Haplotype and amino acid sequences list:

Detailed list of haplotype DNA sequences and amino acid variants found for the highly conserved regions for three short-fragments markers (UL18, UL22 and UL27) within the CFPHV genome.

UL18

<UL18 haplotype1, most common haplotype found all over the world; 98 nucleotides, 46 samples>
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
<UL18 amino acid sequence variable sites, only functional site variantion Y/C>

RRLPAVIFAVEPRRVILSVLEMSTSAALYKIRNTGPFEWVNGDRLALVPP

<UL18 haplotype2, found only in turtle from Turks and Caicos and unique individual from Portugal; 98 nucleotides, 12 samples>
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
<UL18 amino acid sequence variable sites, only functional site variantion Y/C>

RRLPAVIFAVEPRRVILSVLEMSTSAALCKIRNTGPFEWVNGDRLALVPP

UL22

<UL22 haplotype1, most common haplotype found all over the world; 132 nucleotides, 82 samples>
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
<UL22 amino acid sequence variable sites, only functional site variantion D/E>

APQNATPFPPTHIVEFGSDTFAKHEPNVVLVRTESLVKPANTASLLTSDLFYPVQFE

<UL22 haplotype2, found only in turtle from Turks and Caicos and unique individual from Portugal; 132 nucleotides, 13 samples>
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
<UL22 amino acid sequence variable sites, only functional site variantion D/E>

APQNATPFPPTHIVEFGSETFAKHEPNVVLVRTESLVKPANTASLLTSDLFYPVQFE

uL27

<UL27 haplotype1, most common haplotype found all over the world; 144 nucleotides, 50 samples>
CCTCCGGATGGTCGCTGGCCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
<UL27 amino acid sequence variable sites, only functional site variantions K/E and T/M>

KKAASSSGWSLAKKKLSNVKDNFTDAKNKMMKSLRHRGNGYAPVSTSTASMYLDDELSTYSQ

<UL27 haplotype2, 144 nucleotides, 7 samples>
CCTCCGGATGGTCGCTGGCCAAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
<UL27 amino acid sequence variable sites, only functional site variantions K/E and T/M>

KKAASSSGWSLAKEKLSNVKDNFTDAKNKMMKSLRHRGNGYAPVSTSTASMYLDDELSTYSQ

<UL27 haplotype3, 144 nucleotides, 18 samples>
CCTCCGGATGGTCGCTGGCCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCACGGCCAGTATGTATCTAG
<UL27 amino acid sequence variable sites, only functional site variantions K/E and T/M>

KKAASSSGWSLAKKKLSNVKDNFTDAKNKMMKSLRHRGNGYAPVSTSMASMYLDDELSTYSQ



<UL18_common_haplotypel>

>Ei-PiT-85_UL18_2R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cc-DkT-01_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-1RMOUTH_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-2LFF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-2LHF_UL18_R.ab1l
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-3NECK_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-4NECK_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-5LFF_UL18_R.ab1l
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-6NECK1_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-6NECK_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-6RFLIPPER_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-7LEYE_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-7LHF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-7REYE_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-8LFF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-8MAXILLA_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-8RHF_UL18_R.ab1l
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-9LFF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-9RFF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-10LFF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-10LHF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-10RFF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-11INECK_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-11RHF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-12LFF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-12LHF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-12TAIL_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-14RHF_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-14TAIL_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-15NECK_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaFP-15REYE_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaT-2_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaT-8_UL18_2R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaT-11_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-HaT-14_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-PiFF-80_UL18_2R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-PiFP-04_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-PiFP-51_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-PiFP-86_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-PiFP-92_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-PiT-20_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Cm-PiT-51_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Dc-0sT-01_UL18_2R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Ei-KuT-19_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Ei-PiT-46_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC
>Ei-PiT-71_UL18_R.abl
CCGTTAACCCACTCGAAGGGTCCCGTGTTTCGAATTTTGCAGAGCGCCGCGCTGGTACTCATTTCCAAAACGGAGAGGATTACCCGGCGGGGTTCCAC

