

GACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402HI44Z 
GACGAGTTTGACCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCA

AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT
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CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 
>HTTFV6402FRTTD 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG

CTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA
GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGG

CCTTAGGGTTGTAAAACACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------

--------------- 
>HTTFV6402JEPHB 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCT
GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTG

TGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGCACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------

------------------------- 
>HTTFV6402GE4X4 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAATGGCTCACCAAGGCTCCGATCAGTAGCTGGT
TTGAGAGAGCGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGTTGTAAAACTCTTTCGACGGGGATGATAATGACGGTACCCGTAGAAGAAGCTCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 
>HTTFV6402FHD7Q 

CTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCGTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCG

CCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAG
ACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAA

TGACGGTACATAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402FSGWT 
GCGTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTC

AGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGCTGGATTAGCTAGTTGGTGGGGTAAAAGCCTACCAAGGCGACGATCCAT
AGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCG

TGAGTGATGAAGGCCCTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------

----------------------------- 
>HTTFV6402GL88O 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGTTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402H9D52 

CCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGA

TCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGGGAAACCCTGATGCAGCCATGCCGCGTGTGTGATGAAGGCCTTAG
GGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------

------------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402HKA56 
GATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGCAACACGTGGGAACCTACCTAGGGGTACGGAA

TAACTCAGGGAAACTTGTGCTAATACCGTATACGGCCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACG

ATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCAT
GCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------

------------------------------------ 

>HTTFV6402GEZCS 
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CGCTGGCGGCGTGCCTAATACATGAACAAGTCGAACGCTCACGTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTT

GTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCGTAGCTGGTCTG
AGAGGATGACCAGCCTCACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGGATGATGA

AGGCCCTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------

------------------- 
>HTTFV6402GLWD3 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402I4A1R 

GAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTT

GTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTG
AGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGA

AGGCCTTAGGGTTGTAAAGCACTTTCGCCAGGGAAGGTAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------

------------------- 
>HTTFV6402G77WN 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAGGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402FZCT9 

GACGAGTTTGATCCTGGCTCAGAGTGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAGGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402GGC8Y 

CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC
TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG

GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCATGTGTGATGAAGGC

CTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------
-------------- 

>HTTFV6402GKG4Z 

GTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCTACGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAAACTCACCAAGGCGACGATCCATAGCTGGTCT
GAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGAT

GAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------

------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402IF1O4 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTTTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGA

TCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------

--------------------------------------------- 
>HTTFV6402HEHVF 

CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAGCCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT

AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG
ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCC
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TTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------

------------- 
>HTTFV6402I0T03 

CAAGTCGAACGCTCACGTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACGTAGGGAAACTTGTGCTAATACCGTATACGACCTCAGG

GTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACT
GAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTC

GCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402F0WG5 
GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAACTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG
ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 

>HTTFV6402JOKQL 
GGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTC

AGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCAGT

AGCCGGCCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGC
GTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------

------------------------------- 

>HTTFV6402I8AUI 
CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG

CTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTTTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGG
CCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------

--------------- 

>HTTFV6402JJEQL 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JG7S8 

CATGGCTCAGACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAAC

TCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCTCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCC
ATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCG

CGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------

------------------------------- 
>HTTFV6402FIMC5 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCA
AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT

CCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCAGCTGGGAAGATAATGACGGTACCAGCAGAAGAAGCCCCGGCTAACTCCGTG---------------------------------

-------------------------------------------- 
>HTTFV6402ID4JK 

GACGAGTTTGATCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCA
AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT

CCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACCTTCGCTAGGGAAGGTAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 
>HTTFV6402HVA6X 
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GACGCGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCCTAGGGTTGTAAAGCTCTTTCACCGGTGAAGATAATGACGGTAACCGGAGAAGAAGCCCCGGCTAACTTCGTG----------------------------

------------------------------------------------ 
>HTTFV6402HNQYH 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAACGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GYK42 

CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG
GATGATCAGCCACACTGGGACTGAGACATGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGC

CTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------

-------------- 
>HTTFV6402HZ9I7 

CGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATT

TATCGCCCCTAGACGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGG
CCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAGGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAA

GATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402F9KY1 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGACAGCAGTGGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAGAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402F27T4 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JAW6P 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGGGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG

CTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA
GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAG

GCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------

----------------- 
>HTTFV6402HHCU7 

CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT

AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGGTGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG
ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCC

TTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------

------------- 
>HTTFV6402I22TL 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGGAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
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ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GELOU 

CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT

AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG
ATGATCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCC

TTCGGGTTGTAAAGCTCTTTTGGCGGGGACGATGATGACGGTACCCGCAGAATAAGCTCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------

------------- 
>HTTFV6402GTP3Y 

GTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC

TAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCTCAGACTCCTACGGGAGGCAGCAGTAGGGAAT
CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCT

AACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402H6G9H 
GACGAGTTTGATCCTGGCTCAGAGCGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCGGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402HW9T0 
GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGGGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGGCACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTG
ATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 

>HTTFV6402HCQPL 
CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAGCTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGGCGATCCATAGCTGGTCTGAGAG
GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGC

CTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTCCGTG-------------------------------------------------------------------------------------------

-------------- 
>HTTFV6402I3XW3 

CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT

AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGCCTGAGAGG
ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCC

TTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTGACTTCGTG---------------------------------------------------------------------------------------------

------------- 
>HTTFV6402F2OG2 

GATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACA

CGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCGGG
GAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------------------------------

------------------------------------------------------------------------------------------------------ 

>HTTFV6402H68S9 
CGTAACGCGTATGCAATCTACCTTGTTACAAGGGATAGCCCAGAGAAATTTGGATTAATACCTTATAGTATTATAAAGTGGCATCATTTAATAATTAAAGATTTATCGGAACAAGATGA

GCATGCGTCCCATTAGCTAGTTGGTATGGTAACGGCATACCAAGGCAATGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGG

AGGCAGCAGTGAGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGCAGGAAGACGGTCCTATGGATTGTAAACTGCTTTTATACAGGAAGAAACACCCCGACGT
GTCGGGACTTGACGGTACTGTAGGAATAAGGATCGGCTAACTCCGTG----------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402F1Z3C 

GACGAGTTGATCTGGCTCAGAATGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGG
TACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAA
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GGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATC

CAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------
------------------------------------------- 

>HTTFV6402F1TRR 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCGGGGAAGATAATGACGGTACCCGGAGAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402FQ6BK 

CTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTAT
CGCCCCTAGACGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCC

AGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGAT

AATGACGGTACCTGGATAAGAAGCCCCGGCTAACCTCGTG------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402JM0I0 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG
TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGCTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 
>HTTFV6402F379F 

CATGCAAGTCGAACGAGAAGCCACCTTCGGGTGGTGGATAGTGGCAGACGGGTGAGTAACGCGTGGGAACGTGCCTTTCGGTTCGGAATAACTCAGGGAAACTTGTGCTAATACCGT

ATACGACTTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAG
CCACACTGGGACTGAGACACGGCCCAGACCCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTT

GTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------

----- 
>HTTFV6402IJPXI 

GGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTC
GGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCAT

AGTTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCG

TGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------
----------------------------- 

>HTTFV6402G10ZE 

CATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAA
CTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATC

CATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCC

GCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTCCGTG-------------------------------------------------------
--------------------------------- 

>HTTFV6402H3ST2 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCGCTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402IU883 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 
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>HTTFV6402I9K1Y 

CATGGCTCAGAACAACGCTGGCGGCGTGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAAC
TCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCC

ATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCG

CGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------
------------------------------- 

>HTTFV6402F25G7 

CATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTC
AGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGG

GACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCAC

TTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402FU3H6 

GACGAGTTGATCATGGCTCAGATTGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCA
AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCTTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT

CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 
>HTTFV6402HXZVT 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAGAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402FT37A 

CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTGATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC
CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGAC

GGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402GZ4GP 

CCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATC

GCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCA
GACTCCTACGGGAGGCAGCAGTAGGGAACCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATA

ATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402G289U 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402JSO3S 
CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGT

GCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAG

AGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGTAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAG
GCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------

---------------- 

>HTTFV6402JUSRL 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
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ATCCAGCAATGCCGCGTGTGTGAAGAAGGCCCTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402I9KI2 

CCGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACAGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAAC

TTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTC
TGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGAT

GAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------

--------------------- 
>HTTFV6402GDVMZ 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGCAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GPIZF 

CTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATA

CGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGTTGGTCTGAGAGGATGATCAGCCA
CACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTA

AAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------

-- 
>HTTFV6402HEXPV 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTATCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402HFWR0 

CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC
TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG

GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGC

CTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------
-------------- 

>HTTFV6402JGEFE 

CTCGCGTCAGATTGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGAACGCCCCTTCGGGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCCAGGAGTACGGAATAACT
CAGGGAAACTTGAGCTAATACCGTATACGTCCTTCGGGAGAAAGTTTTAACGCTCTTGGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAATGGCCTACCAAGGCGACGATCCA

TAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGC

GTGAGTGATGAAGGCCCTAGGGTTGTAAAGCTCTTTCACCGGTGAAGATAATGACGGTAGCCGGAGAAGAAGCCCCGGCTAACTCCGTG-----------------------------------------------------------
------------------------------- 

>HTTFV6402H3FDF 

CGTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCA
GGGAAACTTGTGCTAATACCGTATACAACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTCGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATA

GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT

GAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------
---------------------------- 

>HTTFV6402H9GDG 

GGGAAACTTTGTGCTAATACCGTATACCGACCTCAGGGGTGAAAGATTTTATCCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGAT
CCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGC

CGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------

------------------------------------------------------------------------------------------------------------------------------------------------------ 
>HTTFV6402FW845 
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CGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTG

GATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGT
GGGGAATCTTGGACAATGGGGGAAACCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCCTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAG

CCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402HCB3E 
CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG

GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGC
CTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCAGCTAACTTCGTG-------------------------------------------------------------------------------------------

-------------- 

>HTTFV6402HEN6W 
GTCGCTACGAACGAACGACCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATA

ACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGAT

CCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGC
CGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------

--------------------------------- 

>HTTFV6402H17P0 
GACGAGTTTGATCCTGGCTCAGAGCGAACGCTGGCGGCAGGCTTAACACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402H79OS 
CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT

AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATCAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG

ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCC
TTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------

------------- 
>HTTFV6402FQ7M5 

CATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTT

CGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCCGGTCTGAGAGGATGATCAGCCACACTGG
GACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTC

TTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JC7JZ 
CGAACGACTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAAC

TTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTC

TGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGCGTGTGAT
GAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCATG------------------------------------------------------------------------------

--------------------- 

>HTTFV6402GFS5K 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402JEH29 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
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ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGACAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JHS3G 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCGTAGCTGG
TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTCCGTG--------------------------------------------------------------------------

----------------------- 
>HTTFV6402JGA9S 

GACGAGTTTGATCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCCAGGA

GTACGGAATAACTCAGGGAAACTTGAGCTAATACCGTATACGTCCTTCGGGAGAAAGTTTTAACGCTCTTGGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAACGGCCTACCA
AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGAT

CCAGCCATGCCGCGTGAGTGATGAAGGCCCTAGGGTTGTAAAGCTCTTTCACCGGTGAAGATAATGACGGTAGCCGGAGAAGAAGCCCCGGCTAACTCCGTG--------------------------------

--------------------------------------------- 
>HTTFV6402JVLD4 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCT
GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACCCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGA

GTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------

--------------------------- 
>HTTFV6402JPYRM 

GCGAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATAC

CGTATACGACCTCAGGGTGAAAGCAGGGGACCTTCGGGCCTTGCGCGGTTAGACGGACCGATGCTCGATTAGCTTGTTGGTAAGGTAATGGCTTACCAAGGCGACGATCCATAGCTGG
TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 
>HTTFV6402F6RNP 

GTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGTTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGG
CCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGA

GGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGCACCTA

GATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402IGHAF 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGG
TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 
>HTTFV6402IZY8F 

GAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGA

TGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTAC
GGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAGAGCTCTTTCGCCAGGGAAGATAATGACGGTA

CCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402IRIX9 
CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT

AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTGGATGGGCCCGCGTTGGATTAGCTGGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG

ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCC
TTAGGGTTGTAGAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------

------------- 

>HTTFV6402G08Y2 
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CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCT
GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTG

TGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTGCCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------

------------------------- 
>HTTFV6402GFJAT 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGGTGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JRM0U 

CTAGGCGTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATA

ACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGAT
CCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGC

CGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------

--------------------------------- 
>HTTFV6402IGCTX 

CTTAACACATGCAAGTCGAACGCCCCGCAAGGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCCAGGGGTACGGAATAACTCAGGGAAACTTGGGATAATACCGTATACG

ACCTAAGGGTGAAAGATTTATCGCCCCTGGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCTACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACA
CTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAA

GCACTTTCGCTAGGGAAGATAATGACGGTACCTAGTAAAGAAGCCCCGGCTAACTCCGTG----------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402HRIZD 
GGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAA

TACCGTATATGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGAT

GATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTT
AGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------

------------ 
>HTTFV6402H00PK 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACCCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GSVEB 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGACAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402HEA00 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402HQG8C 

CGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACCCAGGGAAACT

TGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCT
GAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATG
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AAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------------

-------------------- 
>HTTFV6402HVR1H 

CACGAACGAACGACCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCA

GGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATA
GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT

GAGTGATGAAGGCCTTAGGGCTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------

----------------------------- 
>HTTFV6402HXMQT 

GTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGG

CCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGA
GGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTA

GATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402F0YHM 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAGACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402G4O4R 
CGAACGACTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAAC

TTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTC

TGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAT
GAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTGGATGAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------

--------------------- 

>HTTFV6402I4VSZ 
CGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACT

TGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCT
GAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGAT

GAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGAGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------

---------------------- 
>HTTFV6402G2HCS 

GACGAGTTTGATCCTGGCTCAGATTGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GKOU4 

GACGAGTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTAGGGTAATGGCTTACCA
AGGCGACGATCGATAGCTGGTCTGAGAGGATGATCAGCCACACTGGAACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGAT

CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 
>HTTFV6402GEPXR 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCCGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402HDK4Q 
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GGACGGGTGAGTAACACGGTGGGAACCTACCGTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCC

GCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGC
AGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGAT

AAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GEB0F 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402HPF8B 
GAACGAACGCTGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAA

CTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGT

CTGAGAGGATGATCAGCCACACTGGGACTGAGACACAGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGA
TGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------

---------------------- 

>HTTFV6402GFMUM 
CGAACGACTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTTGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAAC

TTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTC

TGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGAGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAT
GAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------

--------------------- 

>HTTFV6402F0MFC 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCCGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GBJZC 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG

CTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA
GGATGATCGGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGG

CCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------

--------------- 
>HTTFV6402J04MS 

GAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGA

TGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTAC
GGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTA

CCTAGATAAGAAGCCCCGGTTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402IT42B 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCATGCCTAACACATGCAAGTCGAACGAAGCCTTCGGGCTTAGTGGCGCACGGGTGCGTAACGCGTGGGAATCTGCCCTTGG

GTTCGGAATAACAGTGAGAAATTACTGCTAATACCGGATGATGTCTTCGGACCAAAGATTTATCGCCCAGGGATGAGCCCGCGTTAGATTAGCTAGTTGGTGGGGTAATGGCCTACCA

AGGCGACGATCTATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGAT
CCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG---------------------------------

------------------------------------------- 

>HTTFV6402I19FU 
CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG

CTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCCGGCCTGAGA

GGGTGTACGGCCACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATATTGCGCAATGCCCGAAAGGGTGACGCAGCAACGCCGCGTGGGCGATGAAG
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TCCTTCGGGATGTAAAGCCCTGTCAGAGGGGAAGAAACCTTCCGGAACGAATAGCTCCGGGAGCTGACGGTACCCTCAGAGGAAGCTCCGGCCAACTCCGTG--------------------------------

---------------------------------------------- 
>HTTFV6402HKKE7 

GGGAAACTTGTGCTAATACTGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATA

GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGC
GAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------

------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402F8PZB 
CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACGCAGGGAAACTTGTGCT

AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG

ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGGATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCC
TTAGGGTTGTAAAGCACTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------

------------- 

>HTTFV6402FR1TK 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402JZJPQ 
CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCT

GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGTGTGAG
TGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------

------------------------- 

>HTTFV6402I2ZTN 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402H3ZNC 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATATTGGACAATGGGCGCAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCTCTAGGGTTGTAAAGCTCTTTCACCGGTGAAGATAATGACGGTAACCGGAGAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402F2IFW 

GATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAA

TAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACG
ATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCAT

GCCGCGTGAGTGACGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------

------------------------------------ 
>HTTFV6402HX8XA 

CGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGG

TATGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAA
GGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATC

CAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------

------------------------------------------- 
>HTTFV6402H4L8C 
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CCTTGGAGTCTCAGACGAGTTTGATCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGG

AACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGG
TAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGG

GCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------

---------------------------------------------------------- 
>HTTFV6402JQ57C 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAGCTCACCAAGGCGACGATCCATAGCTGGT
CTGAGAGGGTGGACGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGA

TGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------

---------------------- 
>HTTFV6402IYJJY 

GTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC

TAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAAT
CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTCAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGC

TAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402I5HCY 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402H62BF 
CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC

CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGAC
GGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402G79U1 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCGCTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402IN8SI 
CGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC

CTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGAC
GGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402HG09X 

CGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGG
TACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAA

GGCGACGATCCATAGCTGGTCTGAGAGGATGATTAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATC

CAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------
------------------------------------------- 

>HTTFV6402G12MM 

TGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACT
CAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCGTCACCAAGGCGACGATCC

ATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCG

CGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGGTAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------
------------------------------- 
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>HTTFV6402GGH2Y 

GGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATA
GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCTGCGT

GTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------

------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402F21L5 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCCACAGAAGAAGCCCCGGCTAACTCCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JE3VU 

CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC
CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTCTCGCCAGGGAAGATAATGAC

GGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402HECXR 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

AGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGGCCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGATTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402IA9H7 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCACCGGTGAAGATAATGACGGTAACCGGAGAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402F4IVV 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTACGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GFC3N 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGGTGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402IVLOU 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG
TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGGG

ATGAAGGTCTTCGGGTCGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 
>HTTFV6402IBAR5 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTGACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG

CTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA
GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGGCAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAG
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GCCTTAGGGTTGTAAAGCTCTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------

----------------- 
>HTTFV6402HG660 

CGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTG

GATTAGCTAGTTGGTGAGGTAAAAGCTCATCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGT
AGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAG

CCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402G07K9 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACCTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402JR0MP 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGAGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402F5SMA 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCACGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402FQS84 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402ISRPL 

CGAACGACCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAA

CTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGT
CTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGAGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGA

TGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGGAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------

---------------------- 
>HTTFV6402JNO3F 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG
GATGATCAGCCACACTGGGACTGAGACATGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGC

CTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------

-------------- 
>HTTFV6402FWJKJ 

CGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGG

TACGGGAATAAACTCAGGGAAACTTGTGCTAATACCGTACACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATCAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACGCGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GDL4T 
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GTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC

TAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAAT
CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGAGAATAAGCTCCGGCT

AACTCCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402FKODZ 
GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGTAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG
ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 

>HTTFV6402FYNNH 
GACGAGTTTGTCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCA

AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT
CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 

>HTTFV6402FWCLN 
GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG
ATGAAGGCCTTAGGGTTGTAAAGCTTTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 

>HTTFV6402JYC3G 
CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACAGCCCAGACTC

CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGAC
GGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402I5JZR 
CTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATA

CGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCA

CACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTA
AAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------

-- 

>HTTFV6402FW28H 
GACGAGTTTGATCCGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCA

AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT
CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 

>HTTFV6402H5R26 
CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGCTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC

CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGAC
GGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JBA3N 

CGCTCCAGCAATGGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATT
TATCGCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGC

CCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAG

ATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------ 
>HTTFV6402FI3ON 
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CTCGAGAACGAACGCTGGCGGCAGGCTTAATACATGTAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCA

GGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATA
GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT

GAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------

---------------------------- 
>HTTFV6402HULWC 

CGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACT

TGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGGCTCACCAAGGCGACGATCCATAGCTGGTC
TGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGAT

GAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTA------------------------------------------------------------------------------

--------------------- 
>HTTFV6402FZ1RZ 

GTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCGGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTAC

GGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGC
GACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAG

CCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------

---------------------------------------- 
>HTTFV6402IN6YN 

CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT

AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGATGATCCATAGCTGGTCTGAGAGG
ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCC

TTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------

------------- 
>HTTFV6402H7LT5 

GACGTAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAG

GGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATCAGCTAGTTGGTGGGGTAAAAGCTCAC
CAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCT

GATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------
------------------------------------------------ 

>HTTFV6402JMZOK 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAATGGCTTACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402GMDXV 

CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCC
TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC

CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGAGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGAC

GGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402FVFDE 

GAGTAGACCTGGCGGCGTGCTTAACACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAA

CTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCGAGGCGACGATCCATAGCTGGT
CTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGA

TGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------

---------------------- 
>HTTFV6402G045G 

CAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCG

TATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGCTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCA
GCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGT
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TGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------------

------ 
>HTTFV6402JPLCN 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCCTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402FQZI1 

GGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTC

AGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCAT
AGCTGGTCTGAGAGGACGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCAAAGCCTGATCCAGCCATGCCGCGT

GTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAACGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------

---------------------------- 
>HTTFV6402F2E9F 

GACGAGTTTGATCCTGGCTCAGAACGAACGCGTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAG

GGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCCCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCAC
CAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCT

GATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------

------------------------------------------------ 
>HTTFV6402HUZGK 

CGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACT

TGTGCTAATATCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGCCT
GAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGAT

GAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------

---------------------- 
>HTTFV6402JAACI 

CGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACTTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTG
GATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGT

AGGGAATCTTGGACAATGGGCGAAAACCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAG

CCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------ 
>HTTFV6402HTOQ1 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402HEYQR 

CGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGG

TACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAA
GGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACCGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATC

CAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------

------------------------------------------- 
>HTTFV6402ICNRO 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGACCCATAGCTGG
TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 
>HTTFV6402F87PM 
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GAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGA

TGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATTATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACG
GGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTAC

CTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402GNMNS 
GTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGCCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTAC

GGAATAACTCAGAGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGC

GACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAG
CCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------

---------------------------------------- 

>HTTFV6402HONER 
GGGAATCTACCCATCTCTACGGAACAACTACCGGGAAACTGGAGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGT

GGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGAC

AATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTC
GTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402IV7MJ 

CGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACT
TGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATACATAGCTGGTCT

GAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGTACAATGGGCGCAAGCCTGATACGGCAATGCCGCGTGAGTGAA

GACGGCCTTAGGGTTGTAAAACTCTTTCGCCAGGGAAGATAATGACGGTACCTGGTAAAGAAGTCCCGGCTAACTCCGTG------------------------------------------------------------------------------
---------------------- 

>HTTFV6402F06R7 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCTGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402HYVGF 
CTCAGAACGAACGCTGGCGGCAGGCTTAACACATGCAAGTCGAACGCCCCGCAAGGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCCAGGGGTACGGAATAACTCAGG

GAAACTTGGGATAATACCGTATACGACCTAAGGGTGAAAGATTTATCGCCCCTGGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAGAGGCCTACCAAGGCTACGATCCATAGC

TGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGT
GTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGTAAAGAAGCCCCGGCTAACTCCGTG--------------------------------------------------------------------

--------------------------- 

>HTTFV6402G0UC0 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCTCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402I6D12 
GGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAA

TACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGAT

GATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTT
AGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTGCAGAAGAAGCACCGGCTAACTCCGTG------------------------------------------------------------------------------------------------

------------ 

>HTTFV6402FNJWR 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
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ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCCGCAGAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GYUBM 

CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG
GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGC

CTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------

-------------- 
>HTTFV6402GFG2E 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAGCCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGACTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402I0LVK 

CTCAGATTGAACGCTGGCGGCATGCCTAACACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG

GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAG
CTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACGCGGCCCAGACTCCTACGGGAGGCAACAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG

AGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------

--------------------------- 
>HTTFV6402IYOQM 

CAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCG

TATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCA
GCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAACAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTGGGGT

TGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------------

------ 
>HTTFV6402GSNWY 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA
ACTTGTGTTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAAGCTCACCAAGGCGACGATCCATAGCTG

GTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGT

GATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------
------------------------ 

>HTTFV6402JQ4D6 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTAACCGGAGAAGAAGCCCCGGCTAACTTCGTG----------------------------
------------------------------------------------ 

>HTTFV6402GZANU 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGGGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402JSARA 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG
CTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGTGTGTGATGAAGG

CCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------
--------------- 
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>HTTFV6402FU238 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACGTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAGCCTACCTAG
GGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCAC

CAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCT

GATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------
------------------------------------------------ 

>HTTFV6402H1K5O 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGGCGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG
AAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCT

GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTG

TGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------
------------------------- 

>HTTFV6402G96B0 

GACGAGTTTGATCATGGCTCAGGATGAACGCTAGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402H0QUH 

TCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATA
ACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGAT

CCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGC

CGCGTGTGTGATAAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------
--------------------------------- 

>HTTFV6402HFS1I 

CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT
AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG

ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCC
TTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCTGGCTAACTTCGTG---------------------------------------------------------------------------------------------

------------- 

>HTTFV6402F30BO 
GACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATGCCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCG

TTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGC

AGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAG
AAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402I79EY 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA
ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTG

ATGAAGGCCTTAGGGCTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------
----------------------- 

>HTTFV6402IJQW8 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGGTGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402HMITV 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG
CTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA
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GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAG

GCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCACCGGCTAACTTCGTG---------------------------------------------------------------------------------------
----------------- 

>HTTFV6402GHB6K 

GACTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAGACTTGTG
CTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGG

CCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------
--------------- 

>HTTFV6402FM62X 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402JS5K3 

GACGAGTTTGATCCTGGCTCAGATTGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGCGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGGGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402HP95Y 

CGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG
GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAG

CTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG

TGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------
--------------------------- 

>HTTFV6402F05BZ 
GCGTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTC

AGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGACTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCAT

AGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCG
CGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------

----------------------------- 

>HTTFV6402GNQU6 
GCGTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTC

AGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCAT

AGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCG
TGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------

----------------------------- 

>HTTFV6402GAKER 
GGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTG

GGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACA

ATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGATCTTTCGGTTGTAAACCTCTGTAGAAGGGGAGAAATTTCCGGCTCTGCCGGATTTGATAGTACCCTTAAAGTAA
GCCCCGGCTAACTACGTG----------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402H4PR7 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG
AAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGGTGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCT

GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTG

TGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------
------------------------- 
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>HTTFV6402GU9YF 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402IUCPO 

CGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATT
TATCGCTCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGC

CCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAG

ATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402J2YNP 

GAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGA

TGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTAC
GGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGACGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTA

CCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402HVC5M 
GACGAGTTTGACATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAGGCTCACCA

AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT
CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 

>HTTFV6402I80BS 
CCGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGT

GCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAG

AGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAG
GCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCAGCTAACTTCGTG---------------------------------------------------------------------------------------

---------------- 
>HTTFV6402IKEJ9 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGTCCTTCGGGAGAAAGATTTATCGGAGATGGATGAGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGG
TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 
>HTTFV6402H1DS6 

GTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC

TAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGACGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAAT
ATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGTGTGTGAAGAAGGCCTTAGGGTTGTAAAGCTCTTTTGGCGGGGACGATAATGACGGTACCCGCAGAATAAGCTCCGGCT

AACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GEMDW 
CTGGCGGCATGCCTAACACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT

GATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG

ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCC
TTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------

------------- 

>HTTFV6402JRZ1N 
CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG

GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGC
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CCTAGGGTTGTAAAGCTCTTTCACCGGTGAAGATAATGACGGTAGCCGGAGAAGAAGCCCCGGCTAACTCCGTG------------------------------------------------------------------------------------------

--------------- 
>HTTFV6402IZQ5Y 

CTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAAC

TCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCC
ATAGCTGGTCCGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCG

CGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------

------------------------------- 
>HTTFV6402IWEMI 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAGCTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402I5FMX 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATAATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402I1ZHY 

GGACGAACGCTGGCGGCGTGCTTAACACATGCAAGTCGAACGGAAAGGCCCTTCGGGGTGCTCGAGTGGCGAACGGGTGAGTAACACGTGGGTGATCTGCCCTGCACTTTGGGATAA

GCCTGGGAAACTGGGTCTAATACCGGATAGGACCATGGCCTTCATGGGTTGTGGTGGAAAGCTTTTGCGGTGTGGGATGGGCCCGCGGCCTATCAGCTTGTTGGTGGGGTAATGGCCT
ACCAAGGCGACGACGGGTAGCCGGCCTGAGAGGGTGACCGGCCACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGC

CTGATGCAGCGACGCCGCGTGGGGGATGACGGCCTTCGGGTTGTAAACCTCTTTCAGCACAGACGAAGCGTGAGTGACGGTATGTGCAGAAGAAGCACCGGCCAACTACGTG-----------

--------------------------------------------------------- 
>HTTFV6402GHWPZ 

CGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGCTG
GTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGA

CAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAAAGACGGTACCTGGATAAGAAGCCCCGGCTAACTT

CGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402FKF5V 

CTCGGTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAAC

TCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCC
ATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCG

CGTGAGTGATGAAGGCCTTAGGGTTGTAAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------

--------------------------------- 
>HTTFV6402GAEBW 

CGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG

GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAG
CTGGTCTGAGAGGGTGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG

TGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------

--------------------------- 
>HTTFV6402GWEFL 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCTAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTCGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTAACCGGAGAAGAAGCCCCGGCTAACTTCGTG----------------------------

------------------------------------------------ 
>HTTFV6402F6V6C 
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CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCT
GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCTGCGTGAG

TGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------

------------------------- 
>HTTFV6402IPMBI 

CGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATGCCCCCTAGATGGGCCCGCGTTG

GATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGGGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGT
AGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAG

CCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402IW4RF 
TCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACACGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATA

ACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGAT

CCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGC
CGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------

--------------------------------- 

>HTTFV6402IH19L 
GGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCGTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTA

ATACCGTATACGACCTTCGGGTGAAAGATTTACCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGCAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGA

TGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCT
TAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------

------------ 

>HTTFV6402HPP5G 
GGGTAACCTGCCTGTAAGATTGGGATAACTCCGGGAAACCGGAGCTAATACCGGATAATATTTTGAACCGCATGGTTCGGAATTGAAAGGTGGCTTTTGCTACCACTTACAGATGGAC

CCGCGGCGCATTAGCTAGTTGGTGAGGTAATGGCTCACCAAGGCAACGATGCGTAGCCGACCTGAGAGGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAG

GCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGATGAAGGCCTTCGGGTCGTAAAGCTCTGTTGTTAGGGAAGAACAAGTACCGTTCAAA
TAGGGCGGTACCATGACGGTACCTAACCAGAAAGCCACGGCTAACTACGTG-------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GWUZA 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGTTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402HJA8I 
CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAATCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG

CTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGTATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAG
GCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------

----------------- 

>HTTFV6402GCPR7 
CGACTGGCGGCAGGCTTAATACATGCAAGTCGAATGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGT

GCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAG

AGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAG
GCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------

---------------- 

>HTTFV6402GL66B 
CATGCAAGTCGAACGCTCACTTCGGTGAGGGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTT

CGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGG

ACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGCAAAGCTCT
TTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------- 
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>HTTFV6402HVUY5 

CGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG
GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAG

CTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG

AGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATGATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------
--------------------------- 

>HTTFV6402JGHOA 

CCGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCA
GGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTTGTTGGTGGGGTAAAAGCCTACCAAGGCGACGATCCATA

GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT

GTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------
---------------------------- 

>HTTFV6402HDH78 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGGGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA
ACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------
----------------------- 

>HTTFV6402IYL2L 

CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT
AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG

ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCC

TTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCATCAGAAGAAGCCCCGGCTAACTCCGTG--------------------------------------------------------------------------------------------
-------------- 

>HTTFV6402IT7G8 

CTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGC
CCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGA

CTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAAT
GACGGTACCTAGATAAGAAGCACCGGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JGC50 

GAACGAACGCTGGCGGCAGGCTTAATACGTGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA
ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------
----------------------- 

>HTTFV6402HIYTF 

GGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTG
GGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACA

ATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCAGATGCGAAGATGATGACGGTAACATCAGAAGAAGCCCCGGCTAATTTCGT

G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402G515P 

GACGAGTTTGATCCTGGCTCAGAGCGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GQIT2 

CATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGCAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTC

AGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAATGGCTCACCAAGTCAACGATCGTTAGCTGGTCTGAGAGGATGATCAGCCAGACTGGG
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ACTGAGAACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTT

TCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402JSX8Z 

GTCCGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACT

CAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCA
TAGCTGGTCTGAGAGGATGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGC

GTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------

------------------------------ 
>HTTFV6402JAVLR 

GACGAGTTTGACTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGG

TACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAA
GGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATC

CAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------

------------------------------------------- 
>HTTFV6402JTH3O 

CGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG

GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAG
CTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG

AGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------

--------------------------- 
>HTTFV6402GSPU2 

TAATCTCTACGGAGCAAAGCGGGGCTCTTCTATCCTCGCGCTAAAAGATGAGTCTACGTCTGATTAGTTAGTTGGTGGGGTAACGGCCTACCAAGACGACGATCAGTAGCTGGTCTGA

GAGGATGATCAGCCACACCGGGACTGAGACACGGCCCGGACTCCTAGGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGA
AGGCCTTAGGGTTGTAAAGCACTTTAAGCAGGAAAGAAAAGCGCCGGATTAATACTCCGAGCGTATTGACGGTACCTGCAGAATAAGCACCGGCTAACTCCGTG----------------------------

--------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GO5M6 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAACCCCTTTCAGCGGGGAAGATAATGACGGTACCCGCAGAAGAAGCCCCGGCTAACTCCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GP4TV 

GATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACA

CGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGG
GAAGGTAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------------------------------

------------------------------------------------------------------------------------------------------ 

>HTTFV6402HRNGK 
CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGCAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT

AATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG

ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCC
TTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTAACCGGAGAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------------------------

-------------- 

>HTTFV6402IAEVM 
CCGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCA

GGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATA

GCTGGTCTGAGAGGATGATCAGCCACACTGGGACCGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT
GTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------

---------------------------- 

>HTTFV6402HF2BU 
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CATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCGGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTC

AGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGG
GACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTC

TTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GK6W9 
CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC

CTACAGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGAC
GGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JLR5L 

CGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTT
ATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGC

CCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAG

ATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402IX1DI 

CATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAA

CTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATC
CATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCC

GCGTGAGTGATGAAGGCCTTAGGATTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------

--------------------------------- 
>HTTFV6402GASE1 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGGAGATGGATGAGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402FUGBG 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATATTGGACAATGGGCGAGAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402IIIEE 

TCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTATCTAGGGGTACGGAATA
ACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGAT

CCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGC

CGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------
---------------------------------- 

>HTTFV6402G92U6 

GACGAGTTTGATCCGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG
GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCA

AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT

CCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------
-------------------------------------------- 

>HTTFV6402HRKCY 

CCGCCCGTTCGGGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCCAGGAGTACGGAATAACTCAGGGAAACTTGAGCTAATACCGTATACGTCCTTCGGGAGAAAGTTTT
AACGCTCTTGGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAATGGCCTACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCC

CAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCCTAGGGTTGTAAAGCTCTTTCACCGGTGAAGA

TAATGACGGTAGCCGGAGAAGAAGCCCCGGCTAACTCCGTG------------------------------------------------------------------------------------------------------------------------------------------ 
>HTTFV6402JHEHD 
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GAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGA

GACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCTCTTTCGC
CAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------------- 

>HTTFV6402IAGTZ 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCCCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402F50UY 
GTAACACGTGGGTAACCTACCCGGAGTGGGGGATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC

TAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAAT

CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCT
AACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402IN93L 

GAACGAACGCTGGCGGCAGGCTTAACACATGCAAGTCGAACGCATCCTTCGGGGTGAGTGGCAGACGGGTGAGTAACGCGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGA
AACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTG

GTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCGGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGT

GATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------
------------------------- 

>HTTFV6402IR5S4 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGAAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCCAGGGAAGATAATGACGGTACCCGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402I4HPM 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTGATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402GV15I 
CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC

CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGAC
GGTACCTGGATGAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402G38VK 

GGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTA
TACGACCTCAGAGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGC

CACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTG

TAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------
---- 

>HTTFV6402H9P5N 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG
AAACTTGTGCTAACACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCCAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCT

GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTCGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGA

GTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------
--------------------------- 
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>HTTFV6402FUGFP 

TCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCGGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATA
ACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGAT

CCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGC

CGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------
---------------------------------- 

>HTTFV6402GMDGQ 

CCCTATCCCCTGTGTGCCTTGCGGTCTCAGACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGG
GTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGAT

TAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGG

GAATCTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCC
CGGCTAACTTCGTG----------------------------------------------- 

>HTTFV6402H0CR0 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA
ACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATGGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTG

ATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------
----------------------- 

>HTTFV6402FG50Z 

CTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG
GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCTGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAG

CTGGTCTGAGGGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG

TGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------
--------------------------- 

>HTTFV6402I36J2 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGGGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA
ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTG
ATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 

>HTTFV6402IOSBL 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGCACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402IWGP3 
GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG
ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAACGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 

>HTTFV6402JPDEC 
GGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTC

AGGGAAACTCGTGCTAATACCGTATATTCCGGTAACGGGAAAGATTTATCGCCAAGAGACGGGCCCGCGTTAGATTAGCTAGTTGGTGGGGTAACGGCCTACCAAGGCAACGATCTAT

AGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGGGAAACCCTGATCCAGCCATGCCGCG
TGAGTGATGACGGCCCTAGGGTTGTAAAGCTCTTTCGCGCACGACGATGATGACGGTAGTGCGAGAAGAAGCCCCGGCTAACTCCGTG-------------------------------------------------------------

------------------------------ 

>HTTFV6402GU5NP 
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CGAGTTTTGATCATGGCTCAAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCGATAGCTGGTCTGAGAGGACGGTCAGCCACACGGGGACTGAGATACGGCCCCGACTCCTACGGGAGGCAGCAGCTAGGAATCTTGGGAATGGGCGAAAGCCTGA

CCCAGCAACGCCGCGTGGGCGATGAAGGCCTTAGGGTCGTAAAGCCCTTTTGCGGGGGACGATGATGACGGTACCCCGCGAATAAGCCACGGCTAACTACGTG------------------------------

----------------------------------------------- 
>HTTFV6402GTWGB 

GACGAGTTTGATCAGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCA
AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT

CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGCTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 
>HTTFV6402HMAMB 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG

CTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA
GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGACGAAG

GCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------

----------------- 
>HTTFV6402HKFMU 

CCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAG

ACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTAATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAA
TGACGGTACTTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------

---------------------------------------------------------------------------------------------- 

>HTTFV6402JWZVC 
GTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC

TAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGGGGCAGCAGTAGGGAAT

CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGC
TAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GZ5KG 
GGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCCCA

CCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTCGGACAATGGGCGAAAGCC

TGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------
---------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GH57Q 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACCCAGGGAAACTTGTG
CTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAG

GCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------
----------------- 

>HTTFV6402IJ6GJ 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402HETRY 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTTACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 
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>HTTFV6402FOSPL 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402IPNJO 

CGTAACGCGTATGCAATCTACCTTGTTCAAAGGGATAGCCCAGAGAAATTTGGATTAATACCTTATAGTATTATAAAGTGGCATCATTTAATAATTAAAGATTTATCGGAACAAGATGA
GCATGCGTCCCATTAGCTAGTTGGTATGGTAACGGCATACCAAGGCAATGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGG

AGGCAGCAGTGAGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGCAGGAAGACGGTCCTATGGATTGTAAACTGCTTTTATACAGGAAGAAACACCCCGACGT

GTCGGGACTTGACGGTACTGTAGGAATAAGGATCGGCTAACTCCGTG----------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402FN0ER 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JGADM 

CCGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAAC

TCAGGGAAACTTGTGTTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCC
ATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCG

CGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------

------------------------------- 
>HTTFV6402IGEL3 

GGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAA

TACTGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGAT
GATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTT

AGGGTTGTAAAGCACTTTCGCTAGGGAGGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------
------------ 

>HTTFV6402ID2N4 

CGGGTGCGTAACGCGTATACAATCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTT
GGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAG

TAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAA

GCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402HO03B 

CGAACGGGTGAGTAACACGTGAGTAACCTGCCCTTGACTCTGGGATAAGCGTTGGAAACGACGTCTAATACCGGATACGACGCGCGAAGGCATCTTCTGCGCGTGGAAAGAATTTCG

GTCAAGGATGGACTCGCGGCCTATCAGCTAGTTGGTGAGGTAACGGCCCACCAAGGCGACGACGGGTAGCCGGCCTGAGAGGGTGACCGGCCACACTGGGACTGAGACACGGCCCA
GACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCAACGCCGCGTGAGGGACGACGGCCTTCGGGTTGTAAACCTCTTTTAGTAGGGAAGAAG

CGAAAGTGACGGTACCTGCAGAAAAAGCACCGGCTAACTACGTG----------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402F1EJS 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACCTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402JO215 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
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ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JSBQH 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCT
GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTG

TGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------

------------------------- 
>HTTFV6402JK8FX 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402FJ861 

CCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG
GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGC

CTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCTCGGCTAACTTCGTG-------------------------------------------------------------------------------------------

-------------- 
>HTTFV6402GPIHG 

GGCCTAACACATGCAAGTCGAACCGCCCGCAAGGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCCAGGGGTACGGAATAACTCAGGGGAACTTGGGATAATACCGTAT

ACGACCTAAGGGTGAAAGATTTATCGCCCCTGGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCTACGATCCATAGCTGGTCTGAGAGGATGATCAGCC
ACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGT

AAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGTAAAGAAGCCCCGGCTAACTCCGTG-----------------------------------------------------------------------------------------------------------------

---- 
>HTTFV6402GGEEK 

GACTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG
CTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCTCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGGCACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGG

CCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------
--------------- 

>HTTFV6402GZZE3 

CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT
AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCTCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG

ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCC

TTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------
------------- 

>HTTFV6402JQC6F 

GACGAGTTTGATCCTGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG
GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAACTCACCA

AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT

CCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------
-------------------------------------------- 

>HTTFV6402JWUUS 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGGGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG
AAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCT

GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAG

TGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------
------------------------- 
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>HTTFV6402GB4OM 

CGCTGGCGGCAGGCTTAATCATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC
TAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG

GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGC

CTTAGGGTTGTAAACTCCTTTTATTAGGGAAGAAAATGACGGTACCTAATGAATAAGCACCGGCTAACTCCGTG-------------------------------------------------------------------------------------------
-------------- 

>HTTFV6402GQDJW 

GATTTATCGCCCCTAGATGGGCCCGCGTTCGATTAGCTTGTTGGTAAGGTAATGGCTTACCAAGGCGACGATCGATAGCTGGTCTGAGAGGGAGATCCCCCACACTGGTACTGAGACA
CGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCCTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGG

GAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------------------------------

------------------------------------------------------------------------------------------------------ 
>HTTFV6402HVP31 

CGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGG

TACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAA
GGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATC

CAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATGATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------

------------------------------------------- 
>HTTFV6402GAUQJ 

CCTAGGGGTACGGGAATAACTCAGGGAAACTTGTGCTAATACCATATACGACCTCAGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAG

CTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAA
GCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------

------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402GM6J2 
CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCT

GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCGGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAG
TGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------

------------------------- 
>HTTFV6402IWUXK 

CGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG

GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAG
CTGGTCTGAGGGGATGATCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG

TGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------

--------------------------- 
>HTTFV6402J1ILS 

GATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCCTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACA

CGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGG
GAAGATAATGACGGTACCTGGATAAGAAGCCCCAGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------------------------------

------------------------------------------------------------------------------------------------------ 

>HTTFV6402HOU0A 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGGTCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402G26C1 
GACTGGCGGCATGCTTAACACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG

CTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGG
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CCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------

--------------- 
>HTTFV6402GT9BS 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCT
GGTCTGAGAGGATGATCAGCCACACCGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTG

TGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGTTAACTTCGTG----------------------------------------------------------------------

------------------------- 
>HTTFV6402IZ9O9 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGGCACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402IQBCS 

GTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTAC

GGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGACGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGC
GACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAG

CCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGGCCCCGGCTAACTTCGTG---------------------------------------

----------------------------------------- 
>HTTFV6402JPJ0B 

GATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAA

TAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACG
ATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCAT

GCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCCGTAGAATAAGCCCCGGCTAACTTCGTG-------------------------------------------------

------------------------------------ 
>HTTFV6402GVTXX 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG
CTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAG

GCCTTAGGGTTGCAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------
----------------- 

>HTTFV6402I61IT 

CGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG
GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAG

CTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAACAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG

AGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------
--------------------------- 

>HTTFV6402H806L 

GGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTC
AGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCAT

AGCTGGTCTGAGGGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCG

TGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------
----------------------------- 

>HTTFV6402I5MI6 

GTTCAGAACGAACGCTGGCGGCAGGCTTAATCATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG
GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAG

CTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG

TGCGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCGTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------
---------------------------- 
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>HTTFV6402HLGMK 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG
CTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGG

CCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------
--------------- 

>HTTFV6402IFI3K 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGA
AACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTG

GTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGT

GATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------
------------------------- 

>HTTFV6402FL6LM 

CATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTT
CGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGG

ACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCT

TTCGCCAGGGAAGATAATGACGGTACCCGTAGAATAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402J3EMA 

TTTCGGATCTAGCGGCGGACGGGTGAGTAACGCGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCC

CCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGAC
TCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATG

ACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GX8OG 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCGATAGCTGGTCTGAGAGGATGATCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402I0GCV 

TCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATA

ACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGAT
CCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGC

CGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGCG-----------------------------------------------------

---------------------------------- 
>HTTFV6402H9FCW 

CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT

AATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG
ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCC

TTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------

------------- 
>HTTFV6402H94NI 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGA

AACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTG
GTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGT

GATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------

------------------------- 
>HTTFV6402GE3RR 

GTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGG

CCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGA
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GGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCTGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTG

GATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402JS5ST 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAGTAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGGGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402IQ6JF 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATATTGGACAATGGGCGGAAGCCTG

ATCCAGCCATGCCGCGCGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402G2435 

GGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGCTGGATTAGCTAGTTGGTG

GGGTAAAAGCCTACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACA
ATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCCTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCTCGGCTAACTTCGT

G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402F87DI 
TCGAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCGG

GGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAG

CTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG
AGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------

--------------------------- 

>HTTFV6402IDMQL 
CCTCTCATGAGGGAAAGCTGAAAGTCGGTTTCGGCTGACACTTACAGATGGGCCCGCGGCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCGACGATGCGTAGCCGACCTGA

GAGGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCACAATTGACGAAAGTCTGATGGAGCAACGCCGCGTGAGCGATGA
AGGCCTTCGGGTCGTAAAGCTCTGTTGTTAGGGAAGAATAAGTACCGGAGTAACTGCCGGTACCTTGACGGTACCTAACCAGAAAGCCACGGCTAACTACGTG-------------------------------

------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402ILJYO 
CTAGCGTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAA

CTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTCGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATC

CATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCC
GCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------

--------------------------------- 

>HTTFV6402IX5ZK 
GACGAGTTTGATCCTGGCTCAGACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGATCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCA

AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT
CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 

>HTTFV6402HWDSK 
CCGTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATA

ACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGAT

CCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAACCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGC
CGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------

--------------------------------- 

>HTTFV6402JYKI5 
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GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GAFVI 

GACGAGTTTGACCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCA
AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT

CCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 
>HTTFV6402IFAKG 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGCTGGTGGGGTAAAGGCCCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402G832X 

GTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTAC

GGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGC
GACGATCCATAGCTGGTCTGAGAGGACGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAG

CCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------

---------------------------------------- 
>HTTFV6402IID6M 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCT
GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCCTGGACAATGGGCGAAAGTCTGATCCAGCCATGCCGCGTGTG

TGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------
------------------------- 

>HTTFV6402IGTOJ 

CGAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGG
GAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGC

TGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAACGGGCGAAAGCCTGATCCAGCCATGCCGCGTGA

GTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------
-------------------------- 

>HTTFV6402FXIHB 

GACGAGTTTGATCCTGGCTCAGAGCGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCAGCGGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402F8QYI 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAAAGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402FNY9H 

GGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATA
GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT
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GTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCAGAAGGGAGGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402JZHW7 

CAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGAGTACGGAATAACTCAGGGAAACTTGTGCTAATACCG

TATACGACCTCAGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAG
CCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTT

GTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------

----- 
>HTTFV6402FL60A 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTGCCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTAACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGT
CTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGA

TGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------

---------------------- 
>HTTFV6402JNH52 

GGACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAG

GGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCAC
CAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCTAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTA-----------------------------

---------------------------------------------- 
>HTTFV6402HAJK6 

CACATGCAAGTCGAACGGAAAGGCCCCTTCGGGGGTACTCGAGTGGCGAACGGGTGAGTAACACGTGGGTGATCTGCCCTGCACTTTGGGATAAGCCTGGGAAACTGGGTCTAATAC

CGAATAGGACTCCGGACTGCATGGTCTGGGGTGGAAAGCTTTTGCGGTGTGGGATGGGCCCGCGGCCTATCAGCTTGTTGGTGGGGTGATGGCCTACCAAGGCGACGACGGGTAGCCG
GCCTGAGAGGGTGTCCGGCCACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGAG

GGATGACGGCCTTCGGGTTGTAAACCTCTTTCGCCAGGGACGAAGCGCAAGTGACGGTACCTGGAGAAGAAGCACCGGCCAACTACGTG-----------------------------------------------------------

-------------------------------- 
>HTTFV6402H9B98 

GACGAAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAG
GGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCAC

CAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGAGCGAAAGCCT

GATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------
------------------------------------------------ 

>HTTFV6402I1U9I 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGATACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402JWVKG 

CGAACGACCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAA
CTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCTCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGT

CTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGA

TGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------
---------------------- 

>HTTFV6402JGH8T 

GACGAGTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACGTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTGATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 
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>HTTFV6402IDO5T 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA
ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCCTAGGGTTGTAAAGCTCTTTCACCGGTGAAGATAATGACGGTAACCGGAGAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------
----------------------- 

>HTTFV6402HG79N 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402H3YLN 

GGGAACCTGCCCTTAGGTTCGGAATAACTCAGAGAAATTTGAGCTAATACCGGATAATGTCTTCGGACCAAAGATTTATCGCCTTTGGATGGGCCCGCGTAGGATTAGATAGTTGGTG
GGGTAATGGCCTACCAAGTCGACGATCCTTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTAGACAA

TGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402JVJ60 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402H9RYV 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGCGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402F4J4Z 

CGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGG
TACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAATGGCTCACCAA

GGCGACGATCTGTAGCGGGTCTGAGAGGATGATCCGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATC

CAGCCATACCGCGTGTGTGAAGAAGGCCTTTTGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------
------------------------------------------- 

>HTTFV6402HKDAG 

CAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCG
TATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCA

GCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCCGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGT

TGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------------
------ 

>HTTFV6402HXMRO 

CGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG
GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTTGTTGGTGGGGTAAAAGCCTACCAAGGCGACGATCCATAG

CTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTG

AGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------
--------------------------- 

>HTTFV6402GV4LD 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
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AAGGCGACGATCCATAGCTGGTCTGAGAGGACGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402IMIF5 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAGTGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402HU72B 

GACGAGTTTGATCCTGGCTCAGAACGAACGCGTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAG
GGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCAC

CAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCT

GATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------
------------------------------------------------ 

>HTTFV6402GTK2P 

CATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAGCGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAA
CTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATC

CATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCC

GCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------
--------------------------------- 

>HTTFV6402I2891 

GTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC
TAGTTGGTAAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAAT

CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCT

AACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402JLQA8 

CTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCT
GATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGG

ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCC

TTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------
------------- 

>HTTFV6402IF300 

GAAATTACTGCTAATACCGGATGATGTCTTCGGACCAAAGATTTATCGCCCAGGGATGAGCCCGCGTTAGATTAGCTAGTTGGTGGGGTAATGGCCTACCAAGGCGACGATCTATAGC
TGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGGTCCAGCAATGCCGCGTGA

GTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG--------------------------------------------------------------------

----------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402FL4UG 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JBMCY 

GTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC

TAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGACCAGCCTCACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAAT
ATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCCGGATAAGAAGCCCCGGC

TAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402G78JG 
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GGATTAATACCCTATAGTATATGATTTTGGCATCACTATCATATTAAAGATTTATCGGTACAAGATGAGCATGCGTCCCATTAGCTAGTTGGTATGGTAACGGCATACCAAGGCAATGA

TGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATG
CCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTATACGGGAAGAAACCCTCCTTCGAGAAGGAGCTTGACGGTACCGTAAGAATAAGGATCGGCTAACTCCGTG-----------

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402I1USF 
CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAGCTTGTG

CTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCCAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAG
GCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------

----------------- 

>HTTFV6402H2LNZ 
CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGCGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC

CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGAC
GGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402I0IA9 

GAACGACTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACAGAATAACTCAGGGAAACT
TGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAAGCTCACCAAGGCGACGATCCATAGCTGGTC

TGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAT

GAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCGGCTAACTTCGTG--------------------------------------------------------------------------------
-------------------- 

>HTTFV6402IEIUL 

CGCGTGGCGAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC
TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG

GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGACGCAGCGACGCCGCGTGGGGGAGGAAGG

CCTTAGGGTTGTAAACCCCTGTCAGGCGGGACGAACCGTGGACGGACGAATAGTCTGTTCACCTGACGGTACCGCCAGAGGAAGCTCCGGCTAACTTCGTG-----------------------------------
-------------------------------------------- 

>HTTFV6402FYNUF 
TACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGAGCCTGCGTAAGATTAGCTAGTTGGTAGGTAAAGGCCTACCAAGGCGACGATCTTTAACTGGTCTGAGAGGATGACCAGTC

ACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGT

AAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------------------
------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402IH1N6 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402F0F94 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCAGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402G6EGZ 

CATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGAATAAC
TCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTAACCAAGGCGACGATCC

ATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCG

CGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------
------------------------------- 
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>HTTFV6402HH9LL 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402IJKK0 

CATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTC
AGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGG

GACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTCGGGTTGTAAAGCAC

TTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402HVI05 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTATGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGG
TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

----------------------- 
>HTTFV6402JKZEB 

CCGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAAC

TCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCC
ATAGCTGGTCTGAGAGGATGATCAGCCACACTGGAACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGTCACGCCG

CGTGAGTGATGAAGGCCTTCGGGTTGTAAAGCTCTGTCGGGAGGGACGAAGATCTGACGGTACCTCCCCAAGAAAGCACCGGCTAACTCCGTG---------------------------------------------------

----------------------------------- 
>HTTFV6402GSSHS 

GATTGAACGCTGGCGGCATGCCTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA

ACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG
TCTGAGAGGATGACCAGCCTCACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGGATG

ATGAAGGCCCTAGGGTTGTAAAGTCCTTTTAACGGGGAAGATAATGACGGTACCCGTAGAATAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------
----------------------- 

>HTTFV6402GQ3NB 

CGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATA
CTGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGA

TCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAG

GGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------
--------- 

>HTTFV6402JG1TH 

CATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAA
CTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATC

CATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGTGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCC

GCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------
--------------------------------- 

>HTTFV6402G3M9X 

CGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATA
CCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGA

TCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGCCTTAG

GGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------
--------- 

>HTTFV6402I8HD9 

CGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATA
CCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGA
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TCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACAGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAG

GGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------
--------- 

>HTTFV6402FY6MX 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAGCACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCA

AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT

CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------
-------------------------------------------- 

>HTTFV6402G57YL 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402IMDAX 

GACGAGTTTGATCATGGCTCAGACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG
GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCTAGACGGGCCCGCGTTGAATTAGCTAGTTGGTGAGGTAAAAGCTCACCAA

GGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATC

CAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------
------------------------------------------- 

>HTTFV6402HRR5G 

CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCC
TAGATGGGCCCGCGTTGGATTAGCTAGCTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC

CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGAC

GGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402JFRUO 

GTAACACGTGGGAGCCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC
TAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGTCACACTGGAACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAAT

CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCT

AACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402I5A8B 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGTTCACCAAGGCGACGATCCATAGCT
GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAG

TGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------

------------------------- 
>HTTFV6402IOKZS 

GGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATA

GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT
GTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGCACCTAGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------

------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402H59QS 
GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402HCTUQ 
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GACGAGTTTGATCCGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCA
AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT

CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 
>HTTFV6402HPR0T 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCTAAGGTTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTA

GGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCA
CCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCT

GATCCAGCCATGCTGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------

----------------------------------------------- 
>HTTFV6402FOBNG 

CATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTC

AGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGG
GACTGAGACACGGCCCAGACTCCCACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTC

TTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402FON74 
CGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGATGGGTGAGTAACACGTGGGAACCTACCTAGGGG

TACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTGTCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAA

GGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATC
CAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------

------------------------------------------- 

>HTTFV6402IVNWN 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGCTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GTEH0 

CGTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCTCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG
GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGC

CTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------

-------------- 
>HTTFV6402I2LYV 

CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCC

TAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTC
CTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGAC

GGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402F4L32 
CGTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG

GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGC
CTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCATG-------------------------------------------------------------------------------------------

-------------- 

>HTTFV6402FK93X 
CGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCC

AGACTCCTACGGGAGGCAGCAGTAGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGAT

AATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------------------------------------------------------------------------------------------
------------------------------------------------------------------------------------------------- 
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>HTTFV6402HWZ5Q 

GTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCGGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGG
CCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGA

GGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTA

GATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402F5R2Z 

CCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAA

CTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATC
CATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCC

GCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------

--------------------------------- 
>HTTFV6402GMROQ 

CGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG

GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAG
CTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG

TGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------

--------------------------- 
>HTTFV6402IUDYE 

GTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGG

CCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGA
GGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCACGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTA

GATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JW75W 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402JSWND 

GGCGGCATGCCTAACACATGCAAGTCGAACGCCCTCTTCGGAGGGAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCCTTAGGTTCGGAATAACTCAGAGAAATTTGAGCTAA

TACCGGATAATGTCTTCGGACCAAAGATTTAGCGCCTTTGGATGGGCCCGCGTTGGATTAGATAGTTGGTGGGGTAACGGCCTACCAAGTCGACGATCCATAGCTGGTCTGAGAGGAT
GATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTT

AGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACTGGAGAATAAGCTCCGGCTAACTCCGTG---------------------------------------------------------------------------------------------------

---------- 
>HTTFV6402IY1CT 

CACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATC

GCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCA
GACTCCTACGGGAGGCGGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATA

ATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402G0YAN 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAGCTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 

>HTTFV6402I24NP 
GCTTGGTGGCTGGCGAGCGGCGGACGGGTGAGTAATGCGTAGATATCTGCCTTTTAGTGGAGGATAACCTGGGGAAACCCAGGCTAATACTGCATAATCTCTACGGAGCAAAGCGGG

GCTCTTCTATCCTCGCGCTAAAAGATGAGTCTACGTCTGATTAGTTAGTTGGTGGGGTAACGGCCTACCAAGACGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACCGGGA

CTGAGACACGGCCCGGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGCCTTAGGGTTGTAAAGCACTT



C - 59 
 

TAAGCAGGAAAGAAAAGCGCCGGATTAATACTCCGAGCGTATTGACGGTACCTGCAGAATAAGCACCGGCTAACTCCGTG-----------------------------------------------------------------------------

---------------------- 
>HTTFV6402GAISE 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAAGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402I5MRM 

GAACGACTGGCGGCAGGCTTAATACATGCAAGTCGAGCGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACT

TGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCT
GAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATG

AAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------------

-------------------- 
>HTTFV6402JKQCQ 

CCTAGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGTGGGGTAAAAGCTC

ACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACC
CTGATGCAGCCATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------

----------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402HDCO0 
CGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACT

TGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCT

GAGAGGATAATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGAT
GAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------

---------------------- 

>HTTFV6402GN94C 
CGGGTGAGTAACACGTGGGTGATCTGCCCTGCACTTTGGGATAAGCCTGGGAAACTGGGTCTAATACCGGATAGGACTACGCACTGCATGGTGTGCGGTGGAAAGCTTTTGCGGTGTG

GGATGGGCCCGCGGCCTATCAGCTTGTTGGTGGGGTGATGGCCTACCAAGGCGACGACGGGTAGCCGGCCTGAGAGGGTGTCCGGCCACACTGGGACTGAGATACGGCCCAGACTCC
TACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTCAGCATCGACGAAGCGCAAG

TGACGGTAGATGCAGAAGAAGCACCGGCCAACTACGTG--------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402F0LCO 
CGTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGC

TAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAG

GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGC
CTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGATACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------

-------------- 

>HTTFV6402IML0Z 
CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGG

AAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCT

GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGGCGCAAGCCTGACGGAGCAACGCCGCGTGA
GCGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------

---------------------------- 

>HTTFV6402GQY56 
GACGAGTTTGATCATGGCTCAGATTGAACGCTGGCGGCATGCTTTACACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCA

AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT
CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

------------------------------------------- 

>HTTFV6402I00WG 
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CGCTGGCGGCAGGCCTAACACATGCAAGTCGAACGCCCTTCGGGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCCAGGAGTACGGAATAACTCAGGGAAACTTGAGCT

AATACCGTATACGTCCTTCGGGAGAAAGTTTTAACGCTCTTGGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAATGGCCTACCAAGGCGACGATCCATAGCTGGTCTGAGAGG
ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCC

CTAGGGTTGTAAAGCTCTTTCACCGGTGAAGATAATGACGGTAACCGGAGAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------------------------

--------------- 
>HTTFV6402FK9MK 

GACGAGTTTGATCAGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG

GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCA
AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGAT

CCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------

-------------------------------------------- 
>HTTFV6402GCAJ2 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG

CTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA
GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGG

CCTTAGGGTTGTAAAGCACTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------

--------------- 
>HTTFV6402GA6PQ 

CGGCATGCCTAACACATGCAAGTCGAACGAACCCTTCGGGGTTAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCCTTAGGTTCGGAATAACTCAGAGAAATTTGAGCTAATAC

CGGATAATGTCTTCGGACCAAAGATTTATCGCCTTTGGATGGGCCCGCGTAGGATTAGGTAGTTGGTGGGGTAAAGGCCTACCAAGCCGACGATCCTTAGCTGGTCTGAGAGGATGAT
CAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAG

GGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG-----------------------------------------------------------------------------------------------------

--------- 
>HTTFV6402GWO9A 

GGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTATGGAATAACTCAGGGAAACTTGTGCTAA

TACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGAT
GATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTT

AGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------
----------- 

>HTTFV6402IQXFF 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG
CTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGTAGG

CCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------
--------------- 

>HTTFV6402JVIED 

GAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAA
ACTTGTGCTAATACCGTATACGACCTTCGGGTGAGAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGG

TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTG

ATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------
----------------------- 

>HTTFV6402JWFPS 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402G1L45 

GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
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AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402GL3JQ 

CCTTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTGCCTTGTACTAAGGGATAGCCCAGAGAAATTTGGATTAATACCTTATGGTATATAGAGAGGGATTCCTTTTTATATT
AAAGATTTATCGGTACAAGATGAGCATGCGTCCCATTAGCTAGTTGGTATGGTAACGGCATACCAAGGCAATGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGA

GACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGCAGGATGACGGTCCTACGGATTGTAAACTGCTTTTA

TACGGGAAGAAACCCTGGCTCGTGAGCCAGATTGACGGTACCGTAAGAATAAGGATCGGCTAACTCCGTG--------------------------------------------------------------------------------------------------
---------- 

>HTTFV6402FNFZE 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG
GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGATGGGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------
----------------------------------------------- 

>HTTFV6402H3GN6 

CGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCTGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCAT
AGCTGGTCTGAGAGGATGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCG

TGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402GHJ84 

CAGACGAACGCTGGCGGCAGGCTTAACACATGCAAGTCGAACGATCCTTCGGGATAGTGGCAGACGGGTGAGTAACGCGTGGGAATCTACCTTTTGGTACGGAATAGCTCCGGGAAA

CTGGAATTAATACCGTATGTGTCCTTCGGGAGAAAGATTTATCGCCAAGAGATGAGCCCGCGTTTGATTAGGTAGTTGGTGGGGTAATGGCCTACCAAGCCGACGATCAATAGCTGGT
CTGAGAGGATGATCAGCCACATTGGGACTGAGACACGGCCCAAACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGA

TGAAGGCCCTAGGGTTGTAAAGCTCTTTCGCCGGTGAAGATAATGACTGTAGCCGGTAAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------------------

---------------------- 
>HTTFV6402IO4NN 

CAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCG
TATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCA

GCCACACTGGGACTGAGACACGGCCCAGACTCCTACGTGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGT

TGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------------
------ 

>HTTFV6402FPKQH 

TTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACG
GCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGA

AGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------------------------------------------------------------------------------------

---------------------------------------------------------------------------------------------------- 
>HTTFV6402HBOHY 

CCGTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCA

GGGAAACTTGTGCTAATACTGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATA
GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT

GAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------

---------------------------- 
>HTTFV6402HICVS 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402GWY66 
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CAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAAGATTTATCGCCCCTAGATGGGCCC

GCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGAGAGGC
AGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGAT

AAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402H262I 
TACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGC

CACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTG

TAAAGCTCTTTCGCCAGGGAAGATGATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------
------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402I4GJG 

GACGAGTTTGACCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGG
GTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCA

AGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGTCCAGACTCCTGCGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGAT

CCAGCAATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------
-------------------------------------------- 

>HTTFV6402I5JDZ 

GGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTCATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATA
GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT

GAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG----------------------------------------------------------------

------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402FX1U9 

CTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAG

GGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAG
CTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCGGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTG

AGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------

--------------------------- 
>HTTFV6402IIF0Y 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG
CTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAACGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAG

GCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------
----------------- 

>HTTFV6402GSS9D 

CTGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTA
ATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAGAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGA

TGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCT

TAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------
------------ 

>HTTFV6402IGBDR 

CGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTG
CTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCTACGATCCATAGCTGGTCTGAGA

GGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGGGAAACCCTGATCCAGCCATGCCGCGTGAGTGAAGAAG

GCCCTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGTAAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------
----------------- 

>HTTFV6402HQSIQ 

CGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACGTCAGGGAAACTTGTGCTAA
TACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCTTTAACTGGTCTGAGAGGAT

GACCAGTCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGGAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGCCTT

AGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------
----------- 
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>HTTFV6402I1PHM 

CGGGTGCGTAACGCGTGGGAACCTGCCTTTAGGTTCGGAATAACTCAGAGAAATTTGAGCTAATACCGGATGATGTCTTCGGACCAAAGATTTATCGCCTTTAGATGGGCCCGCGTTA
GATTAGATAGTTGGTGGGGGTAATGGCCTACCAAGTCGACGATCTATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAG

TGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAA

GCTCCGGCTAACTCCGTG----------------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402HOT3O 

GACGAGTTTGATCATGGCTCAGATTGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCCCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402IC4DU 

CGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACT

TGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCT
GAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGAT

AAAGGCCTTAGGGTTGTAAAGCTCTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------

---------------------- 
>HTTFV6402HNB2K 

CGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATATGACCTTCGGGTGAAAGATTTATCGCCCCT

AGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCC
TACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACG

GTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JPR8U 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCAGGACTTAATACATGCAAGTCGAACGCTCACTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACC

AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG
ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGGTAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402IDJ5Y 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGG

GGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCTCACC
AAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTG

ATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTGGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------------- 
>HTTFV6402FSVMP 

GAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGGATACGCCCTTCGGGGGAAAGATTTATCGCCCCTAGA

TGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTAC
GGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTA

CCTAGATAAGAAGCCCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402JB4H6 
CATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCT

CAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTG

GGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGCCGAAAGGCTGACGCAGCGACGCCGCGTGAGGGATGAAATCCGTTAGGATGTAAACC
TCTTTTGCAGGGGATGAACACGGCGCTATATGCGCTGGATGACCGTACCCTGCGAATAAGGATCGGCTAACTACGTG-------------------------------------------------------------------------------------

------------------- 

>HTTFV6402GCL68 
GGCGGCAGGCTTAATACATGCAAGCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAAT

ACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGATGATG

ATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTA
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GGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------

---------- 
>HTTFV6402GK5M3 

CAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCGGGG

AAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCT
GGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTG

TGATGAAGGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------

-------------------------- 
>HTTFV6402GWKEO 

GGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCGGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAA

TACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGAT
GATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTT

AGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------

----------- 
>HTTFV6402FED3O 

CGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCA

CACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGTACAATGGGCGCAAGCCTGATACAGCAATGCCGCGTGAGTGAAGACGGCCTTAGGGTTGTA
AAACTCTTTCGCCAGGGAAGATAATGACGGTACCTGGTAAAGAAGTCCCGGCTAACTCCGTG-------------------------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JQI7Q 
GTAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGGGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGG

GAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGC

TGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGGCTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGA
GTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------

-------------------------- 

>HTTFV6402J1ICC 
GTAACACGTGGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGC

TAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAAT
CTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAGAGCTCTTTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGC

TAACTTCGTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402HOE4K 
CCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAA

CTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATC

CATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCC
GCGTGTGTGACGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------

--------------------------------- 

>HTTFV6402JOIRE 
CCTGGCTCAGAACGAACGCTGGCGGCAGGCTTAATACATGCAAGTCGAACGCTCACTTCGGTGAGAGTGGCAGACGGGTGAGTAACACGTGGGAACCTACCTAGGGGTACGGAATAA

CTCAGGGAAACTTGTGCTAATACCGTATACGACCTTCGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATC

CATAGCTGGTCTGAGAGGACGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCC
GCGTGTGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------

-------------------------------- 

>HTTFV6402IZK8W 
GGGAACCTACCTAGGGGTACGGAATAACTCAGGGAAACTTGTGCTAATACCGTATACGACCTCAGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTG

AGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACA

ATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGATGAAGGCCTTAGGGTTGCAAAGCACTTTCGCTAGGGAAGATAATGACGGTACCTAGATAAGAAGCCCCGGCTAACTTCGT
G---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
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NCS 

>HTTFV6402G939W 

TGCCTAACACATGCAAGTCGAACGAGACCTTCGGGTCTAGTGGCGCACGGGTGCGTAACGCGTGGGAATCTGCCCTTGGGTTCGGAATAACAGTTAGAAATGACTGCTAATACCGAAT
GATGACGTAAGTCCAAAGATTTATCGCCCAAGGATGAGCCCGCGTAGGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGACGATCCTTAGCTGGTCTGAGAGGATGATCAGC

CACACTGGGACTGAGACACGGCCCAGATTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTG

TAAAGCTCTTTTACCCGGGATGATAATGACAGTACCGGGAGAATAAGCTCCGGCTAACTCCGTG-------------------------------------------------------------------------------------------------------------- 
>HTTFV6402IQ1XA 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCATGCCTAACACATGCAAGTCGAACGAGATCTTCGGATCTAGTGGCGCACGGGTGCGTAACGCGTGGGAATCTGCCCTTGG

GTTCGGAATAACAGTTAGAAATGACTGCTAATACCGGATGATGACTTCGGTCCAAAGATTTATCGCCCAAGGATGAGCCCGCGTAGGATTAGGTAGTTGGTGGGGTAAAGGCTCACCA
AGCCGACGATCCTTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGAT

CCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG---------------------------------

-------------------------------------- 
>HTTFV6402HC397 

CGTAACGCGTATGCAATCTACCTTTTTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATTATTGAATGGCATCATTTAATAATTAAAGTTCCAACGGTAAAAGATG

AGCATGCGTCCCATTAGCTAGTTGGTAAGGTAACGGCTTACCAAGGCAACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGG
GAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACAGGAAGAAACATCTCTACGT

GTAGAGACTTGACGGTACTGTAAGAATAAGGATCGGCTAACTCCGTG----------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402ICHZL 
GGCCTAAAACATGCAAGTCGAACGATCCTTCGGGATAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGAATG

TGCCCTACGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCA

CACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTTAGGAATCTTGCGCAATGGGCGAGAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTA
AAATTCTTTCAGCAGGGAAGATAATGACGGTACCTGCAGAAGAAGCTCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GVJK9 

GGCCTAACACATGCAAGTCGAACGGATCCTTCGGGATTAGTGGCGGATGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGGA
TGAGCCCTACGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAG

CCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATT
GTAAAATTCTTTCAGCAGGGACGATAATGACGGTACCTGCAGAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------

- 

>HTTFV6402HHUMX 
CCTTTACACATGCAAGTCGGACGGCAGCACGGGGGCAACCCTGGTGGCGAGTGGCGAACGGGTGAGTAATACATCGGGAACGTGTCCTGGAGTGGGGGGATAGCCCGGCGAAAGCC

GGATTAATACCGCATACGCTCTGAGGAGAAAGCGGGGGATCTTCGGACCTCGCGCTCAAGGGGCGGCCGATGGCAGATTAGGTAGTTGGTGGGGTAAAGGCCTACCAAGCCGACGAT

CTGTAGCTGGTCTGAGAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGC
CGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTTGTCCGGGAAGAAAGCTCGGGGTTAATACCTCTGAAGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG---

--------------------------------------------------------- 

>HTTFV6402JBUF9 
TAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTACGGAACAACTCAGGGAAACTTGAGCTAATACCGTATAAGCCCTACGGGGGAAAGATTTATCGCCATTGGAGC

GGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGG

GAGGCAGCAGTTAGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGAAGATAATGACGGTACC
CGCAGAAGAAGCTCCGGCTAACTTCGTG--------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402IZ182 

TGCAAGTCGGACGGCAGCACGGGGGCAACCCTGGTGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACGTGTCCTGGAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCG
CATACGCTCTGAGGAGGAAAGCGGGGGATCTTCGGACCTCGCGCTCAAGGGGCGGCCGATGGCAGATTAGGTAGTTGGTGGGGTAAAGGCCTACCAAGCCGACGATCTGTAGCTGGT

CTGAGAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGTGTGTGA

AGAAGGCCTTCGGGTTGTAAAGCACTTTTGTCCGGGAAGAAAGCTTCGGGGTTAATACCTCTGAAGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG------------------------
---------------------------------------------- 

>HTTFV6402F0Y6C 

GAACGAACGCTGGCGGCATGCCTAACACATGCAAGTCGAACGAGACCTTCGGGTCTAGTGGCGCACGGGTGCGTAACGCGTGGGAATCTGCCCTTGGGTTCGGAATAACTTCGGGAA
ACTGAAGCTAATACCGGATGATGACGTAAGTCCAAAGATTTATCGCCCAAGGATGAGCCCGCGTAGGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGACGATCCTTAGCTG
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GTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGT

GATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCCGGGATGATAATGACAGTACCGGGAGAATAAGCTCCGGCTAACTCCGTG------------------------------------------------------------------------
-------------------- 

>HTTFV6402HF1XB 

GACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTTTTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATTACGACTCGGCATCGAGATGTAATTAAAGT
TCCAACGGTAAAAGATGAGCATGCGTCCCATTAGCTTGTTGGTAAGGTAACGGCTTACCAAGGCAACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACAC

GGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACAG

GAAGAAACATCTCTACGTGTAGAGACTTGACGGTACTGTAAGAATAAGGATCGGCTAACTCCGTG------------------------------------------------------------------------------------------------------------- 
>HTTFV6402H203T 

CTCAGATTGAACGCTGGCGGCATGCCTTACACATGCAAGTCGGACGGCAGCGCGGGGGCAACCCTGGCGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACGTGTCCTGGAGTGG

GGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGCTCTGTGGAGGAAAGCGGGGGATCTTCGGACCTCGCGCTCAAGGGGCGGCTGATGGCAGATTAGCTAGTTGGTGGGGTA
AAGGCCTACCAAGGCGACGATCTGTAGCTGGTCTGAGAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGG

GGCAACCCTGATCCAGCAATGCCGCGTGTGTGATGAAGGCCTTCGGGTTGTAAAGCTCTTTTACCCGGGAAGATAATGACTGTACCGGGAGAATAAGCTCCGGCTAACTTCGTG---------

----------------------------------------------------- 
>HTTFV6402IQB7U 

GACGAGTTTGATCCTGGCTCAGAATGAACGCTGGCGGCATCGCCTAACACATGCAAGTCGAACGAGACCTTCGGGTCTAGTGGCGCACGGGTGCGTAACGCGTGGGAATCTGCCCTTG

GGTTCGGAATAACAGTTAGAAACGACTGCTAATACCGAATGATGACGTAAGTCCAAAGATTTATCGCCCAAGGATGAGCCCGCGTAGGATTAGCTAGTTGGTGAGGTAAAGGCTCAC
CAAGGCGACGATCCTTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTG

ATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCCGGGATGATAATGACAGTACCGGGAGAATAAGCCCCGGCTAACTTCGTG-----------------------------

----------------------------------------- 
>HTTFV6402IFY75 

CAGTCGAACGGCAGCGCGGGGCAACCCTGGCGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACGTGTCCTGGAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATA

CGCTCTATGGAGGAAAGCGGGGGATCTTCGGACCTCGCGCTCAAGGGGCGGCCGATGGCAGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCTGTAGCTGGTCTGA
GAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGTGTGTGAAGA

AGGCCTTCGGGTTGTAAAGCACTTTTGTCCGGAAAGAAAACCGCTTCTCTAATACAGAGGTGGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG------------------------------

-------------------------------------------- 
>HTTFV6402GCOYA 

CATGGCTCAGAGCGAACGCTGGCGGCAGGCCTAAAACATGCAAGTCGAACGGACCCTTCGGGGTTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAA
CTCAGGGAAACTTGAGCTAATACCGGATGAGCCCTACGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAGAGCCCACCAAGGCGACGAT

CCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTTAGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGC

CGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGACGATAATGACGGTACCCGCAGAAGAAGCTCCGGCTAACTTCGTG------------------------------------------------------
----------------------------- 

>HTTFV6402FWCMI 

CTGCTCAGAGCGAACGCTGGCGGCAGGCCTAATACATGCAAGTCGAACGCACCTTCGGGTGAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAATAATCCG
GGGAAACCTGGCCTAATACCGAATGAGCCCTACGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCTACGATCAGT

AGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCG

TGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGAAGATAATGACGGTACCCGCAGAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------
------------------------- 

>HTTFV6402JM2ZR 

TAGTGGAGCTTGCTCCTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTGGGGGACAACGTTTCGAAAGGAACGCTAATACCGCATACGTCCTACGGGAG
AAAGCAGGGGACCTTTGGGCCTTGCGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCCGTAACTGGTCTGAGAGGATGATCAGTC

ACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGTCTTCGGATTGT

AAAGCACTTTAAGTTGGGAGGAAGGGCAGTAAGTTAATACCTTGCTGTTTTGACGTTACCAACAGAATAAGCACCGGCTAACTTCGTG--------------------------------------------------------------
------------------------ 

>HTTFV6402HQQLF 

CCTGGCGGCAGGCCTAATACATGCAAGTCGAACGCACCTTCGGGTGAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAATAATCCGGGGAAACCTGGCCTA
ATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCTACGATCAGTAGCTGGTCTGAGAGGA

TGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCT

TAGGATTGTAAAATTCTTTCAGCAGGGAAGATAATGACTGTACCGGGAGAATAAGCTCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------
------- 
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>HTTFV6402F35VF 

GGCCTAACACATGCAAGTCGAACGGATCCTTCGGGATTAGTGGCGGACGGGTGAGTAGCACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGGA
TGTGCCCTTCGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCTACGATCAGTAGCTGGTCTGAGAGGATGATCAGC

CACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTG

TAAAATTCTTTCAGCAGGGACGATAATGACGGTACCTGCAGAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------- 
>HTTFV6402IP0WV 

GACGAGTTTGATCCTGGCTCAGAGCGAACGCTGGCGGCAGGCCTAATACATGCAAGTCGAACGCACCCTCGGGTGAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGG

TTCGGAATAATCCGGGGAAACCTGGCCTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAA
GGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGCGCAATGGGCGAAAGCCTGAC

GCAGCCATGCCGCGTGAATGATGAAGGTCTTCGGATTGTAAACTTCTTTTGATGGGGATGAATGCCCTGGTGAATAGCCAGGGGTGACAGTACCCGTTGAATAAGCCACGGCTAACTA

CGTG----------------------------------------------------- 
>HTTFV6402I1FZJ 

CGACGCGTGGCCGAGGCCTAATACATGCAAGTCGAACGAATCCTTCGGGATTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTT

GAGCTAATACCGAATGTGCCCTTCGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCTTCGATCAGTAGCTGGTCTG
AGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATG

AAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGAAGATAATGACTGTACCCGCAGAAGAAGCTCCGGCTAACTTCGTG---------------------------------------------------------------------------------

--------------- 
>HTTFV6402JN2UM 

CGGGATTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCATT

GGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCTACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCC
TACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCGACGGGGACGATAATGACG

GTACCCGTAGAAGAAGCTCCGGCTAACTTCGTG--------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402I43DC 
GACGAGTTTGATCCTGGCTCAGGATGAACGCTAGCGGCAGGCTTAACACATGCAAGTCGAGGGGTTAAGGTTTTCGGACCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAAT

CTACCTTTTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTTATAGTATAATGACTCGGCATCGAGATATTATTAAAGTCACAACGGTAAAAGATGAGCATGCGTCCCATTAG

CTTGTTGGTAAGGTAACGGCTTACCAAGGCAACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAA
TATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACAGGAAGAAACAGTTCTACGTGTAGAACCTTGACGGTA

CTGTAAGAATAAGGATCGGCTAACTCCGTG-------------------------- 
>HTTFV6402F2EBX 

GACGAGTTTGATCATGGCTCAGAGCGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGAACGGTCCTTCGGGACAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGG

TTCGGAATAGCTCCGGGAAACTGGAATTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAA
GGCTACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACATTGGGACTGAGACACGGCCCAAACTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACG

CAGCCATGCCGCGTGGATGATGAAGGTCTTAGGATTGTAAAATCCTTTCAGCGGGGACGATAATGACGGTACCCGCAGAAGAAGCTCCGGCTAACTTCGTG-----------------------------------

-------------------------------------- 
>HTTFV6402II6AO 

GACGAGTTTGATCTGGCTCAGGATGAACGCTAGCGGCAGGCTTAACACATGCAAGTCGAGGGGTAAGGTTTTCGGACCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCT

ACCTTTTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATTATTGAATGGCATCATTTAATAATTAAAGTCACAACGGTAAAAGATGAGCATGCGTCCCATTAGCTT
GTTGGTAAGGTAACGGCTTACCAAGGCAACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATAT

TGGTCAATGGGCGCAAGCCTGAACTAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACAGGAAGAAACAGTTCTACGTGTAGAACCTTGACGGTACTG

TAAGAATAAGGATCGGCTAACTCCGTG---------------------------- 
>HTTFV6402FLY7K 

TGCAAGTCGAACGGACCCTTCGGGGTTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGGATGAGCCCTTTTG

GGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGGGGTAAGAGCCTACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGAC
TGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTTAGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTC

AGCGGGGACGATAATGACGGTACCCGCAGAAGAAGCTCCGGCTAACTTCGTG------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JIZL5 
CATGGCTCAGAACGAACGCTGGCGGCATGCCTAACACATGCAAGTCGAACGAGATCTTCGGATCTAGTGGCGCACGGGTGCGTAACGCGTGGGAATCTGCCCTTGGGTTCGGAATAAC

AGTTAGAAATGACTGCTAATACCGGATGATGACTTCGGTCCAAAGATTTATCGCCCAAGGATGAGCCCGCGTAGGATTAGGTAGTTGGTGGGGTAAAGGCTCACCAAGCCGACGATCC

TTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCG
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CGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCACTTTGGCCGGGGAAGAAGGTATGGTGTTTAAGAGATGCCATGCTTGACGGTACCCGGAGAACAAGCACCGGCTAACTCTGTG------

---------------------------------------------------- 
>HTTFV6402JB260 

GACGAGTTTGATCATGGCTCAGAGCGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGAACGGATCCGTTCGGGATTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTT

TGGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCAC
CAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCT

GACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGACGATAATGACGGTACCCGCAGAAGAAGCCCCGGCAATCGGT--------------------------------

----------------------------------------- 
>HTTFV6402IQI91 

GTTTGATCATGGCTCAGGATGAAACGCTAGCGGCAGGCTTAACACATGCAAGTCGAGGGTATAGGTTTTCGACCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTT

TTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATTACGACTCGGCATCGAGATGTAATTAAAGTCACAACGGTAAAAGATGAGCATGCGTCCCATTAGCTTGTTG
GTAAGGTAACGGCTTACCAAGGCAACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGT

CAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACAGGAAGAAACATCTCTACGTGTAGAGACTTGACGGTACTGTAAG

AATAAGGATCGGCTAACTCCGTG-------------------------------- 
>HTTFV6402IFT7D 

CGATGCCTAACACATGCAAGTCGAACGAAGCCTTCGGGCTTAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCTTTAGGTTCGGAATAACAGTGAGAAATCGCTGCTAATACCG

GATAATGTCTTCGGACCAAAGATTTATCGCCTTTAGATGGGCCCGCGTTAGATTAGATAGTTGGTGGGGTAATGGCCTACCAAGTCGACGATCTATAGCTGGTCTGAGAGGATGATCA
GCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGT

TGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG----------------------------------------------------------------------------------------------------------- 

>HTTFV6402F89Y6 
GTTTGATCTGGCTCAGGATGAACGCTAGCGGCAGGCTTAACACATGCAAGTCGAGGGGTATAGGTTTTCGGACCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTT

TTTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATTACGACTCGGCATCGAGATGTAATTAAAGTCACAACGGTAAAAGATGAGCATGCGTCCCATTAGCTAGTT

GGTAAGGTAACGGCTTACCAAGGCAACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTG
GTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACAGGAAGAAACATCTCTACGTGTAGAGACTTGACGGTACTGTA

AGAATAAGGATCGGCTAACTCCGTG------------------------------- 

>HTTFV6402JCEMP 
GTCGAGCGAACCCTTCGGGGTTAGCGGCGGACGGGTGAGTAACACGTGGGCAACCTACCTTGTAGATGGGGATAACATCGAGAAATCGGTGCTAATACCGAATAATACTTATCTTCTC

ATGAAGGAAAGTTAAAAGTTGGCTTCGGCTAACACTACGAGATGGGCCCGCGGCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCGACGATGCGTAGCCGACCTGAGAGGG
TGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGATGAAGGCTT

TCGGGTCGTAAAACTCTGTTGTTAGGGAAGAACAAGTACCGTTCGAATAGGGCGGTACCGTGACGGTACCTAACCAGAAAGCCACGGCTAACTACGTG-----------------------------------------

----------------------------------- 
>HTTFV6402I0888 

CGGGTGAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAATAATCCGGGGAAACCTGGCCTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCATTG

GAGCGGCCCGCGTCTGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCT
ACGGGAGGCAGCAGTAGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGAAGATAATGACTG

TACCCGCAGAAGAAGCTCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402IMV83 
CGGGAGCTTGCTCCCTTAGGTCAGCGGCGGACGGGTGAGTAACACGTGGGTAACCTGCCTGTAAGACTGGGATAACTCCGGGAAACCGGGGCTAATACCGGATGCTTAATTGAACCG

CATGGTTCAATTATAAAAGGTGGCTTTTAGCTACCACTTACAGATGGACCCGCGGCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCAACGATGCGTAGCCGACCTGAGAGG

GTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTT
TTCGGATCGTAAAACTCTGTTGTTAGGGAAGAACAAGTACCGTTCGAATAGGGCGGTACCTTGACGGTACCTAACCAGAAAGCCACGGCTAACTACGTG---------------------------------------

------------------------------------ 

>HTTFV6402GKBHR 
GGCGGCAGGCTTAACACATGCAAGTCGAGCGCCCAGCAATGGGAGCGGCGCACGGGTGAGTAACACGTGGGAACGTGCCCTATGGTTCGGAATAACTCAGGGAAACTTGAGCTAATA

CCGGATAAGCCCTTACGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCCGATTAGCTTGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGA

TCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAACGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAG
GATTGTAAAATTCTTTCAGCGGGGACGATAATGACGGTACCCGCAGAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------

---- 

>HTTFV6402GO3BV 



C - 69 
 

CGGGGTTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGAATGTGCCCTACGGGGGAAAGATTTATCGCCATT

GGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAATGGCTCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCC
TACGGGAGGCAGCAGTTAGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGAAGATAATGACG

GTACCCGCAGAAGAAGCTCCGGCTAACTTCGTG--------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402IA03S 
CCGAACCAATAAGAAGCTTGCTTTTTGTTGGTTAGCGGCGGACGGGTGAGTAACACGTGGGTAACCTGCCTGTAAGACTGGGATAACTCCGGGAAACCGGGGCTAATACCGGATGCTT

GATTGAACCGCATGGTTCAATTATAAAAGGTGGCTTTTAGCTACCACTTACAGATGGACCCGCGGCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCAACGATGCGTAGCCG

ACCTGAGAGGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAG
TGATGAAGGTTTTCGGATCGTAAAGCTCTGTTGTTAGGGAAGAACAAGTGCCGTTCAAATAGGGCGGCACCTTGACGGTACCTAACCAGAAAGCCACGGCTAACTACGTG----------------

------------------------------------------------ 

>HTTFV6402HZY21 
GAAAGATTGGTTTCGGCTATCACTTACAGATGGGCCCGCGGTGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCAACGATGCATAGCCGACCTGAGAGGGTGATCGGCCACAC

TGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGATGAAGGCTTTCGGGTCGTAAAA

CTCTGTTGTTAGGGAAGAACAAGTACAAGAGTAACTGCTTGTACCTTGACGGTACCTAACCAGAAAGCCACGGCTAACTACGTG----------------------------------------------------------------------
----------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402GTVDA 

