Intraspecific and intragenomic variation as measured from the dual control
regions of the Western Cottonmouth, Agkistrodon piscivorus leucostoma
mitochondrial genome

Dallas Lee Flickinger

Major Professor Dr. A Bruce Cahoon

Professor, Department of Biology

Thesis Committee:

Dr. Ashley Morris and Dr. Brian Miller

Middle Tennessee State University
Murfreesboro, Tennessee

December 2013



Dedicated to Dr. Dallas Alston and Denny Guritza, who told me to take a step
outside the box.



Acknowledgements

| thank Dr. Bruce Cahoon for mentoring me through my years in graduate school as he has
helped me through the most adverse moments, he has shown patience somehow, and has
been a great influence on my work ethic. | thank my committee, Dr. Ashley Morris and Dr.
Brian Miller for their knowledge and their input. | thank Chris Davis and Dr. Matthew Elrod-
Erickson for their invaluable input during the process of my revisions. | would also like to
thank my parents, Michael and Sandi Flickinger for their advice and support throughout my
academic career. | would finally like to thank my two brothers, Chris and Will, my many
friends back home in Kansas and lllinois, my friends here in Tennessee, and friends and

family in Brazil.



Abstract

Snake mitochondrial genomes have the unusual feature of dual control regions. Control
regions are intergenic areas that are responsible for DNA replication and transcription
initiation. Although they are functional, they do not code for protein, and it is hypothesized
that these regions can sustain greater rates of mutation than other parts of the genome.
Despite this assumption, there are no published studies that compare control regions from
multiple individuals from a population. In this study, | successfully sequenced both control
regions from individual cottonmouth snakes (Agkistrodon piscivorus leucostoma) collected
from a single, large, interbreeding population living within a 20-mile radius near Caddo
Lake, Texas. The dual control regions within this population showed three polymorphisms at
paralogous bases within the two control regions. There were also two indels found only in
control region 2. These polymorphisms could be grouped into eight haplogroups,
suggesting the control regions may sustain a high level of mutation and would be an
appropriate marker for future biogeography or population genetic studies. When the two
control regions from individuals were compared, several instances were found where a
polymorphism in one control region disagreed with the paralogous base in the other control
region. These results suggest homologuos recombination may be a slow or random process

or that the two regions are beginning the process of divergence.
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CHAPTER |

INTRODUCTION



The Mitochondrial Genome

The vertebrate mitochondrial (mt) genome is commonly used to measure
evolutionary divergence and variation among and within species, and to study genomic
structure and function using protein-coding genes. Conservation of genome size,
consistent gene content, and a lack of introns or intergenic spacers in vertebrate
mitochondrial genomes are generally interpreted as evidence that these genomes are
under selection for small size (Schirtzinger et al. 2012). From a technical standpoint, mtDNA
is an attractive sequencing target for vertebrates because it is ubiquitously distributed
among most cells, is easy to isolate and assay, and has a simple genetic structure of 15-20
kb lacking complicated components such as long tracts of repetitive DNA, transposable
elements, pseudogenes, and introns.

There is a strong selective pressure to maintain gene function in the mitochondria,
so mtDNA has a highly conserved gene order (synteny) and gene composition among
vertebrates. Even so, it is a useful indicator of variation if changes in nucleotide sequences
of protein-coding genes or intergenic regions are compared (Rokas et al. 2003). It can also
be used as an indicator of intra-specific variation by comparing nucleotide sequences from
individuals and defining single base changes, aka single nucleotide polymorphisms (SNPs).

SNPs have been used to measure divergence within a population, define differences
between alleles, and to identify DNA-linked diseases (Finger et al. 2009; Fridjonsson et al.

2011). They are detected by sequencing a single locus from multiple individuals of a species



or population and identifying groups of individuals with a single base change at a specific
site (Williams et al. 1990). The term SNP has been used to define single base length
differences in population studies (Eberhard et al. 2001). These SNPs are known as
insertions/deletions (in/dels) and are thought to occur frequently at single nucleotide
tandem repeats (Eberhard et al. 2001).

In spite of the conservation of gene function necessary for mitochondria, mtDNA
mutations can arise and disseminate at a relatively rapid rate due to asexual fission. For
instance, a new heritable mutation within a mitochondrial genome can arise within the
lifespan of an individual and be passed to offspring without meiotic recombination (Lodish
2013; Douglas and Gower 2010). Mutation rates across the mitochondrial genome are not
uniform; SNPs can occur at variable rates at different regions within the mitochondrial
genome.

mtDNA Control Regions

The control region is a functional but noncoding segment of the mitochondrial
genome that is responsible for the initiation of transcription and replication (Morris-Pocock
et al. 2010; Alter and Palumbi 2009). It is highly variable in many vertebrate species and it is
a hypothesized that the mitochondrial control region is the most rapidly evolving portion of
vertebrate mitochondrial genomes (Alter and Palumbi 2009).

Most vertebrate mitochondrial genomes have a single control region, but some

groups of animals, including snakes, have two. The first mitochondrial genome with dual



control regions to be sequenced was Dinodon semicarinatus (Japanese colubrid snake)
(Kumazawa et al. 1998). Since then, dual control regions have been found in birds (Bensch
and Haerlid 2000; Eberhard et al. 2001; Abbott et al. 2005), arthropods (Black and
Roehrdanz 1998), ticks (Campbell and Barker 1999), fish (Lee et al. 2001), and ostracods
(Ogoh and Ohmiya 2007), which suggest duplications of the control region have occurred in
many organisms, including vertebrates, and are more common than previously thought (
Kumaza et al. 1998; Schirtzinger et al. 2012).

Snake Mitogenomes and Control Regions

Compared to other vertebrate groups listed above, the mitochondrial genomes of
snakes have short protein coding genes, highly conserved gene order, short tRNAs, a high
mutation rate, and two control regions (Jiang et al. 2007). To date, most sequenced snake
mitogenomes have dual control regions; exceptionally, the scolecophidian snakes
Leptotyphlops dulcis, Ramphotyphlops australis, and Typhlops murius have a single control
region

One control region (CR1) is positioned adjacent to the 5’ end of the 12s rRNA as it is
in other vertebrates, while the second control region (CR2) is positioned between the NADH
dehydrogenase subunits (ND1 and ND2) (Figure 1.1, Hall et al. 2012). Each control region
has a length of approximately one thousand bases. Snake control regions are flanked by

tRNAs. As an example for the purpose of tRNAs serving as flanks, tRNA “Leucine” flanks CR2



and can potentially slow the rate of transcription of rRNA and mRNA by acting as a

terminator of heavy strand transcripts.
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Figure 1.1: Gene content and order for A. piscivorus and typical snake
mitogenomes. Control regions are denoted by left facing arrows. Figure modified
from Hall et al. 2012.

Origin of Dual Control Regions

Understanding the underlying mechanisms, evolutionary dynamics, and fitness
consequences of duplicated control regions remains an ongoing challenge in the field of
molecular evolution, because it defies the traditional view that vertebrate mitochondrial
genomes have evolved to be compact (Kumazawa et al. 1998; Schirtzinger et al. 2012).
There are two processes which have been proposed to explain the presence and

maintennance of dual control regions. The first process is explained by loss of a duplicated



DNA segment over time, which is that control regions may have been present in the
mitochondrial proto-bacterial ancestor, then lost in some organisms while maintained in
others. Alternatively for the second process, a second control region may have arisen from
a duplication event (Morris-Pocock et al. 2010; Schirtzinger et al. 2012). Duplication events
have had several mechanisms proposed as to how they occur, but have been difficult to
demonstrate (Kumazawa et al. 1998; Morris- Pocock et al. 2010; Schirtzinger et al. 2012).
Schirtzinger et al. (2012) describes four possibilities for the outcome of a duplicated gene
after a duplication event, which can also be applied to a duplicated control region:

1. One of the duplicates becomes nonfunctional and then slowly degrades from the

genome over several generations.

2. Duplicates of the same gene retain different functions from the original gene,

which may have had multiple functions.

3. The duplicate gene acquires mutations and potentially new functions.

4. Duplicate copies maintain the same function and are maintained through gene

conversions.

Dual control regions have been studied extensively in birds (Schirtzinger et al. 2012),
squamate reptiles (Castoe et al. 2009), and fish (Cui et al. 2009), but large scale
intermolecular comparisons of dual control regions in vertebrate genomes have not been
completed, so it is currently difficult to reject any of the hypotheses proposed by the

Kumazawa et al. 1998 and Jiang et al. 2007. Comparison studies have been limited to one



or two genomes, and those have shown no differences between the control regions within
a genome (Kumazawa et al. 1998; Jiang et al. 2007). This suggests the fourth possible
outcome outlined above is in effect. Alternatively, it could also be an indication of a
relatively recent duplication where there has not been enough time for them to diverge.
There are no studies, to date, testing differences in the functionality of these regions, but
their identical sequences suggests they would both be active.

Snake mitochondrial control regions may be a better model system for these types
of studies because they lack large discordant genetic sequences, which are present in birds,
and the positions of the two control regions in the mitochondrial genomes of snakes are
more consistent. Previous studies have conducted interspecific analysis of the two snake
mitochondrial control regions in Dinodon semicarinatus, Pantherophis slowinskii, Ovaphis
okinavensis, Boa constrictor, Acrochordus granulatus, Xenopeltis unicolor, Python regius,
Cylindrophis ruffus, and Agkistrodon piscivorus (Jiang et al. 2007), along with a selection of
scolecophidian snakes compared to some alethinophidian snakes (Douglas and Gower
2010). Intraspecific analysis of Dinodon semicarcinatus (Kumazawa et al. 1998) and
Agkistrodon piscivorus (Jiang et al. 2007) have been conducted using a sample size of four
and two specimens respectively. Thus, a larger sample size of dual control regions in snakes
may provide more robust conclusions regarding variations and evolutionary mechanisms

maintaining this unique attribute.



