
Table S1 TMHMM results of the 32 proteins from filter by cross-blast. 

ID Len ExpAA First60 PredHel Topology 

Ame_R000248 257 0.4 0 0 o 

Ame_R000307 391 0.24 0.06 0 o 

Ame_R000609 854 0.19 0 0 o 

Ame_R000622 443 0.64 0 0 o 

Ame_R002839 221 0 0 0 o 

Ame_R002945 92 0.43 0.43 0 o 

Ame_R004369 163 40.54 19.46 2 o10-27i124-143o 

Ame_R005446 671 0.02 0 0 o 

Ame_R006110 359 21.2 21.2 1 i7-26o 

Ame_R006158 325 0.55 0.14 0 o 

Ame_R007364 146 0.48 0.03 0 o 

Ame_R008064 2012 0.63 0 0 o 

Ame_R008184 335 1.39 0 0 o 

Ame_R008820 284 0 0 0 o 

Ame_R008980 148 0 0 0 o 

Ame_R011061 397 0.03 0 0 o 

Ame_R011984 366 0.02 0 0 o 

Ame_R012522 460 0.06 0.06 0 o 

Ame_R013038 320 0.02 0.02 0 o 

Ame_R013090 1014 0.15 0 0 o 

Ame_R013224 377 0 0 0 o 

Ame_R013532 306 13.16 13.15 0 o 

Ame_R013753 374 0.67 0 0 o 

Ame_R014240 517 0.72 0 0 o 

Ame_R015262 250 0.05 0 0 o 

Ame_R017002 85 0.02 0.02 0 i 



 

 

