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Contig2-528f [

TAGGCAGTGGAGTGGGCAGTACTGAAGCTTGGCGCCGTAATATTGGCACAGGCTATAATTTCTCAGTAACACATCATTGGGGTATATAATAATAAA
G S G VvV G S T E A W R R N I G T G Y N F S V T H H W

T contig2f = ——
TTCATTTTAAATTGCACGAAATATATTTGTCGTTATTTAATAGAACCACCTAATGAAAAAT CCTCAGAACCTGTTACGACAAAACTTGTACCACAT
E P P N E K S S E P V T T K L V P H

Contig2-183f  ——————— " contig2r——

CCGCAAAACCTAATTCCGGTATCTATGTGGGATTTAGACACTTTGGAGCAAGGCGATCTGCCAACAGTGACGTCTATGACAACCCAGCTTAAAGGT
P Q N L 1 P V S M W D L D T L E Q G bL P T V T S M T T Q L K G

GAAACTGTCGCTAAACACCCTAATGGTAGTACAAAACGTGCTTTCAAGCAACAGATAGTAACCACGAAGAACCCAAAGGTGTCTGCTTGTAACAAA
E T V A K H P N G S T K R A F K Q Q 1 vV T T K N P K VvV S A C N K

—————————— " Contig2-183r

AAAAAAAAAAACGAAGCGGATCGACGTCGAGAT CAAGCCGAAGATAAACATCGAGAGAAGGAGGAAAAGAAACGGCAGCAATCAAGTGAGGAAAAA
K K K N E A D R R R D Q A E D K H R E K E E K K R Q Q s s E E K

 Contig2-528r

CGCCACCAACAACAATTAGATGATGAAAAGCGT CGACAAATGGTTGAACAAAATAAACGGCAGCTGCAAATTCTAGTACGGCGGCGGCAAGCAATT
R H Q Q Q L b b E K R R Q Mm V E Q N K R Q L Q 1 L VvV R R R Q A 1

CTAGGAAATAAAGCCAATGTAAAAAATTCTGGTTTAAGTGAATCAGTGAATTCGAGTTCTAATCTTCCTAACAAAAATCCGCATTTCCAATCTTCT
L G N K A N V K N S G L S E S V N S S S N L P N K N P H F Q S S

GTTGCACCATGGTTTACTCAAAGCAATGCAGCTTCTTCAGAAGGTGTGCCATGTCTAGCTGAAATACAAAAAGCTGAAAGACGGGAACGCCAAATG
vV A P W F T Q S N A A S S E G VvV P C L A E 1 Q K A E R R E R Q WM™

GAACAGCGTAAAATGCGGCTGTTTCACAAACGAGTTCGTGCTAGTGCTAACGCTGCTGTTGAAGCATTTGATTCCTTGTTAAAATGGAACGTACCT
E Q R K ™M R L F H K R V R A S A N A A V E A F D S L L K W N V P

Contig3-701f -

GTAAGGGACGTCCCCGTTAAAAGTTTTGCCGAAATACAAGCAGAAGAAGCTAAGTGTTTAGCCAATGAAAAAAATATGTTGAAGCAGCGT CGCAAT
V R D VvV P V K S F A E 1 Q A E E A K C L A N E K N M L K Q R R N

AAACAGGAACAGCAGCACACGACAACTGTTACGAGTGCAACAAGTAATACGGGTGGAGGCCACAATAATATTTCGGCTGTATGTTCAAGCACAAAA
K Q E Q Q H T T T VvV T S A T S N T G G G H N N 1 S A VvV C s s T K

Contig3-156f N
GCTTGGGGT TCAACAAACACAACTGT TTTCTGGGACAAAT CTAT CAAATTTAGCGCTGTGGT TGCTGCT AATAAT AATT CTGGTGGAAAGT AACTA
AW G S T N T T V F WD K S I K F S AV V A A NNN S G G K

< Contig3-156r contig3f

AACAATCTTCAACCGGACAACAAAAACTTTCACCATCTGCGTATGCCCGGTAAAGCAACCATTGCAGTTAGTGGGCCTATCACAAACCAGCAGCTA

AATACCGTACGTATAATAGAGATAGATGTAGATAAATAATTGAGT AATGCACCGCGATCTTAGGTCTATTGTGCCCTCTCCTAACTCACAGGGACT

< contig3r

CACTTAGCCCCAGCATATTGATGAAGTCTAATATCCTGCTGGGTACTAGCGAGGCGATGTGATCCCTATCCGGAANCATGGATCCAAGGGCCTTCG

ACCAGCGCCTGCAGACTGCGATGCAGT CGACTAGCAGGTGCTCCGGGGTTTCAGGCTCCCTGTCGCAAAACCGACAGGTATCGCAATGATGATAGG

< Contig3-701r

CCCATGTTAGATAGATGCCTTTTCAATTTGCAGTGGGCGGTGTAAAATGCGACCAGAAGCCTAAGTTTATCCCTTGGGAGGTT
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