Purpose of This Study:

The purpose of my study was to sequence the mitochondrial control regions from a
high sample size of specimens in the western cottonmouth subspecies, Agkistrodon
piscivorus leucostoma and characterize single nucleotide polymorphisms. | hypothesized
that control regions do not encode proteins and could potentially sustain a relatively high
rate of mutation, compared to other regions of the mitogenome. These mutations could
potentially define a large number of haplogroups that would be useful for future population
or biogeography studies. Previous studies have reported no intramolecular or
intermolecular differences between control regions but their sample sizes were very low
(n=2) (Eberhard et al. 2001; Jiang et al. 2007; Fridjonsson et al. 2011). |surmised that a
comparison of control regions from a larger group of individuals would yield

polymorphisms.
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Study Site

Tissue and blood samples were collected from snakes found in the Caddo Lake
National Wildlife Refuge (CLNWR) for an unrelated project. CLNWR consists of 3,437 ha of
mostly bottomland hardwood forest and scattered wetlands bordering the western portion
of Caddo Lake. The A. piscivorus samples used for this project were collected from three of
the four creeks that pass through the refuge and drain into the lake (Figure 2.1). These sites
will be referred to collectively as CL. Samples were also collected at two privately owned
sites off of the refuge owned by Bob Sanders and Ray Blevins, referred to as CB and RB
respectively (Figure 2.2). CB is located 15 miles from Caddo Lake, while RB is located about
5 miles away. The samples were collected during 2005, 2009, and 2011. These wetlands
are presumed to have remained intact for centuries with adequate resources to sustain a

large, stable, and interbreeding population of A. piscivorus.
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Figure 2.1: Map of Caddo Lake (Bailey et al. 2009).
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Figure 2.2: Map of the three sample sites near Caddo Lake, TX.

DNA Extraction

Total DNA was purified from either muscle tissue or whole blood frozen at the times of
collection. Purification was achieved following the protocol in Hall et al. (2012). For snake

muscle, 1 mL of urea lysis buffer was added to a small piece of snake muscle tissue and
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ground with a mortar and pestle to form a slurry. An organic extraction was performed with
phenol:chloroform:isoamyl alcohol (25:24:1), and the agueous layer with DNA was
transferred to a new tube. DNA was precipitated with 2-propanol, washed with 70%
ethanol, air dried, and resuspended in 50 mL of TE buffer (10 mM Tris HCI pH 8.0; 1 mM
EDTA pH 8.0). DNA was stored at -20°C. A nanodrop spectrophotometer (Thermo
Scientific) was used to measure the total amount of DNA for whole blood samples and for
tissue samples.

PCR Amplification of CR Regions

DNA samples were used as templates for PCR with specific primers for amplification of
control regions. All amplification products were visualized by separation in 0.8 % agarose
gel electrophoresis, stained with 2 uLs ethidium bromide from a 1ng/ml etbr working stock,
and compared to a DNA standard marker (1Kb Plus Ladder— Gibco. Brl). Primers “R14” and
“L11” were used to amplify Control Region 1 and “R19” and “L17” to amplify Control Region
2 (Appendix Table 1). | made a 100 pmol stock dilution of the combined primers utilized for
each region. Two pLs of the stock primer dilutions were combined with ExTaq used at a
concentration of 1U with the dNTPs and Buffer provided by the manufacturer per their
directions (TaKaRa). The thermal cycler profile was as follows: initial denaturation at 95°C
for 5 minutes, followed by 35 cycles of 95 °C 30 seconds, 50 °C 30 seconds, and 68 °C for 4
minutes, with a final 68 °C extension for 10 minutes. After PCR, amplification success was

confirmed on X% agarose gel post-stained with EtBr (with concentration). The successful
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samples were treated with Exonuclease 1 and Shrimp alkaline (ExoSAP) phosphatase to
remove unused primers and nucleotides.

DNA Sequencing

Samples were sequenced using Applied Biosystems (Applied Biosystems, Grand
Island, NY) BigDye chemistry and run on an ABI 3130x| Genetic Analyzer at Middle
Tennessee State University. Sequencing of CR1 was accomplished with the primers “CR1L”
at an annealing temperature of 58 °C, “CR1R” at an annealing temperature of 55 C, and
“L12” at an annealing temperature of 58 °C. CR2 was sequenced using “CR2L” at an
annealing temperature of 58 °C and “L18” at an annealing temperature of 55 °C to
sequence Control Region 2 (Appendix Table 1).

Alignments

Control regions were aligned into two separate files for each control region using
Sequencher 4.9 (GeneCodes Corp., Ann Arbor, Ml). All samples were checked by eye for
quality, and poor sequences without well-defined electropherogram peaks were discarded.
Control regions were sequenced with multiple primers and each base had a sequencing
coverage of at least two successful PCR amplicons. Initially, all sequences were aligned to
the A. piscivorus mitogenome deposited in GenBank (DQ523161), which was collected in
Louisiana. All CR1 control region consensus sequences were aligned (Appendix, Figure 3A)
and the same was done for CR2 (Appendix, Figure 3B). Single nucleotide polymorphisms

were identified by eye as base disagreements (Figure 2.3). For CR1 — CR2 comparisons, the
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regions were aligned and compared from each snake for which these two regions were

successfully sequenced (Appendix, Figure 4)
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Figure 2.3: Two sequence runs showed a disagreement in the Poly-A sequence at the 3’
end of the Control Region 2.
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mtDNA Sequencing and Polymorphism Confirmation

Polymerase chain reaction (PCR) amplification and sequencing of CR1 and CR2
resulted in 1023 base pairs and 1019 base pairs respectively, with at least 2x coverage for
each completed sequence. Sequencing was attempted from 96 snake samples. Of those,
32 CR1s were successfully sequenced and 37 CR2s. CR1 & CR2 were successfully sequenced
from the same snake in 21 samples.

Alignment of the 32 CR1s revealed 3 SNPs (Table 3.1, Appendix Figure 1). All CR1s
sequenced in this study differed from the reference sequence at base 16377. Five
specimens also had a polymorphism at base 16397. One specimen showed a polymorphism
at 16846. All polymorphisms in the CR1s occurred as a C ->T substitution.

When the 37 CR2s were aligned (Appendix Figure 2), 2 individuals did not differ from
the reference sequence. Twenty-nine had a deleted C at base 4278 within a poly-C stretch,
and two of those had an insertion at base 3635 within a poly-A stretch (Table 3.2). Three
C—>T SNPs were identified at bases 3809, 3829, and 4278. Twenty-five individuals differed
from the reference sequence at base 3809, 4 at 3829, and 2 at 4278.

All CR1s were aligned together to show locations of polymorphisms as were the
CR2s (Appendix Figure 3). In cases where both CRs were sequenced from the same snake,
CR1 was aligned to CR2 to identify intra-genomic differences (Tables 3.1 and 3.2, and
Appendix Figure 4). Of the 21 alignments, 9 had at least one difference between the CR1

and the CR2.
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Control Region Haplotypes

Haplotypess were created based on the newly identified polymorphisms (Tables 3.1
and 3.2, Appendix Figure 5). Haplotype A for CR1 and CR2 is from the reference sequence
(GenBank DQ523161), the first sequenced mitogenome of the Agkistrodon piscivorus
leucostoma. Subsequent haplotypes were defined based on the presence of
polymorphisms with respect to Haplotype A. The approach | used to define haplotypes was
to consider each CR independently. If the CR1 SNPs are considered, independent of the
CR2, there are four definable haplotypes. Of these four, the reference sequence was unique
and assigned haplotype CR1A. One other unique haplotype, CR1C, also had a single
specimen. CrlD, had 5 representatives. The largest group was CR1B, with 26 individuals.
When considering the CR2 SNPs, 7 haplotypes can be assigned. One haplotype (CR2F)
contained one specimen, CR2B had 2 specimens, CR2A and CR2D had 3 specimens each,
CR2G had 5 specimens, CR2C had 10, and CR2E had 12. These haplotypes were then used in
a TCS analysis to visualize their relations to each other (Figure 3.1 and Figure 3.2). CR1 and
CR2 were then combined into concatemers and haplotype groups (Appendix Figure 6) were
determined from a Clustal W analysis (Appendix Figure 7).

Although all the samples came from a single interbreeding population and sample
sizes are relatively small, some differences between sample sites were observed. For
example, CR2 haplotype F and CR1 haplotype C were not found at the CL sampling site. CR2

haplotype B was only seen at the CB sampling site and the CR2 haplotype D was not found
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at the RB site. All sites contained the CR1 B and CR2 E haplotypes. No site contained the

CR1A haplotype, but two specimens at the CL site contained the CR2A haplotype.
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Figure 3.1: Haplotype Network for Control Region 1. This figure shows how the different
haplotypes are related to each other.
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Figure 3.2: Haplotype Network for Control Region 2. This figure shows how the different
haplotypes are related to each other.
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Table 3.1: SNPs identified in the Agkistrodon piscivorus mitogenome Control Region 1.
Yellow highlights indicate the reference control region, a blank box represents no
polymorphism, red highlights indicate a polymorphism. Blue indicates a polymorphismin a
control region that does not occur in the equivalent position in the other control region. An
asterisk denotes samples where both control regions were successfully sequenced.

Single Nucleotide Polymorphism CR1
CR1 |snp16377| sNP16397 | snP16846 | Haplogroup
Specimens
Control C C C CR1A
BLOZ2* T CR1B
BLO3 T CR1B
BLO4* T CR1B
BLOS* T CR1B
BLO7* T CR1B
BLO9 T CR1B
BL10 T CR1B
BL11 T CR1B
BL13 T CR1B
BL14 T CR1B
BL1S T CR1B
BL16 T CR1B
BL17 T CR1B
BL20* T CR1B
BL2O* T T CR1D
BL34* T CR1B
BL38* T CR1B
CBO3* T CR1B
CBOS* T T CR1D
CBO6* T CR1B
CBO7* T T CR1D
CBO9* T T CR1D
CB12¥ T CR1B
CB13* T CR1B
CB14* T CR1B
CB16* T CR1B
GPC02 T CR1B
GPCO5* T CR1B
GPC10* T CR1B
RBO3* T T CR1C
RBO6G* T CR1B
RBOS* T T CR1D
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Table 3.2: SNPs identified in the Agkistrodon piscivoros mitogenome Control Region 2.
Yellow highlights indicate the reference control region, a blank box represents no
polymorphism, red highlights indicate a polymorphism. Blue indicates a polymorphism in a
control region that does not occur in the equivalent position in the other control region. An
asterisk denotes samples where both control regions were successfully sequenced.