CAAGTCGAAACGGCAGCACGGGTGCTTGCACCTGGTGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACATGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCG
CATACGATCTACGGATGAAAGCGGGGGACCTTCGGGCCTCGCGCTATAGGGTTGGCCGATGGCTGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCAGTAGCTGGTC

TGAGAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGA

AGAAGGCCTTCGGGTTGTAAAGCACTTTTGTCCGGAAAGAAATCCTTGGCTCTAATACAGTCGGGGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG------------------------
--------------------------------------------- 

>HTTFV6402FZ25L 

CGGGTGCTTGCACCTGGTGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACATGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGATCTACGGATGA
AAGCGGGGGACCTTCGGGCCTCGCGCTATAGGGTTGGCCGATGGCTGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACGACCAGCC

ACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGT

AAAGCACTTTTGTCCGGAAAGAAATCCTTGGTTCTAATATAGCCGGGGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG-------------------------------------------------------------
-------------------------- 

>HTTFV6402GQHPT 
CGGGTCTAGTGGCGCACGGGTGCGTAACACGTGGGAATCTGCCCTTCGGTTCGGAATAACTCAGGGAAACTTGAGCTAATACCGGATAATGACGTAAGTCCAAAGATTTATCGCCGAA

GGATGAGCCCGCGTAGGATTAGGTAGTTGGTGGGGTAATGGCCCACCAAGCCGACGATCCTTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCC

TACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCCGGGATGATAATGACA
GTACCGGGAGAATAAGCTCCGGCTAACTCCGTG--------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402FJMYM 

GACGAGTTTGATCATGGCTCAGAGCGAACGCTGGCGGCAGGCCTAATACATGCAAGTCGAACGCACCGTTCGGGTGAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTG
GTTCGGAATAATCCGGGGAAACCTGGCCTAATACCGGATGTGCCCCCTCCTTTAGCCAGGGGGGTGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGG

GGTAAAGGCCCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGCGCAAT

GGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGAAGATAATGACTGTACCCGCAGAAGAAGCTCCGGCTAACTTCGTG--
------------------------------------------------------- 

>HTTFV6402H5UJM 

GATCATGGCTCAGATTGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGAGCGGATGATGGGAGCTTGCTCCCGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCT
GGTAGTGGGGGACAACGTTTCGAAAGGAACGCTAATACCGCATACGTCCTACGGGAGAAAGCAGGGGACCTTCGGGCCTTGCGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTG

GTGGGGTAAAGGCCTACCAAGGCGACGATCCGTAACTGGTCTGAGAGGATGATCAGTCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGA

CAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGTCTTCGGATTGTAAAGCACTTTAAGTTGGGAGGAAGGGCAGTAAGTTAATACCTTGCTGTTTTGACGTTACC
AACAGAATAAGCACCGGCTAACTTCGTG----------------------------- 

>HTTFV6402GDISU 

CGGTGGGCAATCTGCTAGTAAGACTGGGATAACAACCGGGAAACCGGTGCTAATACCGGATAATCCTTTCCTTCACATGAAAGGAAAGCTGAAAGCGGTTTCGGCTGACACTTACAGA
TGGGCCCGCGGCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCGACGATGCGTAGCCGACCTGAGAGGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTAC

GGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGCGATGAAGGCCTTCGGGTCGTAAAGCTCTGTTGTTAGGGAAGAACAAGTACCGG

AGTAACTGCCGGTACCTTGACGGTACCTAACCAGAAAGCCACGGCTAACTACGTG----------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402FQL7H 
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TGCTTTACACATGCAAGTCGAACGGCAGCGCGGGGGCAACCCTGGCGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACGTGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGG

ATTAATACCGCATACGATCTACGGAAGAAAGCGGGGGATCTTCGGACCTCGCGCTGCAGGGGCGGCCGATGGCAGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATC
TGTAGCTGGTCTGAGAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGCC

GCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTTGTCCGGAAAGAAAACCGCCGCCCTAATATGGTGGTGGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG---

-------------------------------------------------------- 
>HTTFV6402JYAVF 

CGTAACGCGTATGCAATCTACCTTTTTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATTATTGAGTGGCATCATTTAATAATTAAAGTTCCAACGGTAAAAGATG

AGCATGCGTCCCATTAGCTAGATGGTAAGGTAACGGCTTACCATGGCGACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGG
GAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACGAGAAGAAACACTCCTACGT

GTAGGAGCTTGACGGTATCGTAAGAATAAGGATCGGCTAACTCCGTG----------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JU5ZX 
GAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTTTTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATAATGATTCGGCATCGAGACATTATTAAA

GTTCCAACGGTAAAAGATGAGCATGCGTCCCATTAGCTAGATGGTAAGGTAACGGCTTACCATGGCGACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGAC

ACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACA
GGAAGAAACACTGGTTCGTGAACCAGCTTGACGGTACTGTAAGAATAAGGATCGGCTAACTCCGTG----------------------------------------------------------------------------------------------------------

- 

>HTTFV6402G9JU3 
TCCGTTCGGATTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCG

CCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCTACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAG

ACTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCAGGGACGATAA
TGACGGTACCTGCAGAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402HOO76 

GACGAGTTTGATCATGGCTCAGGACGAACGCTGGCGGCGTGCTTAACACATGCAAGTCGAACGATGAACCGGCTTCGGCTGGGGATTAGTGGCGAACGGGTGAGTAACACGTGGGCA
ATCTGCCCTGCACTCTGGGACAAGCCCTGGAAACGGGGTCTAATACCGGATATGACCTGGTGAGGCATCTCACTGGGTGGAAAGCTCCGGCGGTGCAGGATGAGCCCGCGGCCTATCA

GCTTGTTGGTGGGGTGATGGCCTACCAAGGCGACGACGGGTAGCCGGCCTGAGAGGGCGACCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGG

AATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTCAGCAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAGAA
GCGCCGGCTAACTACGTG---------------------------------------- 

>HTTFV6402H5ECW 
GACGGGTGCTTGCACCTGGTGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACATGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGATCTACGGAT

GAAAGCGGGGGACCTTCGGGCCTCGCGCTATAGGGTTGGCCGATGGCTGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACGACCAG

CCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTT
GTAAAGCACTTTTGTCCGGAAAGAAATCCTTGGTTCTAATATAGCCGGGGGATGACGGCACCGGAAGAATAAGCACCGGCTAACTACGTG---------------------------------------------------------

---------------------------- 

>HTTFV6402HCCDC 
GACGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCATGCCTAACACATGCAAGTCGAACGAGACCTTCGGGTCTAGTGGCGCACGGGTGCGTAACACGTGGGAATCTGCCCTTCG

GTTCGGAATAACTCAGGGAAACTTGAGCTAATACCGGATAATGACGTAAGTCCAAAGATTTATCGCCGAAGGATGAGCCCGCGTAGGATTAGCTTGTTGGTGGGGTAATGGCCCACCA

AGGCGACGATCCTTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGAT
CCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCCGGGATGATAATGACAGTACCGGGAGAATAAGCTCCGGCTAACTCCGTG---------------------------------

-------------------------------------- 

>HTTFV6402HM24L 
CAGGACGAACGCTGGCGGCGTGCCTAATACATGCAAGTCGAGCGACCGACGGGAGCTTGCTCCCTTAGGTCAGCGGCGGACGGGTGAGTAACACGTGGGTAACCTGCCTGTAAGACT

GGGATAACTCCGGGAAACCGGGGCTAATACCGGATGCTTGATTGAACCGCATGGTTCAATTATAAAAGGTGGCTTTTAGCTACCACTTACAGATGGACCCGCGGCGCATTAGCTAGTT

GGTGAGGTAACGGCTCACCAAGGCGACGATGCGTAGCCGACCTGAGAGGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCC
GCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTTTTCGGATCGTAAAACTCTGTTGTTAGGGAAGAACAAGTACCGTTCGAATAGGGCGGTACCTTGACGGT

ACCTAACCAGAAAGCCACGGCTAACTACGTG-------------------------- 

>HTTFV6402JORZ4 
TTAGTGGCGGACGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCATTGGAGCG

GCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAGGGCTCACCAAGGCTACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGG

AGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGCGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCAGGGACGATAATGACGGTACCT
GCAGAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------------------------------------------------------------------------------- 



C - 71 
 

>HTTFV6402IB089 

CGGCAGACGGGTGCTTGCACCTGGTGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACATGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGATCTA
CGGATGAAAGCGGGGGACCTTCGGGCCTCGCGCTATAGGGTTGGCCGATGGCTGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACG

ACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTC

GGGTTGTAAAGCACTTTTGTCCGGAAAGAAATCCTTGGCTCTAATACAGTCGGGGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG-----------------------------------------------
--------------------------------- 

>HTTFV6402GXH8I 

CATGCAAGTCGAACGGCAGCACGGGGCAACCCTGGTGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACGTGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCG
CATACGACCTAAGGGAGAAAGCGGGGGATCTTCGGACCTCGCGCTATAGGGGCGGCCGATGGCAGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCTGTAGCTGGT

CTGAGAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGTGTGTGA

AGAAGGCCTTCGGGTTGTAAAGCACTTTTGTCCGGAAAGAAAACTTGCGCCCTAATATGGTGCGAGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG------------------------
--------------------------------------------- 

>HTTFV6402GB98M 

GGTGGCGAGTGGCGGAACGGGTGAGTAATACATCGGAACATGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGATCTACGGATGAAAGCGGGGGACCTT
CGGGCCTCGCGCTATAGGGTTGGCCGATGGCTGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACGACCAGCCACACTGGGACTGAG

ACACGGCCCAGACTCCTACGGGAGGCAGCGGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTTGTCC

GGAAAGAAATCCCTTGGCTCTAATACAGCCGGGGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG-----------------------------------------------------------------------------------------
----------- 

>HTTFV6402GGCUO 

CGGGATTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGGACAACTCAGGGAAACTTGAGCTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCATT
GGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCAACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCC

TACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCAGGGACGATAATGACG

GTACCTGCAGAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402FVGEY 

CCTGGCTCAGGATGAACGCTAGCGGCAGGCTTAACACATGCAAGTCGAGGGGTATAGTTTCGGACCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTTTACAGAG

GGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATTATTGAATGGCATCATTTAATAATTAAAGTTCCAACGGTAAAAGATGAGCATGCGTCCCATTAGCTAGATGGTAAGGTA
ACGGCTTACCATGGCGACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGC

GCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACAGGAAGAAACAGTTCTACGTGTAGAACCTTGACGGTACTGTAAGAATAAGGA
TCGGCTAACTCCGTG---------------------------------------- 

>HTTFV6402GPQ6N 

TGCAAGTCGAACGGCAGCACGGGGGCAACCCTGGTGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACGTGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGC
ATACGACCTGAGGGAGAAAGCGGGGGATCTTCGGACCTCGCGCTATAGGGGCGGCCGATGGCAGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCTGTAGCTGGTC

TGAGAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGTGTGTGAA

GAAGGCCTTCGGGTTGTAAAGCACTTTTGTCCGGAAAGAAAACTTCGTCCCTAATATGGATGGAGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG--------------------------
-------------------------------------------- 

>HTTFV6402GKYQ3 

TGCTTAACACATGCAAGTCGAACGAGATCTTCGGATCTAGTGGCGCACGGGTGCGTAACGCGTGGGAATCTGCCCTTGGGTTCGGAATAACAGTTAGAAATGACTGCTAATACCGGAT
GGTGACTTCGGTCCAAAGATTTATCGCCCAAGGATGAGCCCGCGTAGGATTAGGTAGTTGGTGGGGTAAAGGCTCACCAAGCCGACGATCCTTAGCTGGTCTGAGAGGATGATCAGCC

ACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGT

AAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG-------------------------------------------------------------------------------------------------------------- 
>HTTFV6402JOIP1 

CGCTGGCGGCGTGCTTAACACATGCAAGTCGAACGATGAAGCCCTTCGGGGTGGATTAGTGGCGAACGGGTGAGTAACACGTGGGTAATCTGCCCTTCACTCTGGGACAAGCCCTGGA

AACGGGGTCTAATACCGGATACAACCACTGACCGCATGGTCGGGTGGTGGAAAGCTCCGGCGGTGAAGGATGAGCCCGCGGCCTATCAGCTTGTTGGTGAGGTAATGGCTCACCAAG
GCGACGACGGGTAGCCGGCCTGAGAGGGCGACCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATG

CAGCGACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTCAGCAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAGAAGCGCCGGCTAACTACGTG-----------------------

---------------------------------------------- 
>HTTFV6402JKGRP 

GGCTCAGGATGAACGCTAGCGGCAGGCTTAACACATGCAAGTCGAGGGGTAGAGGAAGCTTGCTTCCTGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTGTACAGG

GGGATAGCCCAGAGAAATTTGGATTAATACCCCATAGTATTATTGAGTGGCATCACTTAATTATTAAAGTTCCAACGGTACAAGATGAGCATGCGTCCTATTAGCTAGTTGGTGTGGTA
ACGGCATACCAAGGCTACGATAGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGACAATGGG
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CGCAAGCCTGATCCAGCCATGCCGCGTGCAGGAAGAAGCATCTATGGTGTGTAAACTGCTTTTGTACGGGAAGAAACACCTCTACGTGTAGAGGCTTGACGGTACCGTAAGAATAAGG

ATCGGCTAACTCCGTG---------------------------------------- 
>HTTFV6402FM7HZ 

CGGCAGACGGGTGCTTGCACCTGGTGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACATGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGATCTA

CGGATGGAAGCGGGGGACCTTCGGGCCTCGCGCTATAGGGTTGGCCGATGGCTGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACG
ACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTC

GGGTTGTAAAGCACTTTTGTCCGGAAAGAAATCCTTGGCTCTAATACAGCCGGGGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG-----------------------------------------------

--------------------------------- 
>HTTFV6402IVU7B 

TCCTTCGGGATTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCG

CCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAG
ACTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGGGAAACCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCAGGGACGATAA

TGACGGTACCTGCAGAAGAAGCCCCGGCTAACTTCGTG---------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JKQSK 
GACGGGTTTGATCATGGCTCAGAGCGAACGCTGGCGGCAGGCCTAATACATGCAAGTCGAACGCACCTTCGGGTGAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGG

TTCGGAATAATCCGGGGAAACCTGGCCTAATACCGAATGTGCCCTTCGGGGGAAGGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAA

GGCTACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGCGCAATGGGCGAAAGCCTGACG
CAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGAAGATAATGACGGTACCCGCAGAAGAAGCTCCGGCTAACTTCGTG-----------------------------------

-------------------------------------- 

>HTTFV6402JG8JU 
ATGCAAGTCGAACGGAAAGGCCCTTTCGGGGGTGCTCGAGTGGCGAACGGGTGAGTAACACGTGGGTGATCTGCCCTGCACTTTGGGATAAGCCTGGGAAACTGGGTCTAATACCGG

ATAGGACCATGGCCTGCATGGGTTGTGGTGGAAAGCTTTTGCGGTGTGGGATGGGCCCGCGGCCTATCAGCTTGTTGGTGGGGTGATGGCCTACCAAGGCTTCGACGGGTAGCCGGCC

TGAGAGGGTGTCCGGCCACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGGGGGA
TGACGGCCTTCGGGTTGTAAACCTCTTTCACCATCGACGAAGCCGTAAGGTGACGGTAGGTGGAGAAGAAGCACCGGCCAACTACGTG-------------------------------------------------------------

-------------------------- 

>HTTFV6402ITDBH 
GTTTGATCCTGGCTCAGAGCGAACGCTGGCGGCAGGCCTAAAACATGCAAGTCGAACGGACCCTTCGGGGTTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCG

GAACAACTCAGGGAAACTTGAGCTAATACCGGATGAGCCCTACGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAGAGCCCACCAAGGC
GACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTTAGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAG

CCATGCCGCGTGAATGATGAAGGCCTTAGGATTGTAAAATTCTTTCAGCGGGGACGATAATGACGGTACCCGCAGAAGAAGCTCCGGCTAACTTCGTG-----------------------------------------

----------------------------------- 
>HTTFV6402G9GT8 

CCGAGGCTTAACACATGCAAGTCGAGGGGTATAGGTTTTCGGACCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTTTACAGAGGGATAGCCCAGAGAAATTTGG

ATTAATACCTCATAGCATTATGAACCGGCATCGGTTTATAATTAAAGTCACAACGGTAAAAGATGAGCATGCGTCCCATTAGCTTGTTGGTAAGGTAACGGCTTACCAAGGCAACGAT
GGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGC

CGCGTGGGTGATGAAGGCCCTAGGGTTGTAAAGCCCTTTCGGCGGGGAAGATAATGACGGTACCCGCAGAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------

---------------------------- 
>HTTFV6402G4UCP 

CCTTGGTAGTCTCAGACGAGTCTGATCATGGCTCAGGACGAACGCTGGCGGCGTGCTTAACACATGCAAGTCGAACGATGAACCACCGTTCGGGTGGGATTAGTGGCGAACGGGTGA

GTAACACGTGGGCAATCTGCCCTTCACTTCGGGACAAGCCCTGGAAACGGGGTCTAATACCGGATATCACTTCCATTCGCATGGGTGGGGGTTGAAAGCTCCGGCGGTGAAGGATGAG
CCCGCGGCCTATCAGCTTGTTGGTGAGGTAATGGCTCACCAAGGCGACGACGGGTAGCCGGCCTGAGAGGGCGACCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGA

GGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTCAGCAGGGAAGAAGCGAGAGTGACGGT

ACCTGCAGAAGAAGCGCCGGCTAACTACGTG-------------------------- 
>HTTFV6402IRCHI 

TGCAATCTACCTTTTTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATAATGAGTTGGCATCAACACATTATTAAAGTTCCAACGGTAAAAGATGAGCATGCGTC

CCATTAGCTAGATGGTAAGGTAACGGCTTACCATGGCGACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAG
TGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACAGGAAGAAACAGTTCTACGTGTAGAACCTT