DNA Sequences 

>Ame_R000248   

ATGTTTGTGGCCCATACTGTGGACCATGGAGGGGTATTCCACGAGGCCCA 

TAGTTACAGGGGGGACATCAAAACCCTGACCATGCAAATGATCTGGGTAG 

GCACCCAACTTTTGGCCCCTGAGGTACATGAGTTCATGCGGGAAAAAATC 

TCTGCTTGGGCTGTGCAGACTAATGATATGGGTGTGGACAACATTGAGGA 

CTTCTTATCCCTGACCCATCTGCAGACAAGACATGATTTGATTTCTAAGA 

AATGTCACCGGAAAAAAACCGGAGTCATTCTTAGGGCATATATTTCCTCA 

TGGTTCTTGGGGAAGTGTAGGTCTGGCTGTGTTGGAAGAAAGTGTACCAG 

TTTGCAGCAAATTGGCCCTGTGAGAGCAAGCCCAGACAGAGCCTGGTCTG 

AGGAAGCCACTGAATTTTTGGCTGAAAAGTGGCACACTCTGACTGGATAC 

TCAGTGAAAATCCTTTTAGTCATAAAATGGAGCATCCAACTCACTGTGGC 

CTCACATACACAACAGTTAGCAAACAGAAACTATTTCCCATTGGAAATGA 

CTGAAGGAGCTTTACCTTCGTGCTCTTCTTCTCCTCCCCAGTCAAAACGT 

CTCCCCGTGGATGAACAATCCGGCACTGTGAGTGCTCTGCCGGTGTCTCT 

GGGCGTCAGCTGGCCTCTGTTTATTATTGGTGAAAGTTTTCATGAGTTTG 

AAAACAATGTAACAACTATTCCTGCTAATGTGACCGTATTGATTGCCTAT 

ATTGGATTGAAAGGTCCAGATTAG 

Ame_R017525 86 0 0 0 o 

Ame_R017570 893 12.92 0 0 o 

Ame_R017671 332 0 0 0 o 

Ame_R018563 17 0 0 0 o 

Ame_R019548 176 0.03 0.02 0 o 

Ame_R020040 235 3.14 0.04 0 o 



>Ame_R000307   

ATGAGCACTGAAGCTATAATCAGTATCACTGTTCTCTCTACTGCCATCCA 

GGGAGAGAGAAACTCCAAGCTGTGGGGCCAAGAAGGGGGTCTTAGAGTCT 

TTGCAAAGCTGGGGATAGCTGTTGGGGGAGTAGCCACAGCAGCTGACCCT 

GACAGTGAAGGCACGTTACAAACCACGTGGCTCTCCTTGGCCACACTGCT 

AATCTGGAAGGTGAAAGCTCTTCAGGCTCGGGACCCAGTGAGGACAGGAT 

GCCTGCAGCTGTACCTGGGACATCAGAGGAAAGAGCATGCGGCCATGACT 

CAGGGGTGCAAACCACACTGCTCAGCCAAGCACAGGGACGTTGTAAGGAC 

AAAGCAAGGAAGAGAGGTGAAAAAGGCTCTGAAAACTACCCAGTGCTATG 

CACAGCAAGATGGTGGTGGCAGTAATGATGCTGATGGTGAAGAGGAAGAG 

GACGAAAAATTTAAACAGAAGGCTCAGAGAGGCAGAAATGATGAGGAGAT 

GGCAGAGAATGGTATCAGTGAAGTAGGCCTTGGATTATCTGCTGAAGGCC 

TCCCCTACTCGCACCCACAGAGGAAGCTCTGTGAAACACCCACAGCAGGG 

CAGGAGGTAGGAAAGGTAGTTAGTTACCTGTTGGAGTCCTTCAATGTGGT 

AAAACCTATGAAAGGGCATGCAGAGACTAGTTTGCCTTTAGAGGCTGGCG 

GTAAAACTGAGAGGCAATTGGGGCCTTACGGAAAGTCCTCAGAGCACTTA 

GAAAATTCAGATTTATCCTCAAAAGAGACTTGCACAAAGAAGTTGTCAGG 

GCCTTCAAAAGCCAAAAAAGGTGGCTCCGCAGCCATGGCGACCTGTTGCA 

GACAGGAGTCAATGGAGCCCAGTCATCTGCGGCTGTTCCTCCTAATAGGG 

AAGGCATCGTGTTCACCTTTGATACCTGTGTCTATCACAGTGTCTGGTAC 

ACTGCGGGAACTCGATTTGTTCATGAGGGATTCATTTTTGGATTCTTCCC 

ATGTCCTAAGGGGGAACATTAGAAGGACCAGTTGTACACGCGTAGATGCC 

ACTCTGTGTCTTGCCTCCCCGTGGTGGGAAAAAGGAGGCAGGAGGCACCT 

GGTATGGTCAAGGCGACGAGCTACCGGGCTGCATGTGCATGAAGCAAGCA 

AGTACGGTTCCCGTGGTGCTGGCTGA 



>Ame_R000609   

ATGCAGTTGAGGCGAGCCTTGGGCTGCTTAGAGGCGCTGACATCCGAGGA 

GCCTTTTCCTGGCGTGAGAGCCAGTGATGTGCAAGCAGAAACTCAAGGCT 

CGGCGCCTTTTCTGCTACTCATCCCACAGAAGGAACACAATGCTAAAGAA 

AAGAGCCATGCTTCCCAAACTCCCGGCACCGTGGGTGACAAGAACTCCCT 

GAAAAGGCTAGGTTTGAGCCAAAGGTGCCAGGGAGAGAGGATCCCAGCAG 

AAAGGTCAGTATGGGGAGATATGCTGTTCTGCATGATCGATGCCTCCCAT 

GTCCTTGAGAGCCAAGCCGAGAGGGTACCAGCAGGTCTGGATGCCATGGG 

TGTCTGTGGGAGACAAAGGCAAATTTTCCAGGAAAGGCTAGGGGGGAGGA 