Single Nucleotide Polymorphism CR2
CBZ In3635 | SNP3809 | SNP3829 | SNP4278 | Del4589 |Haplogroup
Specimens
Control N/A C C C C CR2A
BLO2* CR2A
BLO4* CR2A
BLOS* DEL: C CR2C
BLO7* T CR2G
BL20* DEL: C CR2C
BL21 DEL: C CR2C
BL22 T DEL: C CR2E
BL23 DEL: C CR2C
BL24 T DEL: C CR2E
BL28 T CR2G
BL29* T T DEL: C CR2D
BL33 DEL: C CR2C
BL34* T DEL: C CR2E
BL38* DEL: C CR2C
BL46 T DEL: C CR2E
BL47 T DEL: C CR2E
BL48 T DEL: C CR2E
CB02 T CR2G
CBO3* DEL: C CR2C
CBOS* T T DEL: C CR2D
CBO6* T CR2G
CBO7* INS: A T T DEL: C CR2B
CBO8 T DEL: C CR2E
CB09* INS: A T T DEL: C CR2B
CB12* T DEL: C CR2E
CB13* DEL: C CR2C
CB14* T T DEL: C CR2F
CB16* T DEL: C CR2E
GPCO1 T DEL: C CR2E
GPC04 DEL: C CR2C
GPCO5* T CR2G
GPCO7 DEL: C CR2C
GPCO08 T CR2G
GPC10* T DEL: C CR2E
RBO3* T T DEL: C CR2F
RBO6* T DEL: C CR2E
RBO8* T DEL: C CR2D
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The single nucleotide polymorphisms were C = T transitions and were found at
bases 16377, 16397, and 16846 of the CR1 and bases 3809, 3829, and 4278 of CR2. Bases
16377, 16397, and 16846 on CR1 are the equivalent (paralogous) bases of 3809, 3829, and
4278 of CR2 when the two control regions are aligned, so 3809/16377, 3829/16397, and
4278/16846 can be considered paralagous bases and are essentially the same SNPs. Of the
three, SNP 3809/16377 was the most common polymorphism, occurring in all the CR1s and
25/37 of the CR2s. Seven occurrences of this SNP in CR2 did not have an equivalent base
change in the CR1 (samples BL02, BLO4, BLO5, BL20, BL38, CB03, and CB13). SNP
3829/16397 occurred in 4 CR2s and 5 CR1s with one instance of disagreement (sample
RB08). The least common SNP, 4589/16846, occurred in two CR2s and one CR1, with one

instance of disagreement (sample CB14).

The second group of characteristics involves insertion/deletion (Indel) type
polymorphisms, which were only found in the CR2. These insertions/deletions occurred
within tandem repeats of single nucleotides. The most common one was a deletion of a
cytosine at base 4589 in 29/37 CR2s. Insertion of a single adenine occurred at base 3635 for
two specimens (CBO7 & CB09). Both instances of this insertion coincided with

polymorphisms at bases 3809 and 3829.
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This study describes the intramolecular variation and intraspecific variation of the
two mitochondrial control regions of A. piscivorus leucostoma. Previous studies concluded
CR1 and CR2 from any single individual would be identical (Kumazawa et al. 1998; Jiang et
al. 2007). That conclusion was based on sequences from only two individuals, making this
observation easy to challenge simply by increasing the sample size. Intra-specific variation
within snake control regions is unpublished but necessary if these regions are to be
considered for phylogenetic or biogeography studies. For example, comparison of control
regions from two sub-species of cottonmouth (A. piscivorus conanti and A. piscivorus
leucostoma) have 19 differences for the CR1 and 18 substitutions for the CR2 (Jiang et al.
2007; Douglas et al. 2009). An estimate of intraspecific variation of the two control regions

is missing from those studies.

| sequenced control regions from individual snakes from a single interbreeding
population. They were collected from three sample areas within 20 miles of each other
(Douglas et al. 2009). Of the 32 CR1s and the 37 CR2s, 1 insertion, 1 deletion, and 3 single

nucleotide polymorphisms were identified.
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Snake Mitochondrial Control Regions CR1 and CR2 polymorphisms

The data in this study revealed the presence of intra and intermolecular differences
between the control regions of a single species. These differences can be put into two

groups, single nucleotide polymorphisms and insertion/deletions.

Kumazawa et al. (1998) were the first to discover that snakes had two control
regions, and most other sequenced snake mtDNAs, to date, also have two control regions
(Kumazawa et al. 1998; Jiang et al. 2007). Since then, dual control regions have been found
in other squamates as well as amphibians, crocodilians, turtles, birds, and fish (Schirtzinger
et al 2012). Of all the vertebrates found to have two mitochondrial control regions, snakes
are considered unique because of their adaptively remodeled proteins thought to have
evolved in parallel with the duplication of the control region. In addition, their ubiquitous
existence suggests snake mitochondrial genomes evolved very early in their divergence
from other squamates (Douglas and Gower 2010). My results are difficult to compare with
other control region studies because very few comparable studies have been published and
there are no published accounts of intra-specific or intra-molecular variation of control
regions from any species. One interspecific set of comparisons for 63 birds showed enough
homology to align and compare the regions with the exception of a 50 bp area that did not
align (Morris-Pocock et al. 2010). No attempts have been made to align control regions

from other snake species.
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Haplotypes

The control region is the site where replication and transcription occur for
vertebrate mitochondrial genomes and are noncoding, thus, under less selective pressure.
The reduction of selective pressure can cause high amounts of variation among all
classifications of organisms down to the intraspecific level (Alter and Palumbi 2009).
Previous studies have conducted broad interspecific analysis using the 12S, 16S, and ND4 of
the cottonmouth mitochondrial genome (using two separate sub species, 1 specimen of
each) compared to the Agkistrodon bilineatus and Agkistrodon contortrix (Parkinson et al.
2000), and interspecific and broad (covering the entire range of the species) intraspecific
analysis using the cytochrome b (Guiher and Burbrink 2008) of the cottonmouth genome
(82 samples) to compare to the Agkistrodon contortrix. Prior to my study, one intraspecific
cottonmouth study used protein-coding genes ATP6 and ATP8 to establish haplotypes based
on the sequenced concatamers of these two genes (Douglas et al. 2009). The ATP8 and
ATP6 sequences of A. p. leucostoma, combined for a total of 849 base pairs and showed
enough polymorphisms in 27 specimens to create 8 haplotypes from specimens sampled
from 15 sites that spanned 5 states. The control regions used in this study had 4-7 definable
haplotypes which rivals ATP8 and ATP6. If one also considers these samples were taken
from a single population it is conceivable that even more diversity would exist if a larger
sampling had been conducted. Furthermore, the control regions serve as a unique marker

because there are no other gene duplications in the snake mitochondrial genomes.
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The Two Control Regions are Dissimilar

Intra-molecular comparison of the two control regions revealed 9/21 individuals had
at least one SNP between CR1 and CR2. Interestingly, these discrepancies all occurred at
the three identified paralogous SNPs. The occurrence of the polymorphism in one CR but
not the other suggests a mutation occurred in one of the CRs but has not been transferred

to the other via homologous recombination.

| hypothesize the dissimilar polymorphisms that occur at paralogous bases
3809/16377, 3829/16397 and 4278/16846 are due to a delayed homologous recombination
event. Recombination can begin when the replication of the heavy strand pauses at the
origin of replication for the light strand. While the replication is paused, three strands of
DNA remain within the boundaries of the “D-loop”. Any one of several events could allow
the polymerase to detach from replicating the heavy strand, allowing a region of the
nascent heavy strand to become unattached and then recombine with the second control

region of the parental strand.

There are two possible fates for nascent DNA strands that allow them to recombine
with one another. The first fate would be crossing over. Because there are no known
mechanisms involved with replication regulation, perhaps mtDNA replicates in near unison
within a mitochondria during a cell’s interphase. Mitochondria contain many copies of the

circular genome, where crowding within the mitochondria could be a common occurrence.
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When this concept of crowding is coupled with disassociated H strands at varied time points
during the replications of all the genomes intramolecularly, opportunity exists for the free
floating H strand to randomly crossover at a nicked site where the polymerase could
replicate the unintended control region. For example, a free-floating nascent CR1 crosses a
neighboring parental H strand CR2 before the replication of the light strand begins (on that

neighboring Parental H strand) (Kumazawa et al. 1998; Lodish et al. 2012).

The second fate of unattached DNA would be for the nascent strand to completely
detach from the parental strand and form a circular genomic intermediate. Kumazawa et al.
(1998) were the first researchers to suggest the existence of free-floating intermediates.
The unique discordant polymorphism in my study was that the string of C’s at the end of the
Control Region 2 showed an inconsistent deletion of one C. This inconsistent occurrence
suggests that an excision repair mechanism is used at random to homogenize the control

regions when they recombine (Lodish et al. 2012).

The random nature of these proposed mechanisms fits our data. The absence of
complete identity between the two CRs suggests that homologous recombination may
occur infrequently. Alternatively, Morris-Pocock et al. (2010) suggest that duplicated copies
of genes allow for gene rearrangements and degradation. After a region of DNA is

duplicated, one of the two can degrade or change significantly from the original (Douglas
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and Gower 2010; Morris-Pocock 2010). Perhaps the differences | observed between the

two CRs are small steps towards what will one day be very different stretches of DNA.

Conclusions

To my knowledge, this is the first study to use a moderately large sample set to
explore the dual noncoding control regions of the mitochondrial control regions in any
snakes species in order to compare sequences intra-specifically (between individuals) and
intra-molecularly (the two CRs within an individual). | established that the two control
regions were not always identical, neither within a population nor within an individual. The
number of haplotypes found within a large interbreeding population suggests there may be

many others in a larger population or outside of this one in Texas.

Also to my knowledge, this is the first study to suggest that an SNP could originate in
either of the regions and be maintained for an unspecified period of time, suggesting
recombination is a relatively slow or random process. This research may establish the dual
control region as a useful marker for future phylogenetic or biogeographical studies and
may offer unique opportunities for future study of the molecular mechanism of

recombination in metazoans.