<UL18_T&C_haplotype2>

>Cm-TCFP-15_UL18_R.ab1l
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
>Cm-PoT-01_UL18_2R.abl
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
>Cm-TCFP-1cloaca2_UL18_R.abl
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
>Cm-TCFP-1cloaca4_UL18_R.abl
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
>Cm-TCFP-3_UL18_R.abl
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
>Cm-TCFP-4_UL18_R.ab1l
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
>Cm-TCFP-5_UL18_R.ab1l
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
>Cm-TCFP-8_UL18_R.abl
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
>Cm-TCFP-9_UL18_R.ab1l
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
>Cm-TCFP-12_UL18_R.ab1l
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
>Cm-TCFP-13_UL18_R.abl
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC
>Cm-TCFP-14_UL18_R.ab1l
CCGTTGACCCATTCGAAGGGTCCCGTGTTTCGAATTTTGTAGAGCGCCGCGCTGGTACTCATTTCCAAGACGGAGAGAATTACCCGGCGGGGTTCCAC



<UL22_common_haplotypel>

>Lo-0sT-07_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cc-CyT-281_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cc-CyT-288_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cc-CyT-346_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cma-SDT-05_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cma-SDT-06_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cma-SDT-07_UL22_R.al
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cma-SDT-08_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cma-SDT-10_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cma-SDT-11_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-CyT-156_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-CyT-226_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-CyT-228_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFB-12LHF_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-3LHF_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-5LFF_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-6NECK1_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-6NECK_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-6RFLIPPER_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-7LEYE_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-7LHF_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-7REYE_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-8LFF_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-8MAXILLA_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-8RHF_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-9CLOACA_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-9LFF_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-9RFF_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-10LFF_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-10LHF_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-10RFF_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-11LHF_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-11INECK_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-11RHF_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-12LFF_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-12TAIL_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-14NECK_UL22_R.ab1
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-14RHF_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-14TAIL_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-15NECK_UL22_R.ab1
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-15REYE_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaFP-15RHF_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaT-6_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaT-7_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaT-8_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaT-9_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaT-10_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaT-11_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaT-13_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaT-14_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-HaT-15_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-PiFP-04_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-PiFP-20_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-PiFP-51_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-PiFP-82_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-PiFP-86_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-PiFP-92_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-PiT-20_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-PiT-51_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-PiT-82_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-PiT-86_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT



>Cm-PRT-04_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-PRT-06_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-TCFP-1cloacal_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-TCFP-1HLflipper_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-TCFP-1Lflipperl_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-TCFP-1RFflipper_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-TCFP-1Rteye_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-TCFP-2_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-ToT-09_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-ToT-35_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-ToT-36_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-ToT-37_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-ToT-38_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-ToT-39_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-ToT-40_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Ei-KuT-03_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Ei-KuT-14_UL22_R.a
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Ei-KuT-16_UL22_R.ab1l
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Ei-KuT-19_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Ei-PiT-46_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Ei-PiT-71_UL22_R.abl
ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAAGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTATCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT

<UL22_T&C_haplotype2>

:gggzggz;éifgtig?$6ggéTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
Z$ggzggg$gﬂ$kéiE$+ggéGTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
>Cm-TCFP-1Lflipper2_UL22_R.abl

ATCGCTGGTCATAGACTTGCCGTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
Z$?EE$ZZTEK$kéiE$ngéGTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
Z$ggzggz;éﬂ$kéiE$+ggéGTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
Zgggzggz}gz$ké§E$+ggéGTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
:gggzggz;?x$kéi5$+ggéGTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
Z$gggggg;gﬂ$kéiE$TgCéGTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
Zgggzggz}gz$ké§E$+ggéGTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
:gggzggz;éi?gtig?$6ggéTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
Z$gazggz;éi?gtig?$62géTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
ZggﬁzgnggiTgéigT$GCgGTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT
:$?EE$22T%:?:E§%?$G?géTGTTTGCGGGTTTAACCAAGGATTCAGTGCGCACCAGCACGACGTTTGGTTCGTGTTTCGCAAAAGTTTCAGATCCGAACTCTACAATATGGGTCGGAGGAAAGGGCGTT

<UL27_haplotypel>

Zg$ggé£;$éé?gtg;agé22;AGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE?ESEZ;?éagtéZ?gGECiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zt?gggggigé?gég%agég:iAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZS;EE;Z;?EE$%EZ?§62giAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE#EZégxzéagtéZ?géggiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE#CEégA#gG$tézTgGCEAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZS#CZégAiga$ééZ?gGggiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zgggzgg;%éagtéz?géggiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE;ESEE;%SE$E§E?§62EiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
22$Eg2£;%éa$ééz?géggiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$€gggi}ég?gt%;€g€gAiAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$EEEZ;}%STEE%%€2&g:iAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$gggzi;éa$ééz?géggiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$€gé2§;gé$gt%;€g&gziAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$CEégiTgéTgég%GzcC:AAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$CZéE:Tgé?gtg;azc22;AGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$CZégiTéngt%;GgCgziAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$CEégiTgé?gég%agcg:iAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$ggg£;%éa$ééz?géggiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$cEZEA%gthéZTEGCgiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$CEZEA%26$E§E?EGSEiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$ggg£;%éa$ééz?géggiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$ggzg;%gagkéz?gégS;AAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$C22£A$Gg#géCgGGgCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG



Zg$EEggxiag#gZEgéggéAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$E2gg;#ag#géEgéggéAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$E2gg;iag#géEgég?éAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$€gggi¥ég¥ggg¥gtgziiAzgiAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$EEZZK}%2$2£ET8E%ZKXAZX;AAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$E222:}éé$2EE¥EéZE;AZgiAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$€222§;ég¥ggg?gtgzKﬁAzgiAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$C222;T%§#EEC$E§€CXAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$C222:Téé#EEE¥EéZE:A:giAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$E222i;éé#2EE¥EézE:A:giAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$E2ggK}ég$EEE#EézzﬁAigiAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$E222:}ég#EEE¥EéZE:AZgiAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$E222i;g2$EEg#ééfz&:géAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$E2ggK}g2$EEg#ééEEAiiéAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$E222:}gE;EEg#éézEAzgéAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$E222K;EZEEEE$EézfﬁAzgiAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$C222;T2E¥EGE#§€CEAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$C222:TéE#EEg#ééEgAzgéAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$E222i;ét$EEg#ééfEAzgéAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
>Cm-HaFP-1RMOUTH_UL27_C.ab1l

CCTCCGGATGGTCGCTGGCCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$E222:}éE#EEg#éézEAigéAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$€gég;$ég?gtgzazczAiAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$EE%£;$&2TEE%%EE&gziAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$ggggz;gé?gtgzag&ggiAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg#ggéz;?éggtéz?géggiAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE%CE%EA%&ETEE%%GECCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG

<UL27_haplotype2>

>Cm-PiT-92_UL27_C.abl
CCTCCGGATGGTCGCTGGCCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCACGGCCAGTATGTATCTAG
>Cm-HaT-6_UL27_C.abl
CCTCCGGATGGTCGCTGGCCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCACGGCCAGTATGTATCTAG
>Cm-HaT-2_UL27_C.abl
CCTCCGGATGGTCGCTGGCCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCACGGCCAGTATGTATCTAG
>Cm-HaFP-8RHF_UL27_R.abl
CCTCCGGATGGTCGCTGGCCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCACGGCCAGTATGTATCTAG
>Cm-HaFP-8MAXILLA_UL27_R.abl
CCTCCGGATGGTCGCTGGCCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCACGGCCAGTATGTATCTAG
>Cm-HaFP-7LHF_UL27_R.abl
CCTCCGGATGGTCGCTGGCCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCACGGCCAGTATGTATCTAG
>Cc-PoT-01_UL27_C.abl
CCTCCGGATGGTCGCTGGCCAAAGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCACGGCCAGTATGTATCTAG

<UL27_haplotype3>

Zg$ggggz;gé?gtgzagé22;GGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg#ggzg;?éagtéz?géggiAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$CI§ZKT%2TEE%%GECC:AGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$gzggiTéé?gtgzazc22;GGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$€gggi¥ég?gt%;€g&22;GGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$E€22;}26¥E§Z?262EiAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$EEEE;;EE$EEZ?262giAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$€gggi¥é€$tég?262giAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$E€22;}26¥E§E?262EiAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$EEEE;;EE$EEZ?262giAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
>Cm-TCFP-1RFflipper_UL27_C.abl

CCTCCGGATGGTCGCTGGCCAAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$E€22;T%2#E&é?gggcgkééA;AAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
>Cm-TCFP-1Carapace_UL27_F.abl

CCTCCGGATGGTCGCTGGCCAAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$CEEZA$éG$EéZTgGggiAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$CE$£A§26¥E§E?§G?EiAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
Zg$52égxiéa$ééz?géggiAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$CEéEA$éG$EéZTEGCgiAGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG
ZE$CE$Z;T22TEE%%EECggiGGAAAAACTATCTAACGTCAAAGACAACTTTACGGACGCTAAAAATAAAATGATGAAATCTTTACGCCACCGCGGAAACGGATACGCTCCCGTTTCGACGAGCATGGCCAGTATGTATCTAG