AGGCTCTCTCAAAGCGATCGGCAGGGCAGTTCAGAGGGCTGTACCGATGC 

GGGGTGCCAGGAGGGACACACAACCTGGAAGAGGGAGATCCAACAGCCGA 

AGTGAGCCCACCCGGCTCAGGGGAAGACCTGACGGGTGCTAAGGCCACCC 

TGGAAAGCCAGTTCTTGAAGAGATCGAGTGGGCAAGGCTATGACATTGGC 

CCTGCAGTGTTTGGAGATGGCCACCCGGAGAGGAGAAGGCTGGCGCCCCG 

CGCCAGCCTTGTCAAGCGGAAACGGCTAACGAGGCGATTTGCTCAGCAAA 

GCAGACCAAGCTTTTGCAAGGCTTCGTTTGATTTGGCCCTAAATGGGTCT 

TGGGCTGCTGACACGCATTCGATCAACTTTAAAGGAATGCGCATAAATCA 

GGAAGCCCCTAGCGTCTCTCCCGCAGAGGTCCGCAAATCCGGAAGGGCGC 

CTCTGAACCCACCAGGTCTGGGGTTTAGCAATCCGGGACAGCCTTCGTCT 

CCGCTTCGAATCCGGAATTCGTATCCGCGAGTCTTTCTGCAGGGGGACCC 

TGGCGTGGACACTAGCGCTTTCGGCTTCGAGAGCGTCAAGATTTGGCTCC 

TTCCAGGGGAACCCTGGAGGGGCATTTACGGATGCGCCTGGCTCATGGTT 

CCCGGGACGTTCCACTGGGAAACTCGGACTGTATTTAGGAGCTCTCTCCA 

TTTTCCTGTCTACAGTGTTGGCGGGCAATTTCAAACACTTGCACTTAGGC 

CCATAGGGTGTCAGAACGACCCCCTCACACCCACACTGACACGCACACAC 



ATTCAAGTGTACTCTGATCACCCACACTTAGATTGGGGAGAGCATTGTGT 

CCAGCCTGCAGAGGGTGCCCGGTCCTCCTCTGTCCAAGAACCAGCTGGAG 

AAGCCTTTCTTTTGTATCTGGGAAATGCAGACCCTTTCCTGAGAATACGG 

TGGGGTGTTGGTGCTGGAAGAGCCAAGCAGCCACCAGGTTTTGCCAGACC 

CAGAAAAACGAAAACACAGCACAGGGAGCCCCCACCAGCCGGCGCCTGTG 

CCAGCTCACCTCTGGCCATGGTGCAGCTGCTGGTGCACACAGCGGCCAAG 

GCCAGCTCCACATTCCTCCCTCCCTCTCCCCACTTCACCGGAGACCGAGC 

CCTGCATGCAGAGGAAGGGCCCCAGCTCCACGGACTGCCAAAGTCGACTG 

GGTCCCTCCTCACCAAAAATGTAGGGGTGGGGGGCACAGAGATAATGGCA 

AAGGAAGAAAGATCCGAAGGGGGGGGAATGGCTGAGGAGCTGAGGCTGGC 

TAAGAGAGAAAGAGAAAGAGAACAGGAAAAACACCCAAACCAAATTGCAT 

CTCAGAATCTGTGGTTGACCAGACCCTTCAGGAAAGAGAGAAGTGGGACT 

GCACTGTTCATGGTGGGCTTTGATGCTTCCCGACCCGCCTCCCCACCAGG 

GCAGAAGCTTAAGGAGGAAGGGAAACCAGCTCCGGGCTGTGGATTCATTA 

TGTCAACAAACGCACTGAAGACATTCGAGCGTTCGAAGGAAACAGGGGTT 

TGGGACGTACGCCTGGCCCCGCGGAGCCCCGGGTTTCTCGCGGAGAAACT 

GGCGCAGGCAGTCAGGCGGCCACGCGGCCTGGGCCCGCGGAAGTCCGTCG 

CTGCTCTGAACCCTAAAGCCTCCTACGTCCCCGACCCGGGCTGCGAATTC 

TTAACGCACAGAGCAAGCGAGGGGAGGAAACTCACCAGCGCAGCCACCAG 

CTTGGGGAACAGAGCAGAGAACGCAGAGATTCGCACATCAAATGCACGCA 

CGCACATGGTGAACGCGGACAGCCAACGTCATGGGGGTGAAATACACGCA 

TACCAAGTCCCCAGGAAAACTCTTTCCTCCTGCTGGACCAGCTTGGCGAC 

ATACTTTGGGGTAGCTGGCGTCTCCCTACCCGTTCCGATTTTCCAGATCA 

CTCTCTCCACTCTCTCCATTCCCTCCCCCGTGGCTTCAGTAAATACACCT 

GTCCCCAGTGGAAGGCGAGTCCCTGGCTGGCATTTACCTGGTTCGGGTGC 



TCTCCCCAGAAGCTCTGGCTGGCTCTGGGGACCCGCGCGGAGCCCCCGGG 

AGCGCCGACGCTGCTCGTGGAGCAGCTGCCGCTCCTTTGTCCCGCTGCTC 

CAGCTCCCCGCTTAG 

>Ame_R000622    

ATGAGGTCTTTGTTGAGGACGGCTGCGGGATCATCTGCAGCACAGGCGAC 

CGCACTCGGCAGCGCAGATGATGCTTGGGAAGCCCCCGACCGCTTGCGGA 

AGGTCGTTCGCTGTCCTGTGCACGGTCTCCGGAGTTGGCAGAGAAGACAC 

GGGGGAGCAGTGGGCTGTATGTTGCAGAGCTTGTGGAAGATTCCCCTCAC 

AGGGGAAGAAAAACACTTAGATGGTGCTTTAAGGCAAATAATGGAGCTGA 

TACAACGAGTCACAAAGCAGTGGGGTGGCAGGAAGATAATGTCTTTGAAA 

ATATTAATAGATTTAGAATGCTCTTTTACATTGGTTGATGATATTTACAG 