Snakes are considered to show accelerated rates of mtDNA evolution compared to
other vertebrates yet their coding regions of their mitochondria are under the same

selective pressure to encode multimeric proteins associated with cellular energy production
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(Schirtzinger et al. 2012). Thus, hypothetically, an organism with two control regions would
eventually lose one to gain a more compact genome structure. Factors that may have
contributed to the duplication and maintenance of the control regions in snakes could be
the shift to non-burrowing lifestyle, increased body size, increased skull kinesis,
development of special venom proteins, and the ability of individuals to dramatically

remodel their organs and physiology (Douglas and Gower 2010).
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Appendix Table 1: Primers used. Primers in yellow were used for sequencing

Gene Left Primer Left Primer E:?mhter Right Primer
mtCR1 CrotL11 AAACCAGTAGAACCACCATTTACA CrotR14 TTTTGTGGTCTGTTAATTGCTAGT
mtCR2  CrotL17 CCCGATTTCGATATGACCA CrotR19 ATTTTATTGAGAATTAGTCATTTTGGT
mtCR1 CrotL 12 CATGTTCTTATCACGTATGCCTGT  CrotR13 GTACACTTACCATGTTACGACTTGC
mtCR2  CrotL18 TTCACCTCATGTTTCTTATCAGG CrotR19 ATTTTATTGAGAATTAGTCATTTTGGT
mtCR1 ApCR1_L ACCAAAGCCGGATATTCCTT ApCR1_R TTTGTTGGAGGGTCATACCA
mtCR2 ApCR2_L GCCCCCAAAGCCAGTATT ApCR2_R GTTGAGGTTTTAAGCCTTTTGC

Right

Alternate Seq
Gene Primer Right Alternate Seq Primer
mtCR1 | CR1_seqR_B | TCACGGGAAGGGTTAAATCA
mtCR2 | CR2_seqR_B | GGAGAAAGTGCTAGACCAAGAA




Appendix Figure 1: Alignment of all A. piscivorus Control Region 1’s produced for this project.
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AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
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CB13 CR1
CB12 CR1
CB06 CR1
CB03 CR1
BL9 CR1
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1L
BL34 CR1
BL2 CR1
BL20 CR1
BL17 CR1
BL16 CR1
BL15 CR1
BL14 CRL
BL13 CRIL
BL11l CR1
BL10 CR1
RB06 CR1
RBO3 CR1
BL29 CR1
CB0S CR1
CB0O7 CR1
CB09 CR1
RBO8 CR1
DQ523161 CR1

GPCO5_CR1
GPC10 CR1
GPC02_CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06_CR1
CBO3 CR1
BLY CRI
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1
BL34 CRI
BL2 CR1
BL20 CR1
BL17 CRIL
BL16 CRIL
BL15 CR1
BL14 CR1
BL13 CRIL
BL11 CR1
BL10 CR1
RB06 CR1
RBO3 CRI1
BL29 CRIL
CBO5 CR1
CB0O7 CR1
CBO9 CR1
RBO8 CRI1
DQ523161 CRIL

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
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TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
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GPC05 CR1
GPC10 CR1
GPC02 CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06 CR1
CB03 CR1
BL9 CR1
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1L
BL34 CR1
BL2 CR1
BL20 CR1
BL17 CR1
BL16 CR1
BL15 CR1
BL14 CRL
BL13 CRIL
BL11l CR1
BL10 CR1
RB06 CR1
RBO3 CR1
BL29 CR1
CB0S CR1
CB0O7 CR1
CB09 CR1
RBO8 CR1
DQ523161 CR1

GPCO5_CR1
GPC10 CR1
GPC02_CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06_CR1
CBO3 CR1
BLY CRI
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1
BL34 CRI
BL2 CR1
BL20 CR1
BL17 CRIL
BL16 CRIL
BL15 CR1
BL14 CR1
BL13 CRIL
BL11 CRIL
BL10 CRI1
RB06 CR1
RBO3 CRI1
BL29 CRIL
CBO5 CR1
CB0O7 CR1
CBO9 CR1
RBO8 CRI1
DQ523161 CRIL

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
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TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
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GPC05 CR1
GPC10 CR1
GPC02 CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06 CR1
CB03 CR1
BL9 CR1
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1L
BL34 CR1
BL2 CR1
BL20 CR1
BL17 CR1
BL16 CR1
BL15 CR1
BL14 CRL
BL13 CRIL
BL11l CR1
BL10 CR1
RB06 CR1
RBO3 CR1
BL29 CR1
CB0S CR1
CB0O7 CR1
CB09 CR1
RBO8 CR1
DQ523161 CR1

GPCO5_CR1
GPC10 CR1
GPC02_CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06_CR1
CBO3 CR1
BLY CRI
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1
BL34 CRI
BL2 CR1
BL20 CR1
BL17 CRIL
BL16 CRIL
BL15 CR1
BL14 CR1
BL13 CRIL
BL11 CRIL
BL10 CR1
RB06 CR1
RBO3 CRI1
BL29 CRIL
CBO5 CR1
CB0O7 CR1
CBO9 CR1
RBO8 CRI1
DQ523161 CRIL

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
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ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
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GPC05 CR1
GPC10 CR1
GPC02 CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06 CR1
CB03 CR1
BL9 CR1
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1L
BL34 CR1
BL2 CR1
BL20 CR1
BL17 CR1
BL16 CR1
BL15 CR1
BL14 CRL
BL13 CRIL
BL11l CR1
BL10 CR1
RB06 CR1
RBO3 CR1
BL29 CR1
CB0S CR1
CB0O7 CR1
CB09 CR1
RBO8 CR1
DQ523161 CR1

GPCO5_CR1
GPC10 CR1
GPC02_CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06_CR1
CBO3 CR1
BLY CRI
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1
BL34 CRI
BL2 CR1
BL20 CR1
BL17 CRIL
BL16 CRIL
BL15 CR1
BL14 CR1
BL13 CRIL
BL11 CRIL
BL10 CR1
RB06 CR1
RBO3 CRI1
BL29 CRIL
CBO5 CR1
CB0O7 CR1
CBO9 CR1
RBO8 CRI1
DQ523161 CRIL

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
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GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATATGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
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GPC05 CR1
GPC10 CR1
GPC02 CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06 CR1
CB03 CR1
BL9 CR1
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1L
BL34 CR1
BL2 CR1
BL20 CR1
BL17 CR1
BL16 CR1
BL15 CR1
BL14 CRL
BL13 CRIL
BL11l CR1
BL10 CR1
RB06 CR1
RBO3 CR1
BL29 CR1
CB0S CR1
CB0O7 CR1
CB09 CR1
RBO8 CR1
DQ523161 CR1

GPCO5_CR1
GPC10 CR1
GPC02_CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06_CR1
CBO3 CR1
BLY CRI
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1
BL34 CRI
BL2 CR1
BL20 CR1
BL17 CRIL
BL16 CRIL
BL15 CR1
BL14 CR1
BL13 CRIL
BL11 CRIL
BL10 CR1
RB06 CR1
RBO3 CRI1
BL29 CRIL
CBO5 CR1
CB0O7 CR1
CBO9 CR1
RBO8 CRI1
DQ523161 CRIL

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
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ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
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GPC05 CR1
GPC10 CR1
GPC02 CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06 CR1
CB03 CR1
BL9 CR1
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1
BL34 CR1
BL2 CR1
BL20 CR1
BL17 CR1
BL16 CR1
BL15 CR1
BL14 CRL
BL13 CRIL
BL11l CR1
BL10 CR1
RB06 CR1
RBO3 CR1
BL29 CR1
CB0S CR1
CB0O7 CR1
CB09 CR1
RBO8 CR1
DQ523161 CR1

GPCO5_CR1
GPC10 CR1
GPC02_CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06_CR1
CBO3 CR1
BLY CRI
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1
BL34 CRI
BL2 CR1
BL20 CR1
BL17 CRIL
BL16 CRIL
BL15 CR1
BL14 CR1
BL13 CRIL
BL11 CRIL
BL10 CR1
RB06 CR1
RBO3 CRI1
BL29 CRIL
CBO5 CR1
CB0O7 CR1
CBO9 CR1
RBO8 CRI1
DQ523161 CRIL

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
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TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
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GPC05 CR1
GPC10 CR1
GPC02 CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06 CR1
CB03 CR1
BL9 CR1
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1L
BL34 CR1
BL2 CR1
BL20 CR1
BL17 CR1
BL16 CR1
BL15 CR1
BL14 CRL
BL13 CRIL
BL11l CR1
BL10 CR1
RB06 CR1
RBO3 CR1
BL29 CR1
CB0S CR1
CB0O7 CR1
CB09 CR1
RBO8 CR1
DQ523161 CR1

GPCO5_CR1
GPC10 CR1
GPC02_CR1
CB16 CR1
CB14 CR1
CB13 CR1
CB12 CR1
CB06_CR1
CBO3 CR1
BLY CRI
BL7 CR1
BL5 CR1
BL4 CR1
BL3 CR1
BL38 CR1
BL34 CRI
BL2 CR1
BL20 CR1
BL17 CRIL
BL16 CRIL
BL15 CR1
BL14 CR1
BL13 CRIL
BL11 CRIL
BL10 CR1
RBO6 CR1
RBO3 CR1
BL29 CRIL
CBO5 CR1
CB0O7 CR1
CBO9 CR1
RBO8 CRI1
DQ523161 CRIL

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
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CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
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BL3 CR1
BL38 CR1
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BL2 CR1
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Appendix Figure 2 — Alignment of all A. piscivorous Control Region 2’s produced for this project.