GACGGTACTGTAAGAATAAGGATCGGCTAACTCCGTG---------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402HRQIX 
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GAGCGAACGCTGGCGGCAGGCCTAAAACATGCAAGTCGAACGGACCCTTCGGGGTTAGTGGCAGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCAGAACAACTCAGGGAA

ACTTGAGCTAATACTGAATGAGCCCTACGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTTGTTGGTGAGGTAAAAGCTCACCAAGGCGACGATCAGTAGCTGG
TCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTTAGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATG

ATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGAAGATAATGACGGTACCCGCAGAAGAAGCTCCGGCTAACTTCGTG--------------------------------------------------------------------------

------------------ 
>HTTFV6402HW1TP 

CGGGTGCTTGCACCTGGTGGCGAGTGGCGGAACGGGTGAGTAATACATCGGAACATGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGATCTACGGATG

AAAGCGGGGGACCTTCGGGCCTCGCGCTATAGGGTTGGCCGATGGCTGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACGACCAGC
CACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTG

TAAAGCACTTTTGTCCGGAAAGAAATCCTTGGTTCTAATACAGTCGGGGGATGACGGTACCGGAAGAATAAGGACCGGCTAACTACGTG-----------------------------------------------------------

--------------------------- 
>HTTFV6402GMQ9U 

GGCGAGGCCTAACACATGCAAGTCGAACGGATCCTTCGGGATTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTTGAGCTAATA

CCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCTACGATCAGTAGCTGGTCTGAGAGGATGA
TCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAG

GATTGTAAAATTCTTTCAGCAGGGACGATAATGACGGTACCTGCAGAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------------------------------------------------------

---- 
>HTTFV6402GLW8I 

TAGGTTTTCGACCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTTTTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATTATTGAATGGCATC

ATTTAATAATTAAAGTTCCAACGGTAAAAGATGAGCATGCGTCCCATTAGCTAGTTGGTAAGGTAACGGCTTACCAAGGCAACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCAC
ACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTA

AACTGCTTTTGTACAGGAAGAAACATCTCTACGTGTAGAGACTTGACGGTACTGTAAGAATAAGGATCGGCTAACTCCGTG-----------------------------------------------------------------------------

--------------- 
>HTTFV6402JASQW 

CCCTGGCGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACGTATCCCGTAGGAGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGATCTACGGATGAAAGCGGGGA

CCTTCGGGCCTCGCGCTATAGGGTTGGCCGATGGCTGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACGACCAGCCACACTGGGACT
GAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTT

GTCCGGAAAGAAATCCTTGGCTCTAATACAGTCGGGGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG-----------------------------------------------------------------------------------
--------------- 

>HTTFV6402F9LS1 

GAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTGTACAGGGGGATAGCCCAGAGAAATTTGGATTAATACCCCATAGTATTATTGAGTGGCATCACTTAATTATTAAAG
TTCCAACGGTACAAGATGAGCATGCGTCCTATTAGCTAGTTGGTGTGGTAACGGCACACCAAGGCTACGATAGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACAC

GGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGCAGGAAGAAGCATCTATGGTGTGTAAACTGCTTTTGTACGG

GAAGAAACACCTCTACGTGTAGAGGCTTGACGGTACCGTAAGAATAAGGATCGGCTAACTCCGTG------------------------------------------------------------------------------------------------------------ 
>HTTFV6402I89IU 

GAGCGAACGCTGGCGGCAGGCCTAATTATATGCAAGTCGAACGCACCTTCGGGTGAGTGGCGGACGAGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAATAATCCGGGGAAA

CCTGGCCTAAAACCGGATAAGCCCTTCGGGGGAAAGATTTATCGCCAGAGGAGCGGCCCGCGGCTGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCTACGATCAGTAGCTGG
TCCGAGAGGATGATCAGCCACGCTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATG

ATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGAAGATAATGACGGTACCCGCAGAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------

------------------- 
>HTTFV6402G1NIP 

CGCGTGGCGAGGCCTAACACATGCAAGTCGAACGGATCCTTCGGGATTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTCCGGAACAACTCAGGGAAACTTGAGC

TAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCTACGATCAGTAGCTGGTCTGAGAG
GATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGT

CTTAGGATTGTAAAATTCTTTCAGCAGGGACGATAATGACGGTACCTGCAGAAGAAGCTCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------

--------- 
>HTTFV6402HVIIZ 

CGGCATGCCTAACACATGCAAGTCGAACGAGACCTTCGGGTCTAGTGGCGCACGGGTGCGTAACGCGTGGGAATCTGCCCTTGGGTTCGGAATAACACAGAGAAATTTGTGCTAATAC

CGGATGATGTCTTCGGACCAAAGATTATCGCCCAGGGATGAGCCCGCGTAGGATTAGGTAGTTGGTGGGGTAATGGCCCACCAAGCCGACGATCCTTAGCTGGTCTGAGAGGATGATC
AGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGG
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GTTGTAAAGCTCTTTTACCAGGGATGATAATGACGGTACCCGTAGAAGAAGCTCCGGCTAACTTCGTG--------------------------------------------------------------------------------------------------------

-- 
>HTTFV6402GOLE4 

TCCTGGCTCAGAGCGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGAACGGATCCTTCGGGATTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACA

ACTCAGGGAAACTTGAGCTAATACCGGATGTGCCTTTCGGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGACGAT
CAGTAGCTGGTCTGAGAGGATGATCAGCCACATTGGGACTGAGACACGGCCCAAACTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGC

CGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCACCGGGGACGATAATGACGGTACCCGGAGAAGAAGCCCCGGCTAACTTCGTG-----------------------------------------------------

----------------------------- 
>HTTFV6402IT6YM 

GTGGAGCTTGCTCCCTGATGTTAGCGGCGGACGGGTGAGTAACACGTGGGTAACCTGCCTGTAAGATTGGGATAACTCCGGGAAACCGGGGCTAATACCGGATGCTTGTTTGAACCGC

ATGGTTCAAATATAAAAGGTGGCTTTTAGCTACCACTTACAGATGGACCCGCGGCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCAACGATGCGTAGCCGACCTGAGAGGG
TGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTTT

TCGGATCGTAAAGCTCTGTTGTTAGGGAAGAACAAGTACCGTTCGAATAGGGCGGTACCTTGACGGTACCTGACCAGAAAGCCACGGCTAACTACGTG-----------------------------------------

---------------------------------- 
>HTTFV6402JAUAL 

GGCTCAGATTGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGAGCGGATGATGGAGCTTGCTCCCGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTG

GGGGACAACGTTTCGAAAGGAACGCTAATACCGCATACGTCCTACGGGAGAAAGCAGGGGACCTTCGGGCCTTGCGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGT
AAAGGCCTACCAAGGCGACGATCCGTAACTGGTCTGAGAGGATGATCAGTCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGG

CGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGTCTTCGGATTGTAAAGCACTTTAAGTTGGGAGGAAGGGCAGTAAGTTAATACCTTGCTGTTTTGACGTTACCAACAGAA

TAAGCACCGGCTAACTTCGTG------------------------------------ 
>HTTFV6402JU3FB 

GTCGGACGGCAGCGCGGGGGCAACCCTGGCGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACGTGTCCTGGAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATAC

GCTCTGAGGAGGAAAGCGGGGGACCTTCGGGCCTCGCGCTCAAGGAGCGGCCGATGGCGGATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCCGTAGCTGGTCTGAG
AGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGTGTGTGAAGAA

GGCCTTCGGGTTGTAAAGCACTTTTGTCCGGAAAGAAAACCTTGTGGCGAATAACCATGAGGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG--------------------------------

------------------------------------------- 
>HTTFV6402FWNWU 

TTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGGATGTGCCCTTCGGGGAAAGATTTATCGCCATTGGAGCG
GCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGG

AGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGAAGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGACGATAATGACGGTACCC

GCAGAAGAAGCCCCGGCTAACTTCGTG--------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402JOK51 

GATCCTGGCTCAGGATGAACGCTAGCGGCAGGCTTAACACATGCAAGTCGAGGGGTATAGTTTCGGACCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTGCCTTGTACT

GGGGGATAGCCCAGAGAAATTTGGATTAATACCCCATAGTATAATGAATCTGCATGGATTTATTATTAAAGTTCCAACGGTACAAGATGAGCATGCGTCCTATTAGCTAGTTGGTGTG
GTAACGGCATACCAAGGCGACGATAGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATG

GGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGAAGACGGTCCTATGGATTGTAAACTGCTTTTGTACGGGAAGAAACACTCCTACGTGTAGGAGCTTGACGGTACCGTAAGAATA

AGGATCGGCTAACTCCGTG------------------------------------- 
>HTTFV6402JM0BX 

GAGCTTGCTCCTGAAGGTTAGCGGCGGACGGGTGAGTAACACGTGGGCAACCTGCCTGTAAGACTGGGATAACTTCGGGAAACCGGAGCTAATACCGGATAATCCTTTTCCTCTCATG

AGGGAAAGCTGAAAGACGGTTTCGGCTGTCACTTACAGATGGGCCCGCGGCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCGACGATGCGTAGCCGACCTGAGAGGGTGA
TCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGCGAAGAAGGCCTTC

GGGTCGTAAAGCTCTGTTGTTAGGGAAGAACAAGTATCGGAGTAACTGCCGGTACCTTGACGGTACCTAACCAGAAAGCCACGGCTAACTACGTG-----------------------------------------------

--------------------------------- 
>HTTFV6402IWLUZ 

GTAACACGTGGGTAACCTGCCTGTAAGACTGGGATAACTCCGGGAAACCGGGGCTAATACCGGATGCTTAATTGAACCGCATGGTTCAATTATAAAAGGTGGCTTCGGCTACCACTTA

CAGATGGACCCGCGGCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCAACGATGCGTAGCCGACCTGAGAGGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTC
CTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTTTTCGGATCGTAAAACTCTGTTGTTAGGGAAGAACAAGTA

CCGTTCGAATAGGGCGGTACCTTGACGGTACCTAACCAGAAAGCCACGGCTAATTACGTG------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402I77M4 
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GACGAGTTTGATCATGGCTCAGAGCGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGAACGGATCCTTCGGGATTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTT

GGTTCGGAACAACTCAGGGAAACTTGAGCTAATACCGGATGTGCCCTTCGGGGAAAGATTTATCGCCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCA
AGGCTACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGAC

GCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCGGGGACGATAATGACGGTACCTGCAGAAGAAGCCCCGGCTAACTTCGTG---------------------------------

--------------------------------------- 
>HTTFV6402JOAI2 

GGGAAAGCTGAAAGATGGCGTCAAGCTATCACTTATAGATGGGCCCGCGGCGCATTAGCTAGTTGGTGAGGTAATGGCTCACCAAGGCGACGATGCGTAGCCGACCTGAGAGGGTGA

TCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAACGATGAAGGCCTTCG
GGTCGTAAAGTTCTGTTGTTAGGGAAGAACAAGTACCGGAGTAACTGACGGTACCTTGACGGTACCTAACCAGAAAGCCACGGCTAACTACGTG-------------------------------------------------

----------------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402INMD1 
CGGAACGTGTCCTGGAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGCTCTATGGAGGAAAGGGGGGGATCGCAAGACCTCTCGCTCAAGGGGCGGCCGATGGCA

GATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCTGTAGCTGGTCTGAGAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGT

GGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTTGTCCGGAAAGAAAACCTCTGCCCTAATACGGCGGGG
GGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG-------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402H6ITV 

GATCATGGCTCAGGATGAACGCTAGCGGCAGGCTTAACACATGCAAGTCGAGGGGTATAGGTTTTCGGACCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTTTA
CAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATAATGAGTTGGCATCAACACATTATTAAAGTTCCAACGGTAAAAGATGAGCATGCGTCCCATTAGCTAGATGGTA

AGGTAACGGCTTACCATGGCGACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAA

TGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACAGGAAGAAACAGTTCTACGTGTAGAACCTTGACGGTACTGTAAGAAT
AAGGATCGGCTAACTCCGTG----------------------------------- 

>HTTFV6402IOEW3 

TTACGACTCGGCATCGAGATGTAATTAAAGTCACAACGGTAAAAGATGAGCATGCGTCCCATTAGCTAGTTGGTAAGGTAACGGCTTACCAAGGCAACGATGGGTAGGGGTCCTGAG
AGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACG

GTCCTATGGATTGTAAACTGCTTTTGTACGAGAAGAAACACTCCTACGTGTAGGAGCTTGACGGTATCGTAAGAATAAGGATCGGCTAACTCCGTG----------------------------------------------

------------------------------------------------------------------------------------------------------------------------------------------------------ 
>HTTFV6402FXQTI 

GCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTGGGGGACAACGTTTCGAAAGGAACGCTAATACCGCATACGTCCTACGGGAGAAAGCAGGGGACCTTCGGGCCTTG
CGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCCGTAACTGGTCTGAGAGGATGATCAGTCACACTGGAACTGAGACACGGTCC

AGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGTCTTCGGATTGTAAAGCACTTTAAGTTGGGAGGAA

GGGCAGTAAGTTAATACCTTGCTGTTTTGACGTTACCAACAGTATAAGCACCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------- 
>HTTFV6402F8BYZ 

CCATTGGAGCGGCCCGCGTCTGATTAGCTAGTTGGTGAGATAAGGCTCACCAAGGCTACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGA

CTCCTACGGGAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCAGGGACGATAAT
GACGGTACCTGCAGAAGAAGCCCCGGCTAACTACGTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------

----------------------------------------------------------------------------------------- 

>HTTFV6402HFT5P 
TAAGGGGGTATAGGTTTTCGGACCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTTTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATAGT

ACAACCGCATGGTTGAACTATTAAAGTTCCAACGGTAAAAGATGAGCATGCGTCCCATTAGCTTGTTGGTAAGGTAACGGCTTACCAAGGCGACGATGGGTAGGGGTCCTGAGAGGG

AGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCC
TATGGATTGTAAACTGCTTTTGTACAGGAAGAAACAGTTCTACGTGTAGAACCTTGACGGTACTGTAAGAATAAGGATCGGCTAACTCCGTG------------------------------------------------------

---------------------------- 

>HTTFV6402FJSVC 
CGGGGGTACTCGAGTGGCGAACGGGTGAGTAACACGTGGGTAATCTGCCCTGCACTTCGGGATAAGCCTGGGAAACTGGGTCTAATACCGGATAGGACCATTTAGCGCATGCTTTATG

GTGGAAAGCTTTTGCGGTGTGGGATGGGCCCGCGGCCTATCAGCTTGTTGGTGGGGTGACGGCCTACCAAGGCGACGACGGGTAGCCGGCCTGAGAGGGTGTCCGGCCACACTGGGA

CTGAGATACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGGGGGATGACGGCCTTCGGGTTGTAAACCTCTT
TCAGCAGGGACGAAGCGCAAGTGACGGTACCTGCAGAAGAAGCCCCGGCTAACTACGTG------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402HDKVY 

GGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGATCTACGGATGAAAGCGGGGGATCTTCGGACCTCGCGCTATAGGGTTGGCCGATGGCTGATTAGCTAGTTGGTGGG
GTAAAGGCCTACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAAT
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GGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTTGTCCGGAAAGAAATCCTTGGCTCTAATACAGCCGGGGGATGACGGTACCGGA

AGAATAAGCACCGGCTAACTACGTG------------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402JM2K8 

CGGGGGATCTTTCGGGACCTCGCGCTCAAGGGGCGGCCGATGGCAGATTAGGTAGTTGGTGGGGTAAAGGCCTACCAAGCCGACGATCTGTAGCTGGTCTGAGAGGACGACCAGCCA

CACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTA
AAGCACTTTTGTCCGGGAAGAAATCCCTTTCGTTAATACCGGAGGGGGATGACGGTACTGGAAGAATAAGCACCGGCTAACTACGTG---------------------------------------------------------------

---------------------------------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402JUHEI 
CGGGTGCTTGCACCTGGTGGCGAGTGGCGGAACGGGTGAGTAATACATCGGAACATGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGATCTACGGATG

AAAGCGGGGGACCTTCGGGCCTCGCGCTATAGGGTTGGCCGATGGCTGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACGACCAGC

CACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTG
TAAAGCACTTTTGTCCGGAAAGAAATCCTTGGTTCTAATATAGCCGGGGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG-----------------------------------------------------------

--------------------------- 

>HTTFV6402F22CT 
CGGGGTGGATTAGTGGCGAACGGGTGAGTAACACGTGGGCAATCTGCCCTTCACTCTGGGACAAGCCCTGGAAACGGGGTCTAATACCGGATACCACTCCTTCTCGCATGGGAAGGG

GTTGAAAGCTCCGGCGGTGAAGGATGAGCCCGCGGCCTATCAGCTTGTTGGTGAGGTAGTGGCTCACCAAGGCGACGACGGGTAGCCGGCCTGAGAGGGCGACCGGCCACACTGGGA

CTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTT
TCAGCAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAGAAGCGCCGGCTAACTACGTG-------------------------------------------------------------------------------------------------------------------- 

>HTTFV6402FIHFN 

TTATGAACCGGCATCGGTTTATAATTAAAGTCACAACGGTAAAAGATGAGCATGCGTCCCATTAGCTTGTTGGTAAGGTAACGGCTTACCAAGGCAACGATGGGTAGGGGTCCTGAGA
GGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGATGACGG

TCCTATGGATTGTAAACTGCTTTTGTACAGGAAGAAACAGTTCTACGTGTAGAACCTTGACGGTACTGTAAGAATAAGGATCGGCTAACTCCGTG-------------------------------------------------

--------------------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402FRP25 

GTTTGATCATGGCTCAGAATGAACGCTGGCGGCATGCCTAACACATGCAAGTCGAACGAAGCCTTCGGGCTTAGTGGCGCACGGGTGGCGTAACGCGTGGGAATCTGCCCTTGGGTTC

GGAATAACAGCGAGAAATTGCTGCTAATACCGGATGATGACGTAAGTCCAAAGATTTATCGCCCAAGGATGAGCCCGCGTAGGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGG
CGACGATCCTTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCA

GCAATGCCGCGCGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCCGGGATGATAATGACAGTACCGGGAGAATAAGCTCCGGCTAACTCCGTG---------------------------------------
------------------------------------ 