TTACCAGAGTCTCTTGGTTTATTTGACAAGGAGGACTGTTACCGACCTGC 

TCATCTGTGTAATGGAAATTCCAGCAGGGCTCTCGGGACATCTTCGGCGC 

GTTTGTTTACACACTTGTCTGCTTACACCAAAGGAAGACGAGTTATCCAC 

CAATTTGGAAGCGGTATTACAGTGGAATGATACGGAGAACGACTACAACC 

CGCACGTACAGACCGTCCTGCGCACGCTGCTGCCTGCCCGGACCCATCAG 

GACGCGGAGCTACCTTCTGTGCTGTCAGTTGTACTGACATCAAACCTCAA 

GGGCCAGAAGGCAGGGGGCACCTGGCGCCAAGGCAAGGGCAGCCCCTCCA 

CTCTCAGAGTTTCCAGGTTCACAGTTGTGTACTTTTTTGAACTCACACCG 

TTGAAAAATATCAAGATGCAAACCGGAGAATGTCTGCATGATGAAACGGG 

GTCAGAGTCAGTGCTCCGGCAGGGGGACACGAGAGTGAGAAAACTGACCA 

CCGGAGGAAGGACTCACGTTCCAAGAACCTGCCCCTTCCACGTGGAATCA 

CTATGCTTTCCACGACGTGCGAAAAATCCCAAGAAAAAGCTGCCTCTTCT 

TCCCGGGCTTTGCATTCCCCGGCTTACTAAACTGTCTGGAATTCCTGATC 

TCATTATAAGACAGCGACACGAAAGCATTAAAGTCCTCACGCCAGCACAC 



CCCAAGTGTTGCCGACTACAGTCTCACTCACCTTGTAAAGCCCATCCTTC 

TCCCGTGAAGCCTTTCCTGATCTCACAAAAGGAAATTATTTTTCAGGCCC 

TTTCGACGTATGGCGTGCGGCTTATGACGTACCACATTCTGCCCTGGGTG 

TTCGCTCACACGCTGGAAATGCAGTCTTGGGCCACAAGGGGCGCTGTCGT 

TGAGTTCGCATGGATGCCTCCCCTGAAGAGAAGAATTGAAGGGGCTCGGG 

ATGGTAAAGTGTCTGTAGACAATCTGAAATGA 

>Ame_R002839    

ATGCTCCCACCGCGCAGCCCCAAGCGGGCACCCCCGAACAAGCACCCCAG 

GCGGGCACCCCCGGATACCTTGCGGCGGCGGGCGGGCGCCGTCATCTCCG 

CGCTTCTCGGCCCGAGAGGGACTCGAAAGTATGTAGGAGAAAAGTTTCCC 

CTCCCACATGGGGGGGAGGATGTCGGGGGAGAGAGGGCGGAAGATGGAGA 

GCAGCGCTGGGAAGATGTTTCTGGCCGGCGGAGCAAAACAGCTGAGGAAG 

TGGGGGCTGTCAAGGAAAATGATGATCAACAGTGTTCAAATACAAAGATA 

TCCAGGCAAAGGGCCCCCAAAGGAGTGAGGTCTGAGAAGAGTCGAGTGCC 

TTCTCGCTACCTGAAATCTGAAGGCATCCGTCAGAGGCAGCTCGACAAGG 

CCACGTGGCTGTTGTGGGGAAGCGCCACCAGTGTCTGCGATGTCATCAGG 

AGGCGTGGCGTTGGTACGGATTCCCAGAGCCCTGCCAAGCTCTCCAGTTG 

TCTGGTGGCAGGCCGTTCGGGAGGAAAAGAAAGCAGGGAAAGAGGGAAAA 

GCACCTACAGGGCCAGCAGGCTAGGGCACAAACCCACCTGGATGGACAGC 

TTCCCCAGCCTGCATGTCCCCGGGAGCCCTATCATCTGCCCTGGGCCTTT 

CCCTCGGCTCAAGTAG 

>Ame_R002945    

ATGTGCCATGTTATTTACATTCCACTTTTTGCAACGCCGGTGGATACTGT 

GGATTTAGGATATGCAAGATTCACGTATCAGCGTATTTATAGTTCTGATA 

TCTGGACAGAAGAAGCAAGAAATGGAGGTGGTTCTCAGAAAACTCAGGAT 



AGATATGCCCCTATCGGTATCAAGAATCCCATTCTTTCTTTTGTGGAGCT 

TAACTGTGTTTTAGGTATTGAAAGGGAGACCTTCCACGTAGAAGAGTCCC 

CACGAGCATTAGCAAAGTTTGGGGCATGA 

>Ame_R005446   

ATGTGGCTCTCAGCAGCCAGCCACCTGCAGCCTCCGGGAAAGGCCCCGGC 

TGCACCTGTGTTTATTCTCGCCCTGAACGCCGGCAAAGGCAGCAATGTGT 

CCTCCTCCCTACAGGTTTCTACCCTGGATTTCCTCCTGGATAGTAACGAA 

CAAGCTGATAAACCTGGTGACCTCGCTCCACGCCAGCCATTCCCCCCTCT 

CTCTCACTCTTCCCTGAGGAACTGGGATAGGAACCGGGTCACTGTGGGCG 

GCCCTGTGAACTTGGAGCCCGACGTGGCTTCTGGGAGTCAGTCACTGAGG 

AGTGAAGTGAGGAGGAAGCGCAGGGGGAGAGGCGGGAGTGTGGAGCGGGA 

GCTAAGAGGGCAGGAGGCCCGGGAGGGGCTTGAGGCGTCCCGGCAAGCAG 

CGGCTCCCGCCCACCCCAGGGAGGCCGAGGGGGCTGCCGGCACAGGACCC 

TGCGCCCCCTCCCTCCGCGACGTGGCCGGAGGTGGACGCGGTGCCTTCAA 

GAATTTGTCTGCAGGAGAGCAAAACAAACACAGCTGTAGTGAAGATAAGG 

GCTTTTCTAACACTTGCAAACCTGCTGGAGATAAGAAAGCTTCTGGGTTT 