CBO7CR2 AAACCAAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3682
CBO9CR2 AAACCAAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3682
BL29CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
CBO5CR2 AAACCAAAAARA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL22CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL24CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL34CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL46CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL48CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
CBO8CR2 AAACCAAAAARAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
CB12CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
CB16CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
GPCO1CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
GPC10CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
RBO6CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
RBO8BCR2 AAACCAAAAARAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL47CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
GPCO8CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
GPCO5CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
CBO6CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
CB02CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL7CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL28CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
CB14CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
RBO3CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL2CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
CB13CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL4CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL20CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL21CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL23CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL33CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL38CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
BL5CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
CBO3CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
GPCO4CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
GPCO7CR2 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681

CR2_DQ523161 AAACCAAAAAAA-TACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA 3681
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CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
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CB16CR2
GPCO1CR2
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RBO8BCR2
BL47CR2
GPCO8CR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBOBCR2
BL47CR2
GPCO8CR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
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CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
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CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
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BL48CR2
CBO8CR2
CB12CR2
CB16CR2
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RBO6CR2
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BL47CR2
GPCOBCR2
GPCO5CR2
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CBO2CR2
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BL28CR2
CB14CR2
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BL33CR2
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CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

AAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG

kokkkkkh KAKKAKKAKR KAk hhhhkhk hokhhkhhhhkk kALK KR A K h KKk k ok Kk ok ok kK ko k ok

TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCARACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCARACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCARACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCARACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCARACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCARACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
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CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBO8BCR2
BL47CR2
GPCO8CR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBOBCR2
BL47CR2
GPCOBCR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
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ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
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CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBO8BCR2
BL47CR2
GPCO8CR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBOBCR2
BL47CR2
GPCOBCR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
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TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
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CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBO8BCR2
BL47CR2
GPCO8CR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBOBCR2
BL47CR2
GPCOBCR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
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GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATATGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATATGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAYGGA
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CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBO8BCR2
BL47CR2
GPCO8CR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBOBCR2
BL47CR2
GPCOBCR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
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TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
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CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBO8BCR2
BL47CR2
GPCO8CR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBOBCR2
BL47CR2
GPCOBCR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
MCCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
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TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAARACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
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CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBO8BCR2
BL47CR2
GPCO8CR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

CBO7CR2
CBO9CR2
BL29CR2
CBO5CR2
BL22CR2
BL24CR2
BL34CR2
BL46CR2
BL48CR2
CBO8CR2
CB12CR2
CB16CR2
GPCO1CR2
GPC10CR2
RBO6CR2
RBOBCR2
BL47CR2
GPCOBCR2
GPCO5CR2
CBO6CR2
CBO2CR2
BL7CR2
BL28CR2
CB14CR2
RBO3CR2
BL2CR2
CB13CR2
BL4CR2
BL20CR2
BL21CR2
BL23CR2
BL33CR2
BL38CR2
BL5CR2
CBO3CR2
GPCO4CR2
GPCO7CR2
CR2_DQ523161

ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAARACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAARACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC

kok ok ok ok k kR KA KR AR KA KRR Ak kkkkkkkkkkkk ok kkkkk kA KKk ok *k ok k ok ok ok k ok ok kK ko Kk

CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
CCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATA
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Appendix Figure 3 — Alignment of A. piscivorous Control Regions with polymorphism locations
indicated by vertical maroon bar below pictorial.

Appendix Figure 3A — Control Region 1
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Appendix Figure 3B: Control Region 2
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Appendix Figure 4 — Alignment of CR1 and CR2 regions in specimens where available
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AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

B e

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok ok ok ok ok ok ok k ok ok kkk Kk Kk Kk kA Kk hkkkhkkkkkkkkkkkkkk kk kXA * KKk Kk kkkk kok k% Kk ok

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

Kok ok ok ok ok ok ok k ok ok kkkk Kk Kk kA khhkkhkkkkkkkkkkkkkk kk kXA * Kk kkkkkkk kok kK Kk k

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkk Kk kKA KA R A Ak khkkkkkkkkkkkkkk kAKX KK KKKk kkkk k ok kK Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

Kok ok ok ok ok ok ok k ok kk Kk k Kk kk kAR A KA KAk kkkkkkkkkkhkkkhhkk kA XA A AKX KR Ak kkkk kK

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok k ok ok k kR kAR AR KR Ak hhhkhkhkhkhhkkkkhkkhkhkkk kAKX AA KK AR Kk kk kK

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

O S S R

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok ok ok ok ok ok ok kk ok k Kk kK AR A KRR Ak khkkkkkkkhkhkhkhkkhk kA AKX XXX AR XA Ak Xk KX KKk K

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok k ok ok kkk kAR KA AR Ak khkkkkkkkkhkkkkhkk kAKX XK KKKk kkkk k ok kK Kk ok

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok ok ok ok ok ok ok k ok ok kkkkkkk Ak kA hkkhhhhkkkkkkkkkhkkhkkkk kA kAR KK Ak kkkk kK kk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhkhhkkkkkkkkkkkhkkkk kA kAR KKk kkkkkkkk

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

Kok ok ok ok ok ok ok kk ok Kk k kK AR KA IR ARk hkkkkkkkkkkkkkkkk kXA KKk Kk kkkk k ok kK Kk ok

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT

Kok ok ok ok ok ok ok ok ok ok kkkkkkk Ak kA khkhhkhhkkkkkkkkkhkkkkk kA X kAR KKk kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

Kok ok ok ok ok ok ok k ok ok kkkkkkk Ak kA kkhhhkhkkkkkkkkkhkhkkk kA Ak ARk KAk kkkkkkkk

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

B R R R R R

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -

B R R R R
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AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

Kok ok ok k ok ok ok kkk kKKK KKKAKKRAKRKAKR hhkhhk ok ok h ok ok khk kAKX ARKARRA KKK Kk ok * Kk Kk ok

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
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ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
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CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok ok ok ok ok ok ok kk ok kkkkk kA Ak hhhkkhhkhhkkhkhkkkkkkkkkkkkkkkk kXK KAk kk k%

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

Kok kok ok ok ok ok k ok kkkk kAR KA AR KAk kkkkkkk ok ok ok ok hkk ok k kA A XAk khkk kAKX XXX Kk * K

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

Kok kok ok ok ok ok k ok kkkk kA kA AR A Ak kkkkkkkkkkkkkkhkk kA kXXX XA A XXk kkkkkk kx %

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -
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AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok kkkkkkkkk kA kkkkkkkkkkkkkkkkkhkkhkkkkkkkkk kX Xk Ak kkkkk*

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkkkk kA kkkkkkkkkkkkkkkkkkkkkkhkkkkkk kA XXXk X*kk* %

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCATCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

Kok kok ok ok ok ok k ok kkkkk kA A A AR Ak khkkkkkkkkkkk ok khkkkk kA k& &k kkkkkkk k ok k% Kk ok

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -

Kokokok ok ok ok ok kk ok kkkkkkkkkkkkkhkhkhkkkkkkkkkkkhkhkkkkkkk kX Ak Kk kkkk*
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RB03_CR1
RBO3_CR2

RBO3_CR1
RB03_CR2

RB03_CR1
RB03_CR2

RB03_CR1
RBO3_CR2

RBO3_CR1
RBO3_CR2

RB0O3 CR1
RB03_CR2

RBO3_CR1
RBO3_CR2

RBO3_CR1
RBO3_CR2

RB03 CR1
RB03_CR2

RB0O3 CR1
RB03_CR2

RBO3_CR1
RBO3_CR2

RBO3_CR1
RBO3_CR2

RB0O3 CR1
RB03_CR2

RBO3_CR1
RBO3_CR2

RBO3_CR1
RBO3_CR2

RBO3_CR1
RBO3_CR2

RBO3_CRL
RBO3_CR2

RB03_CR1
RB03_CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok K ok ok K ok K K ok K K ok K K ok K K ok K Kk ok Kk ok kK ko ko ok ok ok o ok ok ok o ok ok ok Kk ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

B R

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok kkkkk kA kA Ak Ak kkkkkkkkkkkkkkkkhkkhkkkkkkk kXXX Xk Kk kkk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkk Kk kA A AR h Ak kkkkkkkkkkkkhkkhkk kA kkkkkkk kAKX AR XXk k* %

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok ok kk kAR KKK AR KR ARk hhkhkhkkkkk ok kkk kAKX AR A AR KA Ak A*k kA Kk kK

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATATGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATATGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -

Kokokok ok ok ok ok kk ok kkkkkkkkkkkkkhkhkhkkkkkkkkkkkhkhkkkkkkk kX Ak Kk kkkk*
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GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10 CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10 CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10_CR2

GPC10_CR1
GPC10 CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

Kok ok ok ok ok ok ok k ok ok ok Kk Kk k kR KKKk Ak kkkkkok ok ok ok k ok ok ok ok ok k ok kX k& ok k Kk k ok ok k kok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok kok ok ok ok ok kk ok kkkkkk kA kAR kA Ak hkhkkhkkkkkhkkhkkkkk kAR AR Kk Ak kkkk*k

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

Kok kok ok ok ok ok k ok kkkkk kA A A KA Ak kkkkkkkkkkkkkkkkkhkkkkkk kA kXXX Xk Kk kk* ok

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

Kok ok ok ok ok ok ok k ok kkkk kA kKA A A Ak kkkkkkkkkkkkhkkhkk kA kX kkkhkk kAKX XXX Kk kK

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -

Kok kok ok ok ok ok kkkkkkkkkkkkkkkkhkhkhkhkkkkkkkkkkkkkkkk kA kX Ak Ak kk K * %
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CB16_CR1
CB16_CR2

CB16_CR1
CB16_CR2

CB16_CR1
CB16_CR2

CB16_CR1
CB16_CR2

CB16_CR1
CB16_CR2

CB16 CR1
CB16_CR2

CB16_CR1
CB16_CR2

CB16_CR1
CB16 _CR2

CB16 CR1
CB16_CR2

CB16 CR1
CB16_CR2

CB16_CR1
CB16 _CR2

CB16_CR1
CB16 CR2

CB16 CR1
CB16_CR2

CB16_CR1
CB16_CR2

CB16_CR1
CB16 _CR2

CB16_CR1
CB16 CR2

CB16_CR1
CB16_CR2

CB16_CR1
CB16 _CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok ok ok kkkkkkk kA kA Ak Ak kkkkkkkkkkkkkkkkkkkk kA kA Xk kkkkkkkkk

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok ok ok ok ok ok kkkkkkkk kA kA Ak Ak khkkkkkkkkkkkhkkhkkkkkkkkk kXXX Ak kkkkk ok

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B R

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B R

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT-

Kokokok ok ok ok ok kk ok kkkkkkkkkkkkkhkhkhkkkkkkkkkkkhkhkkkkkkk kX Ak Kk kkkk*
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CB14_CR1
CB14_CR2