>HTTFV6402JFFXR 

CTGGCGGCATGCCTTACACATGCAAGTCGAACGGCAGCACGGGGGCAACCCTGGTGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACGTGTCCTGTAGTGGGGGATAGCCCGGC
GAAAGCCGGATTAATACCGCATACGATCTACGGAAGAAAGCGGGGGATCCTTCGGGACCTCGCGCTATAGGGGCGGCCGATGGCAGATTAGCTAGTTGGTGGGGTAAAGGCCTACCA

AGGCGACGATCTGTAGCTGGTCTGAGAGGACGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGAT

CCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTTGTCCGGAAAGAAAACCTACCTGTTAATACCGGGTGGGGATGACGGTACCGGAAGAATAAGCACCGGC
TAACTACGTG------------------------------------------------ 

>HTTFV6402FT0GV 

CGGAACGTGCCCTGTAGTGGGGGATAACTAGTCGAAAGATTAGCTAATACCGCATACGACCTGAGGGTGAAAGTGGGGTACCACAAGGCCTCATGCTATAGGAGCGGCCGATGTCTG
ATTAGCTAGTTGGTGGGGTAAAGGCCCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTG

GGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGTGAGTGAAGAAGGCCTTCGGGTTGTAAAGCTCTTTTGGTCGGGAAGAAAGGGTTTCCTTGAATACGGGAGATC

TGTGACGGTACCGGCAGAATAAGCACCGGCTAACTACGTG-------------------------------------------------------------------------------------------------------------------------------------- 
>HTTFV6402I2MXB 

CTTGCACTGGTGGCGAGTGGCGAACGGGTGAGTAGTACATCGGAACATGTCCTGTAGTGGGGGATAGCCCGGCGAAAGCCGGATTAATACCGCATACGATCTACGGATGAAAGCGGG

GGACCTTCGGGCCTCGCGCTATAGGGTTGGCCGATGGCTGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACGACCAGCCACACTGG
GACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCAC

TTTTGTCCGGAAAGAAATCCTTTGGCTCTAATACAGCCGGGGGATGACGGTACCGGAAGAATAAGCACCGGCTAACTACGTG--------------------------------------------------------------------------

------------------- 
>HTTFV6402IFCUP 

AGATGGGAGCTTGCTCCCTGATGTTAGCGGCGGACGGGTGAGTAACACGTGGGTAACCTGCCTGTAAGACTGGGATAACTCCGGGAAACCGGGGCTAATACCGGATGGTTGTTTGAAC

CGCATGGTTCAAACATAAAAGGTGGCTTCGGCTACCACTTACAGATGGACCCGCGGCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCAACGATGCGTAGCCGACCTGAGA
GGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTTCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGATGAAG
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GTTTTCGGATCGTAAAACTCTGTTGTTAGGGAAGAACAAGTACCGTTCGAATAGGGCGGTACCTTGACGGTACCTAACCAGAAAGCCACGGCTAACTACGTG---------------------------------

---------------------------------------- 
>HTTFV6402G1NN2 

CGAGTTTGATCATGGCTCAGAACGAACGCTGGCGGCATGCCTAACACATGCAAGTCGAACGGACCCTTCGGGGTCAGTGGCGCACGGGTGCGTAACGCGTGGGAATCTGCCCTCTGGT

ACGGAATAACTCAGGGAAACTTGAGCTAATACCGTATAATGACTTCGGTCCAAAGATTTATCGCCTGAGGATGAGCCCGCGTCGGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAG
GCGACGATCCGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCC

AGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCCGGGATGATAATGACAGTACCGGGAGAATAAGCCCCGGCTAACTCCGTG-------------------------------------

------------------------------------ 
>HTTFV6402HX3F2 

TAATGAATCTGCATGGATTTATTATTAAAGTTCCAACGGTACAAGATGAGCATGCGTCCTATTAGCTAGTTGGTGTGGTAACGGCATACCAAGGCGACGATAGGTAGGGGTCCTGAGA

GGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTGCAGGAAGACG
GTCCTATGGATTGTAAACTGCTTTTGTACGGGAAGAAACACTCCTACGTGTAGGAGCTTGACGGTACCGTAAGAATAAGGATCGGCTAACTCCGTG----------------------------------------------

------------------------------------------------------------------------------------------------------------------------------------------------------ 

>HTTFV6402HHJJ4 
TTAGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCCTTTGGTTCGGGACAACTCAGGGAAACTTGAGCTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCATTGGAGC

GGCCCGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGG

GAGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCAGCAGGGACGATAATGACGGTACC
TGCAGAAGAAGCCCCGGCTAACTTCGTG-------------------------------------------------------------------------------------------------------------------------------------------------- 

BJN 

>HTTFV6402F47W5 

CCTGGCTCAGAACGAACGCTGGCGCATGCCTAACACATGCAAGTCGAACGAACCCGTTCGGGGTTAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCTTTAGGTTCGGAATAA

CAGTTAGAAATGACTGCTAATACCGGATAATGTCTTCGGACCAAAGATTTATCGCCTTTAGATGGGCCCGCGTTAGATTAGATAGTTGGTGGGGTAATGGCCTACCAAGTCGACGATCT
ATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCTCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCG

CGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG 

>HTTFV6402F8557 

GTATGCAATCTACCTTGTACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATGGTATTATGAAATGGCATCATTTTATAATTAAAGTTCCAACGGTACAAGATGAGCATGGC

GTCCCATTAGTTAGTTGGTAAGGTAACGGCTTACCAAGACGATGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAG
CAGTGAGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGCAGGAAGACGGCCCTATGGGTTGTAAACTGCTTTTATACAGGAAGAAACACCGCTACGTGTAGCG

GCTTGACGGTACTGTAGGAATAAGGATCGGCTAACTCCGTG 

>HTTFV6402FJAPK 
CACTTACAGATGGGCCCGCGGCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCAACGATGCGTAGCCGACCTGAGAGGGTGATCGGCCACACTGGGACTGAGACACGGCCC

AGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGCGATGAAGGCCTTCGGGTCGTAAAGCTCTGTTGTCAGGGAAGAA

CAAGTACCGGAGTAACTGCCGGTACCTTGACGGTACCTGACCAGAAAGCCACGGCTAACTACGTG 
>HTTFV6402FM6C4 

CTACGAACGAACGACCTGGCGGCATGCCTAACACATGCAAGTCGAACGAACCCTTCGGGGTTAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCTTTAGGTTCGGAATAACAG

TTAGAAATGACTGCTAATACCGGATAATGTCTTCGGACCAAAGATTTATCGCCTTTAGATGGGCCCGCGTTAGATTAGATAGTTGGTGGGGTAATGGCCTACCAAGTCGACGATCTATA
GCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGT

GAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG 

>HTTFV6402FMEV0 
GGATGAACGCTAGCGGCAGGCTTAACACATGCAAGTCGAGGGGTAGAGAAAGCTTGCTTTCTTGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTTCACAAAGGGAT

AGCCCAGAGAAATTTGGATTAATACCTTATAGTAATACGACTTGGCATCAAGATGTATTTAAAGATTTATCGGTGAAAGATGAGCATGCGTCCCATTAGCTAGTTGGTATGGTAACGG

CATACCAAGGCTACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGACAATGGGCGCA
AGCCTGATCCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTATACAGGAAGAAACACCTCTACGTGTAGAGACTTGACGGTACTGTAAGAATAAGGATCG

GCTAACTCCGTG 

>HTTFV6402G1P4F 
CCTTTGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTGTTCAAAGGGATAGCCCAGAGAAATTTGGATTAATACCTTATAGTACTATAAAGTGGCATCGGGGATTTAA

TAATTAAAGATTTATCGGAACAAGATGAGCATGCGTCCCATTAGCTAGTTGGTATGGTAACGGCATACCAAGGCAATGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTA
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CTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGCAGGAAGACGGTCCTATGGATTGTAAACTGCT

TTTATACAGGAAGAAACACCCCGACGTGTCGGGACTTGACGGTACTGTAGGAATAAGGATCGGCTAACTCCGTG 
>HTTFV6402G5VOB 

GACGAGTTTGATCCTGGCTCAGAACGAACGCTGGCGGCATGCCTAACACATGCAAGTCGAGCGAACCCTTCGGGGTTAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCTTTAG

GTTCGGAATAACAGTTAGAAATGACTGCTAATACCGGATAATGTCTTCGGACCAAAGATTTATCGCCTTTAGATGGGCCCGCGTTAGATTAGATAGTTGGTGGGGTAATGGCCTACCA
AGTCGACGATCTATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGAT

CCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG 

>HTTFV6402G7X6W 
CCTAACACATGCAAGTCGAACCGAACCCGTTCGGGGTTAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCTTTAGGTTCGGAATAACAGTTAGAAATGACTGCTAATACCGGAT

AATGTCTTCGGACCAAAGATTTATCGCCTTTAGATGGGCCCGCGTTAGATTAGATAGTTGGTGGGGTAATGGCCTACCAAGTCGACGATCTATAGCTGGTCTGAGAGGATGATCAGCC

ACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGT
AAAGCTCTTTTACCAGGGATGATAATGACGGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG 

>HTTFV6402GAVE1 

GGCGGCATGCCTAACACATGCAAGTCGAACGAACCCTTCGGGGTTAGTGGCGCACGGGTGCGTAACGCGTGGGTACCTGCCTTTAGGTTCGGAATAACAGTTAGAAATGACTGCTAAT
ACCGGATAATGTCTTCGGACCAAAGATTTATCGCCTTTAGATGGGCCCGCGTTAGATTAGATAGTTGGTGGGGTAATGGCCTACCAAGTCGACGATCTATAGCTGGTCTGAGAGGATG

ATCAGCCACACTGGGACTGAGACACGGCCCAGACTCTTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTA

GGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG 
>HTTFV6402GI4MC 

GGATGAACGCTAGCGGCAGGCTTAACACATGCAAGTCGAGGGGTATAGAGAGCTTGCTCTCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTTCACAGAGGGAT

AGCCCAGAGAAATTTGGATTAATACCTCATAGTATTATAGAATGGCATCATTTTATAATTAAAGTCACAACGGTGAAAGATGAGCATGCGTCCCATTAGCTAGTTGGTAAGGTAACGG
CTTACCAAGGCCACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGACGCAA

GTCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTTTGTACAGGAAGAAACCGCTCTACGTGTAGAGCCTTGACGGTACTGTAAGAATAAGGATCGG

CTAACTCCGTG 
>HTTFV6402GNLWT 

CATGCAAGTCGAGCGGTAGAGAGAAGCTTGCTTCTCTTGAGAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCTGGTAGTGGGGGATAACGTTCGGAAACGGACGCTAATACCG

CATACGTCCTACGGGAGAAAGCAGGGGACCTTCGGGCCTTGCGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAATGGCTCACCAAGGCGACGATCCGTAACTGGTC
TGAGAGGATGATCAGTCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAA

GAAGGTCTTCGGATTGTAAAGCACTTTAAGTTGGGAGGAAGGGCAGTAAATTAATACTTTGCTGTTTTGACGTTACCGACAGAATAAGCACCGGCTAACTCTGTG 
>HTTFV6402GSU0Y 

GACGAGTTTGATCCGGCTCAGAACGAACGCTGCGGCATGCCTAACACATGCAAGTCGAACGAACCCTTCGGGGTTAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCTTTAGGT

TCGGAATAACAGTTAGAAATGACTGCTAATACCGGATAATGTCTTCGGACCAAAGATTTATCGCCTTTAGATGGGCCCGCGTTAGATTAGATAGTTGGTGGGGTAATGGCCTACCAAG
TCGACGATCTATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCC

AGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG 

>HTTFV6402GT0HY 
TTTTCGGATGATGAGACCCGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTTCACAAAGGGATAGCCCAGAGAAATTTGGATTAATACCTTATAGTATAGCAGTCTCGCATGAGA

CCACTATTAAAGATTTATCGGTGAAAGATGAGCATGCGTCCCATTAGCTAGTTGGTATGGTAACGGCATACCAAGGCTACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTG

GTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACT
GCTTTTATACGAGAAGAAACACTCCTTCGTGAAGGAGCTTGACGGTATCGTAAGAATAAGGATCGGCTAACTCCGTG 

>HTTFV6402GTF9K 

CATGCAAGTCGAACGGAAAGGCCCCTTTGGGGGTGCTCGAGTGGCGAACGGGTGAGTAACACGTGGGTGATCTGCCCTGCACTCTGGGATAAGCCTGGGAAACTGGGTCTAATACCG
GATAGGACCGCATGCTGCATGGTGTGTGGTGGAAAGCTTTTGCGGTGTGGGATGGGCCCGCGGCCTATCAGCTTGTTGGTGGGGTGATGGCCTACCAAGGCTTCGACGGGTAGCCGGC

CTGAGAGGGTGTCCGGCCACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGGGGG

ATGACGGCCTTCGGGTTGTAAACCTCTTTCACCATCGACGAAGCCGCAAGGTGACGGTAGGTGGAGAAGAAGCACCGGCCAACTACGTG 
>HTTFV6402H1ID0 

TTGCTACCTGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCCGATAGTGGGGGACAACGTTTCGAAAGGAACGCTAATACCGCATACGTCCTACGGGAGAAAGCAGGG

GACCTTCGGGCCTTGCGCTATCGGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAAAGGCTCACCAAGGCGACGATCCGTAACTGGTCTGAGAGGATGATCAGTCACACTGGAA
CTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGTCTTCGGATTGTAAAGCACTT

TAAGCTGGGAGGAAGGGCAGTAAGTTAATACCTTGCTGTTTTGACGTTACCAGCAGAATAAGCACCGGCTAACTTCGTG 

>HTTFV6402H3T8S 
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CGGGTTAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCTTTAGGTTTCGGAATAACAGTTAGAAATGACCGCTAATACCGGATAATGTCTTCGGACCAAAGATTTATCGCCTTT

AGATGGGCCCGCGTTAGATTAGATAGTTGGTGGGGTAATGGCCTACCAAGTCGACGATCTATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCT
ACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAG

TACCTGGAGAATAAGCTCCGGCTAACTCCGTG 

>HTTFV6402HN49S 
CCTGGCGGCATGCCTAACACATGCAAGTCGAACGAACCCTTCGGGGTTAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCTTTAGGTTCGGAATAACAGTTAGAAATGACTGCT

AATACCGGATAATGTTTTCGGACCAAAGATTTATCGCCTTTAGATGGGCCCGCGTTAGATTCGATAGTTGGTGGGGTAATGGCCTACCAAGTCGACGATCTATAGCTGGTCTGAGAGG

ATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGC
CTTAGGGTTGTAAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG 

>HTTFV6402HQIRC 

TGCCTAACACATGCAAGTCGAACGAACCCTTCGGGGTTAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCTTTAGGCTCGGAATAACAGTTAGAAATGACTGCTAATACCGGAT
AATGTCTTCGGACCAAAGATTTATCGCCTTTAGATGGGCCCGCGTTAGATTAGATAGTTGGTGGGGTAATGGCCTACCAAGTCGACGATCTATAGCTGGTCTGAGAGGATGATCAGCC

ACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGT

AAAGCTCTTTTACCAGGGATGATAATGACAGTACCTGGAGAATAAGCTCCGGCTAACTCCGTG 
>HTTFV6402HZPJW 

CGGGTGAAAGATTTATCGCCCCTAGATGGGCCCGCGTTGGATTAGCTAGTTGGTGGGGTAAAAGCTCACCAAGGCGACGATCCATAGCTGGTCTGAGAGGATGATCAGCCACACTGGG

ACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCT
TTCGCCAGGGAAGATAATGACGGTACCTGGATAAGAAGCCCCGGCTAACTTCGTG 

>HTTFV6402IV2ZH 

CGGGTTAGTGGCGCACGGGTGCGTAACGCGTGGGAACCTGCCTTTAGGTTCGGAATAACAGTTAGAAATGACTGCTAATACCGGATAATGTCTTCGGACCAAAGATTTATCGCCTTTA
GATGGGCCCGCGTTAGATTAGATAGTTGGTGGGGTAATGGCCTACCAAGTCGACGATCTATAGCTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTA

CGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCATGGATGATAATGACAGT

ACCTGGAGAATAAGCTCCGGCTAACTCCGTG 
>HTTFV6402JFA0E 

GGTGGCGACCGGCGCGACGGGTGCGTAACGCGTATACAATCTACCTGTAGAGGGAATAGCCCAGAGAAATTTGGATTAATGCCCCATAGTATTATGAAATAGCATTATTTTATAATTA

AAGATTTATCGGAACAAGATGAGCATGCGTCCCATTAGCTAGTTGGTATGGTAACGGCATACCAAGGCAATGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAG
ACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGCAGGAAGACGGTCCTATGGATTGTAAACTGCTTTTAT

ACAGGAAGAAACACCCCGACGTGTCGGGACTTGACGGTACTGTAGGAATAAGGATCGGCTAACTCCGTG 
>HTTFV6402JL3I0 

CTCTCTAGAGACCGGCGCACGGGTGCGTAACGCGTATGCAATCTACCTTTCACAGAGGGATAGCCCAGAGAAATTTGGATTAATACCTCATAGTATTATAGAATGGCATCATTTTATAA

TTAAAGTCACAACGGTGAAAGATGAGCATGCGTCCCATTAGCTAGTTGGTAAGGTAACGGCTTACCAAGGCAACGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACT
GAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGACGCAAGTCTGAACCAGCCATGCCGCGTGCAGGATGACGGTCCTATGGATTGTAAACTGCTTT

TGTACAGGAAGAAACCGCTCTACGTGTAGAGCCTTGACGGTACTGTAAGAATAAGGATCGGCTAACTCCGTG 

>HTTFV6402JQ7BH 
GGGATAGCCCAGAGAAATTTGGATTAATACCTTATAGTATTATAAAATGGCATCATTTAATAATTAAAGATTTATCGGAACAAGATGAGCATGCGTCCCATTAGCTAGTTGGTATGGTA

ACGGCATACCAAGGCAATGATGGGTAGGGGTCCTGAGAGGGAGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAGGAATATTGGACAATGGG

CGCAAGCCTGATCCAGCCATGCCGCGTGCAGGAAGACGGTCCTATGGATTGTAAACTGCTTTTATACAGGAAGAAACACCCCGACGTGTCGGGACTTGACGGTACTGTAGGAATAAGG
ATCGGCTAACTCCGTG 
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