GCTCCCCTGCGAGTCCCGCTGCCCTTCAGCACCTTAGTTCTGCGTCTAGG 

CACGCCGCCGGTGGTCACATCCTACCCAGGCCTATATGAACCGAGCTACT 

CTGCTCAGCCAGCGGCCGTGGGCACGGTCAGTACTTCCTTGGGCAGAAAA 

AGGCCTACTGAGGAGAGTTACACGTGGTATTTTGTCTTGGACAAGAGAAT 

GGACGACGATGTGAGGGAAGACACTGAGCCACTGAGGAACCCAGGGCACC 

AAAAGGCAATGTTAGTCTTTGACGAGGAAGCTGCGATGTGTCTCTGTTCG 

AGCAATGCCATCAGTAGGAGAGCTGACACCACGCAGGCTCTCTTCTTCCT 

CCCAACAGGGTGGACGGAGAAGGGGGTGCTGATTAAACACACTCCCCCTG 

AGAAGGGGAAGGGGGAGTACCCCCCCTGTACAGCCCCAACATACCCACTT 



TCTCCTCCATCTGTCCCACTGACCCTGGGAGAGAAATACTCCTATTGGAC 

AGCGGGGAAGGGGCACCTTGAGGAGACAGGGCAAGGGCAGGCTCTTACCA 

GCTTTGACCCAAAGACATGTATCAAAATTAACCGAGCACACGGTGGTCTT 

ATTGCAGGCTTTGTTGTCAACACAGGTGTAGCAGAAATACAGCTAACGTG 

TTCATTCGGTGTGCAGAGGAAGGCTCCCCTGCATCTCCCTCCGAGCCTGG 

GCAGCAGCCAAGGAAGCGTCTCCCCTGGGTGCTCGTGCTCCGGACGGACC 

CTGACTCTCTGTGGAAGGGCTGGGGACCTGTCACAGTACAGCTGCTGGCC 

CCAAACCCAAGCCTTCTCCGTAAACAGATGCCGACTGCTGGCGATCGGGC 

ATAACCAGGCGATTCCAATCACAGGAAATACACCAGGCAGAACAGAGACG 

ATCGCGTCGTGCCGCCACAGGGAATCTGGAAGAAAGGAACACAGAAGGTC 

GTCATGCACCAACAAAGGACTGCTGGTTATTTCAGAAGCCAACAGGTGGA 

AGGCCATGGGGAAGGAGTTAGTGGAGCAAGAAATGGCCTGGGGTGCCATG 

AACCCAGGTACTCTCCTGGTCCCTCCTCTTGCCCCCAGACCTCAGGTTAC 

TGAAGAAATGCTACCCATCCTGAGCCTCCAGCGGGCACTTGAAAATGATG 

CCCATAAGCAAGTGTACATCGGAGGGTGGCTGAGAAATAAGAGCCGGCAT 

GACTCCTCCAATCCACCCAAGCCCAACGCTTCCGTGCGAGATGCCTCCAG 

AGGCCTCGACACTCTCTTTCCCAAACATACAGCCGACGGTGACGGTGAAA 

TTAACGACTGGAAACAGACCAAAGTCGCTGTGAATAAGGTCCACAGAATA 

AAGATGGGTGAGTCTATTGGAAAACGTCATTTTGGAGTTGTAAAACGCAC 

TCGAAGCCAGCCTTAG 

>Ame_R006158  

ATGGCGGTGGTTCTGGAACGAAATTCTCACCCTTATCCCCTGCCTCATGG 

GGCCACCACGCCGATCCAGACACCGAACGCGTCCAACACAGCCTATCTTC 

TGCCTCCAGCAGTCCGGGCAGAGTCCCAGCCCAAGGGGCGGAAGGAAGCC 

AACACTATGGGCAGACTGTGGCTCACTGGTGTGCTCACCTGCTGCGCTTA 



TTGTGGGCTTGAGGGAGCTGAAGTTGGGGGGTGGGAGCTCTCACCTGACG 

AGCTCTGCAAGACAGAGAGCCCCCTGTGGGCAGCCTACCTCAACGCCAGA 

CGGTTCTGGGCAAAATCTGCTGTATATCGCACTGCTGTCACATCCCTAGA 

CCACCCCATCCCCTTGGCACCAACCCCACTGGCCTTCCCTCTGGGAGGAA 

AGGAGACATTTGATTCATCTTTACATGAAGTTTTCAAGTATCCGAAGCCC 

ATGACTCGCTCTTTAATGCACATGCGGAACATCGAAGTCCGTCTTCATAA 

CCCGTATACCTTTGCCCGATGCCTGAAACAAATACTTGCTGGACCAAAAA 

TGTGTTCTTCGTGCTTGTCCCCTTGCTTCGTGTCGTACAACCCTGCGCAC 

TTAGCCATGACCAGCGGTGCAACAGCTCTAGGGAAAGCCACCGAGAGCTG 

GCCTCACGGCCAGGCGCGCGTGCTTGCTGGTTATTTCTTCAATCCTCTTC 

ATACTGATACGCCTAGATCCCAAAACTTGGGCGTCGTAGACTTCCTCCCA 

CTCTCCAGGGTCCAAATCCGTGTTCCTGAGCACGGGCATGCAGATTCGAA 

TATCATTTTAACAGCCCAAAATGAAACTGGAACCCAAACAGGAACGACCT 

CACTCATCATTGGGGTCGATGCCTGCGGAACACCTCCCACGTACCAGGTG 

CTGCTGGGCGCTGGGAACACACGACCACGGGTCTGTGAACACGCGGATGC 

TGAAGCTTCTCAGCGCATCACCGTGTGA 

>Ame_R007364   

ATGGAAATTCCTGTTAAGCTTTCAATTTTAAACCCTGTGCTTTACTTCAA 

CATGCTGTTTGATAGCAGTTGTGTTTCTGAGGCAGACCCTTTCCATTATG 

CGAGTCTTCTCAGGCACTCACAACAGAAAGAAGCTATTACTGGAAATAGA 