CB14_CR1
CB14_CR2

CB14_CR1
CB14_CR2

CB14_CR1
CB14_CR2

CB14_CR1
CB14_CR2

CB14_CR1
CB14_CR2

CB14_CR1
CB14_CR2

CB14_CR1
CB14 CR2

CB14_CR1
CB14_CR2

CB14_CR1
CB14_CR2

CB14_CR1
CB14 CR2

CB14 CR1
CB14 CR2

CB14 CR1
CB14_CR2

CB14_CR1
CB14_CR2

CB14_CR1
CB14_CR2

CB14 CR1
CB14 CR2

CB14 CR1
CB14_CR2

CB14_CR1
CB14 CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok k ok ok kk kK kA A AR R AR KAk hhkhkkkkkkkkk kA kAKX KKK KKK Kk kkkk Kk ok

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kkkk ok k kA A A AR XAk kkkkkkkkkkkkkkkkkkkk kX KX Kk kkkkk koK

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok kkkk Kk kA A ARk Ak kkkkkkkkkkkkkkkkhkkkkkkk kX kXXX Ak kkkkk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

B R

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATATGGAT

Kok ok ok ok ok ok ok kkkkkkkkk kA khhhkhhhkhhkkhkkhkkkhkhkk kA kA AR KAk KAk kA **k Kk x*

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -

Kokokok ok ok ok ok kk ok kkkkkkkkkkkkkhkhkhkkkkkkkkkkkhkhkkkkkkk kX Ak Kk kkkk*

TTG 17213

16250
3682

16310
3742

16370
3802

16430
3862

16490
3922

16550
3982

16610
4042

16670
4102

16730
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16790
4222

16850
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16910
4342

16970
4402

17030
4462

17090
4522

17150
4582

17210
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CB13_CR1
CB13_CR2

CB13 CR1
CB13_CR2

CB13_CR1
CB13_CR2

CB13_CR1
CB13_CR2

CB13_CR1
CB13_CR2

CB13 CR1
CB13_CR2

CB13_CR1
CB13_CR2

CB13_CR1
CB13 CR2

CB13 CR1
CB13_CR2

CB13 CR1
CB13_CR2

CB13_CR1
CB13 CR2

CB13_CR1
CB13 CR2

CB13 CR1
CB13_CR2

CB13_CR1
CB13_CR2

CB13_CR1
CB13 CR2

CB13_CR1
CB13 CR2

CB13_CR1
CB13_CR2

CB13_CR1
CB13 CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok ok ok ok ok ok ok k ok ok kkkkkkk Ak kA khkhkhkkkkkkkkkkkkkk kA kAKX KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

Kok kok ok ok ok ok k ok ok kkkkkk kA A A AR XAk kkkkkkkkkkkkk kkkk kX k kAKX Kk kk k ok kk ok ok

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

Kok kok ok ok ok ok k ok kkkkk kAKX KA Ak kkkkkkkkkkkkkkkkhkkkkkkkhkk kXXX AR **kk kK

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -

Kok okok ok ok ok ok kk ok kkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkk kA kkkk*

TTG 17213

16250
3682

16310
3742

16370
3802

16430
3862

16490
3922

16550
3982

16610
4042

16670
4102

16730
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16790
4222

16850
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16970
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CBO9_CR1
CBO9_CR2

CBO9_CR1
CBO9_CR2

CB09_CR1
CB09_CR2

CBO9_CR1
CBO9_CR2

CB09_CR1
CB09_CR2

CBO9 CR1
CBO9_CR2

CBO9_CR1
CBO9_CR2

CBO9_CR1
CB09 CR2

CBO9 CR1
CBO9_CR2

CBO9 CR1
CBO9_CR2

CBO9_CR1
CB09 CR2

CB09 CR1
CB09 CR2

CBO9 CR1
CBO9_CR2

CBO9_CR1
CBO9_CR2

CBO9_CR1
CB09 CR2

CB09 CR1
CB09 CR2

CBO9_CR1
CBO9_CR2

CBO9_CR1
CBO9_CR2

—AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA
AAACCAAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA

Kok ok kokkkokkkk ok kkkk kA kA Ak Ak kkkkkkkkkkkkkkkkkkkkkkk kXXX Ak kkkk

AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA

Kok ok ok ok ok ok ok k ok ok ok k ok kkk kA kA Ak Ak kkkkkkkkkkkkkkkkkkkkkk kA Ak kkkkkkkkok

CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA

B R R

AAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG

B R

TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT

Kok ok ok ok ok ok kk ok kkkkkkk kA kkkkkkkkkkkkkhkkkhkkhkk kA kX XA A Ak XAk kKX XXk k k%

TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT

Kok ok ok ok ok ok ok kk ok kk kK AR AR KR AR Kk kkhkkkkkkkkkhkkkk kAKX AKX KA A KKk kkkKk Kk ok

ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT
CCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT

Kok ok ok ok ok ok ok kkkkkkkkk kA kkkhkkhkkkkkokkkkkkkkkkkkkkkkkkkkkkkkkok kK kok

GTTG 17213

16249
3682

16309
3742

16369
3802

16429
3862

16489
3922

16549
3982

16609
4042

16669
4102

16729
4162

16789
4222

16849
4282

16909
4342

16969
4402

17029
4462

17089
4522

17149
4582

17209
4642
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CB12_CR1
CB12_CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12 CR2

CB12_ CR1
CB12_CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12 CR2

CB12_CR1
CB12 CR2

CB12_CR1
CB12_CR2

CB12_CR1
CB12 CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok ok k ok kkk kA A XA A XAk kkkkkkkkkkk ok k hkhkkk kX kA AKX Kk kkkokkok koK

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok k Kk ok kAR A AR AR KK AR KA Rk Ak hkhkkkkkkkhkkkk kA AKX KRR AR Kk kk*k

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok kk ok kkkkkk kA khhhkhhkhkkkkkkkkkkkkkkkkkkkkk kAKX ARk *kk k%

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

Kok kok ok ok ok ok k ok kkkk kA kKA AR Ak kkkkkkkkkkhkkhkhk kA AKX XXX AR XXX AKX XX KK * K

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -

Kokokok ok ok ok ok kk ok kkkkkkkkkkkkkhkhkhkkkkkkkkkkkhkhkkkkkkk kX Ak Kk kkkk*

TTG 17213

16250
3682

16310
3742

16370
3802

16430
3862

16490
3922

16550
3982

16610
4042

16670
4102

16730
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16790
4222

16850
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16910
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16970
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17030
4462

17090
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CBO7_CR1
CBO7_CR2

CBO7_CR1
CBO7_CR2

CBO7_CR1
CBO7_CR2

CBO7_CR1
CBO7_CR2

CB0O7_CR1
CB0O7_CR2

CBO7_CR1
CBO7_CR2

CBO7_CR1
CBO7_CR2

CBO7_CR1
CB0O7_CR2

CBO7_CR1
CBO7_CR2

CBO7_CR1
CBO7_CR2

CBO7_CR1
CB0O7_CR2

CB0O7_CR1
CB0O7_CR2

CB0O7_CR1
CBO7_CR2

CBO7_CR1
CBO7_CR2

CBO7_CR1
CBO7_CR2

CB0O7_CR1
CB0O7_CR2

CBO7_CR1
CBO7_CR2

CBO7_CR1
CBO7_CR2

—AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA
AAACCAAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGA

Kok ok kokkkokkkk ok kkkk kA kA Ak Ak kkkkkkkkkkkkkkkkkkkkkkk kXXX Ak kkkk

AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA
AATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATA

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA
CATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACA

B

AAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG
AAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGG

B

TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT
TTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT
TCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATAT

Kok ok ok ok ok ok ok kk ok kk kK AR AR KR AR Kk kkhkkkkkkkkkhkkkk kAKX AKX KA A KKk kkkKk Kk ok

ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC
ATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATC

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT
TCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC
TATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGC

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG
TTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA
GGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGA

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT
TACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA
TATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA
ACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTA

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC
TTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCC

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC
ATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACC

Kok kok ok ok ok ok k ok ok kkkkhkk kA A A AR XAk kkkkkkkkkkkkk kkkkk kA A XAk Kk kk kkkk koK

CCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT
CCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT

Kok ok ok kkokkkkkkkkkkk kA khkhkhkhhhkkhkkhkkkkkkkkhkkkkkkk kA Ak kkkkkkk*k

GTTG 17213
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16309
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16369
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16489
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CBO6_CR1
CBO6_CR2

CBO6_CR1
CB06_CR2

CB06_CR1
CB06_CR2

CB06_CR1
CB06_CR2

CB06_CR1
CB06_CR2

CBO6_CR1
CB06_CR2

CBO6_CR1
CBO6_CR2

CB06_CR1
CB06_CR2

CBO6_CR1
CB06_CR2

CBO6_CR1
CB06_CR2

CB06_CR1
CB06_CR2

CB06_CR1
CB06_CR2

CBO6_CR1
CB06_CR2

CBO6_CR1
CBO6_CR2

CB06_CR1
CB06_CR2

CB06_CR1
CB06_CR2

CBO6_CR1
CB06_CR2

CBO6_CR1
CBO6_CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B R

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B R

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kokokok ok ok ok ok k ok kkkkkk Kk kA kkkkkkkkkkkkkkkkkkkkhkkkkkkkkk kXXX Ak kkkk k%

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
ok ok kK ok ok ok ok ok K ok K K ok K KK ok K Kk o K Kk ok K Kk ok ok Kk ok kK ok ko ko K ok K ok Kk Kk K kK kK

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT
CCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT

Kok okokkk kkkkkkkkk kA Ak hhhkhhhkhkhkkkkkkkkkkkkkkkkkkkkkkkkkkkok kK Kk ok
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CBO5_CR1
CBO5_CR2

CBO5_CR1
CBO5_CR2

CBO5_CR1
CBO5_CR2

CBO5_CR1
CBO5_CR2

CB05_CR1
CB05_CR2

CBO5_CR1
CBO5_CR2

CBO5_CR1
CBO5_CR2

CBO5_CR1
CB0O5_CR2

CBO5_CR1
CBO5_CR2

CBO5_CR1
CBO5_CR2

CBO5_CR1
CB0O5_CR2

CB0O5_CR1
CB0O5_CR2

CBO5_CR1
CBO5_CR2

CBO5_CR1
CBO5_CR2

CBO5_CR1
CB0O5_CR2

CB0O5_CR1
CB0O5_CR2

CBO5_CR1
CBO5_CR2

CBO5_CR1
CBO5_CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok k ok ok kk kKA kAR KR AR KA Ak hkkkkkkkkkkkkk kAKX AKX KRR KKk kkk Kk k ok