GTATTTGTAGAAGTTGGTGTACAGGAAAGATGGATGCTGCTTTGCGACCC 

TCGTTCACAAAACCGAGTCCCCAGTGGTGTCTGTGTGGGAGTTCTGTGCT 

CCAGCGCCCTGTTCGAAGGAGTCGGTGGGATTGCCAGGGAGTTTGTCCAC 

AAAGATGGCTACAGCGTGGGAAGACAGCTATTGCTCTCAAAATCCAGAAA 

AACCACAGCCAAACGGATGACAGTGCTGATCATGGCAGCATTTCCCTTGT 



CGGACATACAGTTGTCACCAAGGCAGACAATCACTGCTTAA 

>Ame_R008064   

ATGGGAACCATCCGATTTACCTGGAGAGAGCAGTCACTTTACAGAGATAG 

GCGACAAGGGGGAGAAGTCAGAGGGGAGCAGATGCCTGATGCACGGCTCA 

GTGTGGAGTTGAGCAAGGGCAGGGGTCACGGCTCCTTCTTGGGCCTCGTG 

ATCTTACCACGTTCCACGAGGCCAAGACAAACAGGCTGTGTGCGGATCTA 

TTTCGGTCACACAGCTGCAAACACAGGATTTATGAAGCTGTTTGGTGCTC 

GGCTCCCAGGAGGCTGGTGCGCCAAGCTGCTGCTCTCCCAACTGTCTCGC 

CGTCCCTCCCCGTTCCTGTTGAGCCTGCGGGGTCAGTACAGCGGCTCGCA 

CGGCCTCCCAGTTTCGGCTTCCGCTGCGCCCCTAACTCCTCACAGGGCCC 

TGACCACCGACCGCGGCGATCACGTGATGTCGGTCACTGACATTACCCAG 

AAACAGGAGGGGCAGCCCACAGACCCTGCCCAGCAGGTGCCTGACCCAGA 

GGAAGCTCTCAATGTCATGTTTCCCATCAGACTGGCAACTCCTTCTCGCT 

TCCCTATTTCTATCCACAGGGGCCACTCCACACAGCAGGTTCTCCCCAGC 

GACGCCCCCCCACCGCCACGTAGCCCGGTTCGGCCAGTTTTGCATCCACA 

TTTACAGTCCACTCCTTCGCACACCTGGCTGGCCCTCTTCAGGAAAAGAG 

GCTTACCGGCTCTAAAGCAACCAAAATGCACAGCCCACTCCGCACTAGAA 

GCCCAGAGCAGTTCTGAAGCTCTCAGTACCACCAGACCCATCTGCTTTTG 

TGCCAGTCTGACACCCAGCCGGACGACGGAGGCTAATGGGGACAGGAAAC 

TAGAAACCTCAGGAGCCCACCGATTCCAGCTTATCTGCACAGCAGACCTC 

CAAAATAGTGATAATCCAGAAGTATCTAGAAGGCATCTCACGGCTACTTT 

TAACATTTATTCTTTCACTTTATTCAGTCACTTCAAAAGACACTTAATAG 

CCAAAGCAGAGATGAAAGGCAGTTGGAATTCCTTGAGCAGGTTGGACAGG 

ACCGACAGCAAAGCAGCAAAGGTGCCCGCTCCTGAAGAGGATAGGGCTCC 

CCTGGCTGCTGCCAGCACAATGGCCCAGTGCCGGTGGGTGGGAGGGGGCG 



CTCCAAGAGACCTACCTTGCAGAAGGGCTCCATTTCTCTTGAAGAAGGTA 

CTGCCCGGCCAGATGGGTGGACCCGATGTGCTGCAACAGAAGAGAAACCA 

GAGTAAGCGTGGGCTGGTGGACTCACCCGGCTGCACTTGGAACAGACACC 

TCTCCAAACGCACTGCTCAGAAGGCCTCAAAACACTTTCCCAATGACGCA 

TTGTGGACACCCTCCGAAAATGCGTCTTTAAAAACCACCAGAGAGAGAGA 

GAGAACCCTGCGCAGATCCAAAGTGGCAAGTACAGCTGCCCACAGTGATC 

TTCCAGGGCCTGGTGGAAACATACCAGAAATGGCCATTCTTGAGAAGGCA 

TTACTGAAACATTTAGACAAAAAGGATCCAGGACCACAAAAGCCACAGCA 

GAGAGCATGGCAAGATCGCCCTGAGAGCAAAACACGGACCATGCCAAGTA 

TGAAAACGAGAGACTCATCCAAATGGATGACCCATCACCCTACGAAACGT 

TCTTGGGTGCCCATCACTGCCAAGGCCCTGCAGGTGCTGGGGGCTGAAAG 

GGGTGTGAGACCTGCTGTGAGAACCGGATGGAGGCAGGTCGCTGTTCTGC 

AAAGAGTTTATGGAATGATGGAAAATCTGGCTTTTCCAATTCCGCGTCTC 

CAGCTCACCTTGTCTGTAGACTCTGGAATGTACCTCTGGCTGTGTCCTGA 

CATGACCCTCGGCTGTCACCCCACCAATCCCCAGCTGTGGGAGCTGGACT 

ACCTGCTCATATCCAGTACCTCCTCAGAACTGCTGTTGGCTGAGGGCCCC 

AAGAGGCCTGTGGGTCACACGAGTGTCGTCCAGGCACTGGCAGAAGCAGA 

GGACGGCCACAGGCATTTCCTCAGAGAGAGAAGGGGTGCGAAGGGGGCCC 

ACGTGGACCAGCGAGCAGAGTGTCTAATCCACTCACTGTGCCCACCCTGG 

ACGACCGTCTGGAGGAGAACAGCAGAGACAGCTGGCAACGACACCCCTGT 

TTTCATTTCTGGCAGGACCCTCAACTCCGTGACCTCCGCCCGGGTTCTGG 

AGGAAGATCAGGTGAGAGAGTGGACAGAGAACAGAGGCAGGAAAACCAGA 

CAGGAAGCTGTTGGGGAGAGTCCAAGGAGCGGCAGGGAGAGCCAAGACCG 

TGACACTGGCAAGGGCTATAGGAAGGACAGACTCAAGAGACACTTCGAAG 

GGAAAATCAATAGGATTTGGTACCTGAATCAAGAGACAAATCAAAGACCG 



TTTCTGACTTTGGATACTGGGCTGAAGGGAAAAAAAACTGCCAACACAGA 

AAAATTCAAGTGGGAGAGCAGGTTTAGAAGTGAGTGCGCTAATCCCCTGC 

TGTCATCCCAGAATTGGACCCAGGCATCAGCAGTGGAAGCATCCAACGTG 

GAAAAGACGGTAAAGCATGAAGAGAACTGTTACGTCGGCTACAAAACCCG 

ACCACAGATGGCAAAGGGCAATGCTGGCTTGATTCTCGCTCTGCCCCAGC 

CAGACCTGCAGGGTTTCAATGAAGGATCTTACAGGTGGTTTAATACAATC 

ACAGCTCTAGGAGATGATTACAATCTTGTAAGAGAAATGGCACACGAACA 

CACAGGACCACAATATAAGGCAATATCTGCCAAGTATCATCCAGGCAGCG 

AAAGAGAACAGGCGTACCCAGGCGCTACTGATGCAGACCTCATCAGTTTC 

AGCTTGCTGGATCCTGTTCAGTCCATAACCGTGCAGGACCAACTACGGGA 

GAGGTCCCAGATACTCATCATAACGCAAATCCCCAGTAGACACTACACTC 

GAAATCCTAACACCCATCATGGAACCAGCCCATTGCGCAGAAATTGCTCT 

GCATTGGGAGTTTCAAAAACCTGCCAGCTCCAAAGAAGAAACACACATCC 

ATTCTCCACCATCCAGCTGCCCTCACACTCATTTCTGGTTCACCCTGACT 

CTTCAGATTCTCATATCCAAACATGTGAAGCAAGAGCAAAGAATGGAGAC 

AGCGGGAATCACTATAACCAACTTGCTGTCACGGCTGCTGCGTCCAACAG 

TCCACCTGCAGGACCAGCGGGGGTCCGCTCCACAGCAAGTGCGGGGAGGC 

AGAAGGCTGGGCAGGGGGCTGAGGGCCTGCGGAACTCACTAGGCCAGCCA 

GAACACCCCCTTCCGATTATACATGCCCAGCTCTCCCCAACCAGCCTGAC 

TGCTTTCCGCATCATCTCAAAGTGCTCTCCCATCTGGACAGAAACTCCCC 

AGGGAGGTCTGAGCCACACTGAAGAGATCAATTTCTCCCCCTCTGGGAAG 

GTGAGGAGTTTGACAACTATGCAGAATGCAGGTCAGCCCCTCTTTACGAA 

CACAGCCCAGCAATGCCTAAGACGCTCTGAGCAGGAATCTGCCTGGTCCT 

CCAGCCCTCTGGCTCTCCACTGGCTCTCCACTGACTCTTCGGGACAGCAA 

ATAAGGAGAGAATCTGGCAAAGACCCCAGACTCCTGAGTCTGAAGGCCAC 



CCTGGCTATGGTTGAGAGTCCTAAAGGAAGCCGACTGAGCTGGAGTTCCC 

TGAGCTGGGCTTTGGGGACCTTACAAAGCAAAGCTGGGTGCCATTTCACA 

AAAACAAAGTTCCAAGAACCGCAATATCCAAATAACAGGCATGTCCCCTC 

ATGTGGCTCCGCAGATCCTACAGAGAATGAGGTAAAAGCAAGAGCTCCCA 

ATAGTCAGCCCTTCAGACGGAGCGTAATGATGACAGAGACCGAAAGCAGG 

ACTAAATGGGTTGGAAGCGGCAAGAGGACCGGCAGAGGTCCGTCTGCACG 

AGCTGATGCCACAGTCCAAGCTTTAGATAACCAGGTGGCAGCAGGAAGGA 

CGAGGAGGAAGGGCGGCTTCAGGAGGTATTCTGAACCAACTGGACGCTGC 

AATGGATTGGAAGTGACAGAACACTTGATTTACAAAAACACAGCCCATCA 

TTCACTGCCCCCTGCCCCACAGCCCTATACTTCAACCCAGGGTTCGGACT 

CAAACTCCTGTAGTTCTGGGAGCCTAAAAACAGGTACGGGGGCTTCAGGG 

GCTAAGAGAGTTGGGCTGGTCTTGTGGGACTGGGGAGGGGGTGCAGATGG 

GAACAGGCACACTGGGTTACTGGTTTGTTTGTATGTTTGCTTTGTAAGAG 

GTGGTCGTTGGCCACAAGCCCAACCCATCACCAGTCTCCCTCATGGTCCA 

CACAAACGGCCTTTGCTGGGGTTCCAAGGCTGGGAATCCAGCTTTTGGCC 

TCAGCATCTTGATATAACCAATCCGGTCCACTTGGAGGAAGAAACTGCCT 

TTCCAGCACCTAAAAATTCCAGCACAAGAAACCAGCAAAGGCGATCCTTT 

CAACCAACGATCTTGTGGGTGCTAGTGAAGATATGGGCTCTGTCCGTGGG 

AGTAGAGGGCAAGGCCAAATTTGTTGGGGGTGGGGAAGGAGTGTTAGGAA 

ACGCACTACTAAGAAGAGCTCGCCTGAGAACTCACTACAACCTGAGGCAC 

TGGCCACAAAAAACAGCCCTCCAGAGATCGAACCAGAAGCTCATCAGGTT 

AATAACTGACAATGGCACAAGGCGACATGATAGCAAACGAGAGACGAAGT 

CGGCCAAAGGCCCCAGCTGTCATCACAGCCTGGGAGAGCAGGTCCGCTGT 