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok ok ok ok ok ok ok kk ok kk kA AR AR KA AR KAk kkhkkhkhkkkhkkhkkkkk kAR ARk Ak kkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

Kok kok ok ok ok ok k ok kkkkk kA A AR A Ak kkkkkkkkkkkkkkkkhkkkkhkkkkk kXXX AKXk kk kK

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

Kok kok ok ok ok ok k ok kkk kA AR KA AR Ak kkkkkkkkkkhkkhkkhkk kA kXA XXk k kAKX KX XX Kk * K

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok kokkk ok ok kkkkkkkk kA ARk hhkkhhkkkkkkkkkkkkkkkk kA ARk Ak Kk kkkkkkkkk*

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -

Kokokok ok ok ok ok kk ok kkkkkkkkkkkkkhkhkhkkkkkkkkkkkhkhkkkkkkk kX Ak Kk kkkk*
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4042

16670
4102

16730
4162

16790
4222

16850
4282

16910
4342

16970
4402

17030
4462

17090
4522

17150
4582

17210
4641

70



CBO3_CR1
CBO3_CR2

CBO3_CR1
CBO3_CR2

CB03_CR1
CB03_CR2

CBO3_CR1
CBO3_CR2

CB03_CR1
CB03_CR2

CBO3 CR1
CBO3_CR2

CBO3_CR1
CBO3_CR2

CBO3_CR1
CB03_CR2

CBO3 CR1
CBO3_CR2

CBO3 CR1
CBO3_CR2

CBO3_CR1
CB03_CR2

CB03_CR1
CB03_CR2

CBO3 CR1
CBO3_CR2

CBO3_CR1
CBO3_CR2

CBO3_CR1
CB03_CR2

CB03_CR1
CB03_CR2

CBO3_CR1
CBO3_CR2

CBO3_CR1
CBO3_CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok kok ok ok ok ok kkkkkkkkk kA kkkkkhkkkkkkkhkkkkhkk kA kXA kX Ak kkkkkkkk kk k%

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -

Kokkok ok ok ok ok ok ok ok ok kkkkkkkk kA kkhkhkhhkkkkkkkkkkkkkkkkkkk kA Ak kA kkkk*k
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BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

BL7_CR1
BL7_CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

E e

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kk kA kKA KK KA AR KAk kkkkkkkkkkkkkhkkkkkkkk kA Xk kkkkkkk koK

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
ok ok kK ok ok ok ok ok K ok K K ok K K ok K Kk ok Kk ok K ok K ok K K ok Kk ok K K ok K ok K ok K kK kK kK kK

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

B

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok kk ok kkkkk kA kA kA Ak kkkkkkkkkkkkkkhkk kA kXXX XA A Xk kkkkkkkk k%

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT
CCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT

Kok okokkk kkkkkkkkk kA Ak hhhkhhhkhkhkkkkkkkkkkkkkkkkkkkkkkkkkkkok kK Kk ok
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BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5 CR1
BL5_CR2

BL5 CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5 CR1
BL5_CR2

BL5_CR1
BL5_CR2

BL5_CR1
BL5_CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

Kok ok ok ok ok ok ok kk ok kk kK AR AR KR AR Kk kkhkkkkkkkkkhkkkk kAKX AKX KA A KKk kkkKk Kk ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kokk ok ok ok kkkkkkkkkk Ak kA kkhhhkhkkkkkkkkhhkkhkkk kA XA A XA Akkkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

Kok kok ok ok ok ok k ok kkk Kk kAR A AR A AR XA Ak kkkkkkkkk ok ok ok kkkkhkk kA kKX Kk kk k ok kk koK

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

Kok kok ok ok ok ok k ok kkkk kA kA AR A Ak kkkkkkkkkkkkkkkkhkkkkkkk kA kXXX ARk kk kK

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok ok ok ok ok ok ok kk ok kkkkk kA Ak kA hkhhkhkhkkkkhkkhhhkk kA kA Ak kkk kAKX AR KAk k* K

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

Kok kok ok ok ok ok k ok kkkkk kA A AR A Ak kkkkkkkkkkhkkhkkhkk kA A XXX XA A XXk kkkkkk kx %

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -

Kokokok ok ok ok ok kk ok kkkkkkkkkkkkkhkhkhkkkkkkkkkkkhkhkkkkkkk kX Ak Kk kkkk*
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BL4_CR1
BL4_CR2

BL4_CR1
BL4_CR2

BL4_CR1
BL4_CR2

BL4_CR1
BL4_CR2

BL4_CR1
BL4_CR2

BL4 CR1
BL4_CR2

BL4_CR1
BL4_CR2

BL4_CR1
BL4_CR2

BL4 CR1
BL4_CR2

BL4 CR1
BL4_CR2

BL4_CR1
BL4_CR2

BL4 CR1
BL4 CR2

BL4 CR1
BL4_CR2

BL4_CR1
BL4_CR2

BL4_CR1
BL4 CR2

BL4 CR1
BL4 CR2

BL4_CR1
BL4_CR2

BL4_CR1
BL4_CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok okok ok ok ok ok k ok kkkkk Kk kA A Ak kkkkkkkkkkkkkkhkkkkkkhkhkkkkk kA XXXk X*kkk* %

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok okok ok ok ok ok kkkkkkkkk kA kkkkkhkkkkkkkkkkkkhkk kA kXA kA Ak Xk kkkk Kk Kk x %

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT
CCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT

Kok okokkk kkkkkkkkk kA Ak hhhkhhhkhkhkkkkkkkkkkkkkkkkkkkkkkkkkkkok kK Kk ok
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BL38_CR1
BL38_CR2

BL38_CR1
BL38_CR2

BL38_CR1
BL38_CR2

BL38_CR1
BL38_CR2

BL38_CR1
BL38_CR2

BL38 CR1
BL38_CR2

BL38_CR1
BL38_CR2

BL38_CR1
BL38_CR2

BL38 CR1
BL38_CR2

BL38 CR1
BL38_CR2

BL38_CR1
BL38_CR2

BL38 CR1
BL38_CR2

BL38 CR1
BL38_CR2

BL38_CR1
BL38_CR2

BL38_CR1
BL38_CR2

BL38 CR1
BL38_CR2

BL38_CRL
BL38_CR2

BL38_CR1
BL38_CR2

AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkkkk kX Ak Kk Kk kkkkkok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
ok ok kK ok ok ok ok ok ok ok K kK ok K K ok K K ok K K ok K K ok K K ok K Kk ok K Kk ok K ok ok ok ok ok ok ok kK K

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kAR KKK AR KR ARk hkkhhhkhhkkkhkhkkhkkkk kA AKX KRR AR Kk kk kK

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kkk Kk kA kA Ak Ak kkkkkkkkkkkkkkhkkkk hkkkkkk kXXX XXXk k* K

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok kkkkk kA A A Ak Ak kkkkkkkkkkkkkkhkk kAKX XXX AR XX Ak Xk KX Kk x K

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -
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AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok kK Kk ok Rk K Rk Kk Kk ok kK k ok k ok ok ok ok ok ok k k ok k kK Rk KK Kk Kk kK ok k ok k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

Kok kok ok ok ok ok k ok kkkkkkk kA A A AR XAk kkkkkkkkkkk ok ok khkkkkk kA AKX Kk kkkkkkkk

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok okokkk ok ok hk ok kkkkkk kA khhhkhhhkhhkhhkhkkkkkkkhkkkkkkkkk kA XK Ak Kk kk k%

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

Kok kok ok ok ok ok k ok ok kkk kA kA AR A Ak kkkkkkkkkkkkhkkhkk kA kkkkkhk kA XXX AR XX Kk kK

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

Kok kok ok ok ok ok k ok kkkk kA kA AR A Ak kkkkkkkkkkhkkhkhkhkk kAKX XXX AR XX Ak Xk kX kkx %

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -
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AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok kk ok kkkkk kA kA Kk Ak khkkkkkkkkkkkkkkhkkkkkkkk kA Xk Ak kkkkk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok kkkkk Kk kA A Ak kkkkkkkkkkkkkkkkkk kkkkkkkkk kXXX ARk *kk* %

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B R

AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kk kK AR A AR R AR Rk kkhkkkkkkkkkhkk kA kAKX AKX KA Ak Kk kkk Kk kk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok kok ok ok ok ok k ok ok kk Kk Kk kA A ARk Ak kkkkkokkok ok kkk ok kk kk kX k k& k% kk ok k ok kok k% Kk ok

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok ok kkkk kA kAR kkkkkkkokkok ok k ok ok ok ok ok kkkkkk k& k %k k ok k ok k ok k% Kk ok

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok kk ok kk kKA AR AR R AR Rk kkhkhkkkkkkkhkk kA kA AR AKX KKK Kk kkk Kk kk

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT
CCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT
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AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA

Kok ok ok ok ok ok ok k ok kkkkk kA kA Ak kkkkkkkokkkkkkkkkkkkk kX Ak k& k Kk kkkk kok k% Kk ok

ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC

Kok kok ok ok ok ok k ok ok kkkk kA kA Ak Ak kkkkkokkkkkkkkkkk kk kX Ak Kk kkkkkok kok k% ko

ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA

B

AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

B

TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT

Kok ok ok ok ok ok ok k ok kkkkkk kA ARk kkkkkkkokkkkkkkkkkk kk kX k kX &k Kk kkkk kok k% Kk ok

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA

CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
Sk ok kK ok ok ok ok ok K ok K K ok K K ok K K K ok K K K ok kK K o kK ok kK o ko ok ok ok o ok ok ok o ok ok ok K ok ok ok

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT

Kok ok ok ok ok ok ok kk ok kkk Kk hk kA AR AR KAk hhhkkkkkkhhkkhk kA AR A KR AR KK Ak kkkkkk

CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT

Kok ok ok ok ok ok ok k ok kkk Kk kAR A AR ARk kkkkkkkkkkkkkkkkhkhkkkkkk kX kXXX Ak kkkk ko

ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT

Kok kok ok ok ok ok k ok kkkkk kA A ARk Ak kkkkkkkkkkkkkkkk hkkkkkkkkk kA XXX X Xk k kK

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG

Kok ok ok ok ok ok ok k Kk k kAR KKK AR KR ARk hhhkhkkkkkkk ok kk kA AKX AR A AR KA AR AR AR KK A K

GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT

Kok kok ok ok ok ok k ok ok kkkkkk kA kk Ak khhhkhkkkkkkkkkkkkkk kA A AKX KK Ak kkkkkkkk

ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT

ok ok ok ok ok ok ko kK Rk K Rk Kk Kk Kk ok k ok ok k ok ok ok ok ok k ok ok ok ok ok Rk kK Kk Kk kK k ok k k ok ok ok ok ok ko

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ok ok ok ok ok ok ok ok ok ok Rk K Rk KK Kk ok k ok k ok ok k ok ok ok ok ok k ok ok ok kK kR KK Kk Kk kK ok k ok k ok k ok ok ok ko

CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT

Kok kok ok ok ok ok k ok ok kkkkkk kA Rk Ak khkhkhkkkkkkkkhkhkkhkk kA AR A AR KK Ak kkkkkkkk

TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA

ok ok ok ok ok ok ok ok ok ok Rk K Rk kK Kk ok k ok k ok ok ok ok ok ok ok ok ok ok ok ok ok ok Rk KK Kk K Kk Kk k ok k ok ok ok ok k ko

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

ok ok ok ok ok ok Kk kK Rk K kK kK Kk ok k ok ok k ok ok ok ok ok ok ok k ok ok ok ok ok kK KK Kk Kk kK k ok k k ok k ok ok ok ko

CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATAT -
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Appendix Figure 5 — Alignments of A. piscivorous Control Regions divided into haplogroups according
to shared polymorphisms.

Appendix Figure 5A: Reference CR1
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Appendix Figure 5B: CR1 Haplotype B

Appendix Figure 5C: CR1 Haplotype C
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Appendix Figure 5D: CR1 Haplotype D
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Appendix Figure 5F: CR2 Haplotype B
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Appendix Figure 5G: CR2 Haplotype C

Appendix Figure 5H: CR2 Haplotype D
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Appendix Figure 5I: CR2 Haplotype E
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Appendix Figure 5J: CR2 Haplotype F
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Appendix Figure 5K: CR2 Haplotype G
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Appendix Figure 6: Haplotype network of concatemers for specimens which contained both control
regions.

Haplotype A: Control specimen DQ523161

Haplotype B: CBO7, CB09

Haplotype C: BL34, BLO7, CB0O6, CB12, CB16, GPC10 RBO6

Haplotype D: BL20, BL2, BL38, BLO4, BLO5, CB0O3, CB13

Haplotype E: RBO8

Haplotype F: CB14

Haplotype G: BL29, CB0O5

Haplotype H: RBO3
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Appendix Figure 7 — Alignment of all A. piscivorous CR1 and CR2 concatemers successfully produced

for this project
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AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
AAACCAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCCCGAA
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ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
ATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATAATAC
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ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
ATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATATACAA
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BL2 1 2
CB13 1 2
BL4 1 2
BL20 1 2
BL38 1 2
BL5 1 2
CBO3 1 2
BL7 1 2
CBO6_1 2
CBO7 1 2
CBO9 1 2
BL29 1 2
CBO5 1 2
RBO8 1 2
RBO6 1 2
BL34 1 2
CB12 1 2
CB16 1 2
GPC10 1 2
CB14 1 2
RBO3 1 2
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AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
AACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT

AACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAGAGGT
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TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
TGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAACCCTT
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CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
CCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCATATA
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BL2 1 2
CB13 1 2
BL4 1 2
BL20 1 2
BL38 1 2
BL5 1 2
CBO3 1 2
BL7 1 2
CBO6_1 2
CBO7 1 2
CBO9 1 2
BL29 1 2
CBO5 1 2
RBO8 1 2
RBO6 1 2
BL34 1 2
CB12 1 2
CB16 1 2
GPC10 1 2
CB14 1 2
RBO3 1 2
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Control 1 2

TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
TTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGCATCT
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CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
CAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACCCTTT
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ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
ATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTTGGCT
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BL2 1 2
CB13 1 2
BL4 1 2
BL20 1 2
BL38 1 2
BL5 1 2
CBO3 1 2
BL7 1 2
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BL29 1 2
CBO5 1 2
RBO8 1 2
RBO6 1 2
BL34 1 2
CB12 1 2
CB16 1 2
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Control 1 2

TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
TTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCTCCGG
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GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATATGGAT
GGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATACGGAT
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ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
ACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATTTTTT
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ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA

ATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACCTAAA
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CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAARATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
CCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTTTTAT
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TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAARAAACGCCGATCCA
TTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGATCCA
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TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC

TTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAAACCC
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CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
CCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTTATATG
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TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAATACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
TTGAAACCAAAAAAAT-ACTCTCCTAGGACCCCCCCCTACCCCCCCCACTAGCTGGGTCC
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CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA

CGAAATTTGGCCTTATATGTACTCTTTACATATAGGGTCCTCATGTCGCTATGTATAATA
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ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
ATACATTAATCGTTTTGCCCCATGACTATCAAACGGGAATTTAACTTTAATTAATTATAT
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ACAAAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTTCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGTTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG
ACAAAACTGGCTCATTAACATATTTTCCTTCCCTCATTTTCTGGTCGTTCTATTCAGCAG

hokkokkkkkkk Khkkhhhhhhhhhkhhhkkhkh Khohkkkkhkkkkhhkhhhkhkkkkkokkkokokkxk

1139
1139
1139
1139
1139
1139
1139
1139
1139
1140
1140
1139
1139
1139
1139
1139
1139
1139
1139
1139
1139
1139

1199

1259
1259
1259
1259
1259
1259
1259
1259

88



BL2 1 2
CB13 1 2
BL4 1 2
BL20 1 2
BL38 1 2
BL5 1 2
CBO3 1 2
BL7 1 2
CBO6_1 2
CBO7 1 2
CBO9 1 2
BL29 1 2
CBO5 1 2
RBO8 1 2
RBO6 1 2
BL34 1 2
CB12 1 2
CB16 1 2
GPC10 1 2
CB14 1 2
RBO3 1 2

Control 1 2

o
o
o
o

Q
w
o
‘m
i i e i

DRV NN

Q
jos}
=
N
il

CBl6_1_2
GPC10_1_2
CB14_1 2
RBO3_1_2
Control 1 2

Control 1 2

AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC

AGGTTGTCCGTTATTAGTAACCATGGCTATCCACTTCAAACCGGTGTCCCGTGATTTAAC
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CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
CCTTCCCGTGAAATCCTCTATCCTTTCACCTCAGGCATACAGTCCCGCTTTTCACGTCCA
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TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
TATATTGTAACTCCTCCCGTTTATGTCCTTTCCAAGGCCGCTGGTTACACCTTCAAGGGC
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CBO5 1 2
RBO8 1 2
RBO6 1 2
BL34 1 2
CB12 1 2
CB16 1 2
GPC10 1 2
CB14 1 2
RBO3 1 2
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ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
ATCTCAATGGTCCGGAACCACCCCGCCTTACTTGCTCTTTCCAAGGCCTATGGTCGCACC
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CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
CTTTATATTGGTACATTTCACCTCATGTTCTTATCACGTATGCCTGTTCCACCCCTGGTT
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GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
GGCTTTTTTATAGGTACCTTTCACCTGACACCCATATATGCCCGTTACCGTCACCCCTCT
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BL2 1 2
CB13 1 2
BL4 1 2
BL20 1 2
BL38 1 2
BL5 1 2
CBO3 1 2
BL7 1 2
CBO6_1 2
CBO7 1 2
CBO9 1 2
BL29 1 2
CBO5 1 2
RBO8 1 2
RBO6 1 2
BL34 1 2
CB12 1 2
CB16 1 2
GPC10 1 2
CB14 1 2
RBO3 1 2
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CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAT
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAT
CCGGGGTAGACCATTAGTCCAGGTGGAGCTATATTCTTGGTCTAGCACTTTCTCCTATAC
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GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
GGATACATCTCTTAATGCTCGTTATACATACTTTTCTCTACTACCGAAAATTTCATTATT
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TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
TTTTATTAAAGAAATCCCGTTGTAAATACATTTTTTTACCCGATTTTTCAAATTTTTACC
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TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT

TAAACCCATCCCACTTTTCTATACCAAAATTTCAAACCCGAATTCCTATAAGAAATTTTT
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TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
TTATTTTTAAATATTTATTTTTTTTAACGTGAAAAATAAAAAGATTATAAAAAACGCCGA
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TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
TCCATTTTCAAGATGCGAAATATCACTACTTCTTCCAGGGCGTCTGACTCACCGATGCAA
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1859
1859
1859
1859

1919
1919
1919
1919
1919

1979
1979
1979
1979
1979
1979
1979
1979
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BL2 1 2
CB13 1 2
BL4 1 2
BL20 1 2
BL38 1 2
BL5 1 2
CBO3 1 2
BL7 1 2
CBO6_1 2
CBO7 1 2
CBO9 1 2
BL29 1 2
CBO5 1 2
RBO8 1 2
RBO6 1 2
BL34 1 2
CB12 1 2
CB16 1 2
GPC10 1 2
CB14 1 2
RBO3 1 2

Control 1 2
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CBl6_1_2
GPC10_1_2
CB14_1 2
RBO3_1_2
Control 1 2

ACCCCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
ACCCCCCCCC-ACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT

ACCCCCCCCCCACAGACAAAGCCATTTTTGTCTTTATTTTTAATTACGTCCGAGATTTTT
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ATAT 2043
ATAT 2042
ATAT 2043
ATAT 2042
ATAT 2042
ATAT 2042
ATAT 2042
ATAT 2043
ATAT 2043
ATAT 2043
ATAT 2043
ATAT 2042
ATAT 2042
ATAT 2042
ATAT 2042
ATAT 2042
ATAT 2042
ATAT 2042
ATAT 2042
ATAT 2042
ATAT 2042
ATAT 2043
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