CACCAACACCTTTTCCTACAGCTGCCCGACCTTGTCCAAGCACCCAGCTC 

CTCCTGGACTCTGACCGGACACTCCGCTTCCTGCTGCCAGGCCTTTGCGA 



CCCCAAATCCCCTCCTGTCACACTCCACTCTCTCCATGCTCCCCCATCTC 

CAACGGCTCCCAGGGGACACAGAAACCGCCCTACCTTCCAGAGTGCCGAG 

ATCACTGAGGAACAGAGGAAAGCACTGGACAAAGAGGAGCTGGTGTTTGA 

AGCAAGAAGAACACAGATGCCAGCTTGGAGGCCGCACTGAGCACGACAAG 

CAAAAGGGACAGTGCCAGGCTCCCCTGCCGAGAGAAGTGACGCTCAGAGA 

AGGAGCCCCAACCTTGCATCTGCTGGGGGTGAGGGGTGCTGTGGCCCATG 

AGGGAGTGGAACGTGGGACTGAAGACAAATTCCACATCTCTGTGCTCCCT 

GACCCGTCTGACACCCTCACTTTGCAGATGTGGAAAGGAGTTCTCAGTAA 

ACTGGGGGGCCAAGGAGATAAGGAATCAAAGATAACTGCCAGGTTCAGCC 

CCTCGGGGACCAGGAGAATGAGGGTGCCATTCACACGTTCAGCAGATCTT 

CAGGAGTCCCTGTGCAAGGCACCGCCTGACATTCTGAGGAGACAGATGAC 

AGCCGAATGCTGGGCACCGGGGGAAATCCAACAACGACACCATGTGAGTG 

AGCTGTCATTTCTGAACAGATCATCTGCAAACCTTTGCGCCGTCTCCGAA 

GCCCGGAGGGTAGGTGTGGCCGTCCATCAGCCACAGCCAGGGGAGAGCGA 

GAGACACAGGGGGCCCCTGGAGAGACCCAAGATCACCTTAAGCACAGCTA 

CCGAGTCCCCATCCACGCTGACTGCATACACCTTAATTACGGCACAAGAA 

CGGCCATTTGCCCACACGGAAAAGGTCTTCCGCAGAATGAGCAGTGCGAG 

GATGGAGCTCCATGCTGGCACTTCCCTCAAACCTTTCAGAAATCCTCCAC 

GTATGCACGACACCGCTGTGCAAGCTGCTGCTCCTAGCTCCCGTGCTTCG 

GGCAGAAATGTTCTTCCGCAGCTCACCGCATGGACCCTGGTGATCGGAGG 

CAGACCAGAACCTGTGATGGGTGGTCATCCTCAGTGTCTCACAAAAGCAT 

GGACTAGGGAAGATAATCCGAGTCCAGGGATCCAGGGATCAAAGCCAACT 

CAGCTCCCACATGAGTTACTGGAGAAACGCACTGAATAA 

>Ame_R008184    

ATGATCCAGCTAGTGGTACATGCTGGAAACCTCGTAGCAATTCGACCCTA 



CCCTTCTTCTTCACTCCCCACCAGGCACCTGTTTCACGTGACCGACAATA 

CACTGGTGGACAAAGCTGACAAACTCTCTGCTCCTATTGAACTTATGTTC 

CAGTTCAAGAGGCAGATAAATTCCTGCAAGGTTAGTGACCTAGAGGATCT 

TCAAGGATTTACCATCCGGAGTAAATATCCACAAAGAAGAACACCTGCCG 

TGGCCTTTCAGAAGTCCGTCCCTCCACACCTAGTATCAGCTGCAGCTGGG 

AGGGTGCTTCGGTACATCCCACTGTGGAAAAGAGAGCATCGGGGACAACG 

CACCTCAGCGAGGCGGCAGAAGGAAGAGAGAGCGGAGAGGACCAAGGAGG 

AAGTCCCGGGTATTCGAATACCCAGGGCTGAGCAGAGAAGCCGACGAGAT 

ACTCCGCAGACAGAGCCCGAAGCTGGGGATCTTGTGCACAGAGCACAGGT 

ACATGGACCATTGGAGTTTGCCACAGACGGCCCTGTTGGCCTCCTCCCAG 

CTGATACGTGTGTAGTTTGCAGAGAGGACCTTTTATCTGATGTGGGCTTT 

GCACAGAATGGCTCTCATCATAAGCTTGGAAGGCCAGCCAGGCATCTGGT 

GTCTGTTAGACGGCTGTGCTGCGTCACCCTCATGATTGTCGGGGAACATC 

TCCTGGCATTCACGCGACTGGAGGGAAGACCACGGGGCATGAAATGGCCT 

CATTCAGTTTACATCTTCATTACTGCGCTTCCCACATACCTGCTTACATC 

TGGAGAAAATCTCCAGGGTTCGTCCACTCAACGCACATTTATTGAGCCCT 

TCATGGGCGAGGCCCGGGACCCCACAAACGGACACAAACGGACCTCCACT 

ATCATTTGTCTGTGCCTCGCTTCTCGAGTTCATCGCACTGATGAATGGTC 

TCCCTCAGCCGATTTGGAGCTGCTCTTGAGGACAGACGCTTTGAATAAAC 

CGTCTTAG 

>Ame_R008820    

ATGAGTCTGGGCTTACTCAGCCGTCTCAGACCTGATTCTGGAGAAGCCCC 

AAGTCTGCCAGACCGATTTTCTGGTCCACCTCCAGCTCTAGCTGATGGTT 

TCTGTGAGCTGAGCTGGCACGACTGGTGCCCTTCCTCCAAGTTGGAGCAC 

ATAATCAGAGATATGTATGCCAGTACAAAGCAACCGCCCTTCTGTGCTCA 



ACCCTGTGTCATTTCTGTGTGGACAATCTTTGAAGAGGCAAATGGAAATT 

GGAGGCCTGCCATGTTTATCCAATCAGCCGCTGCTCACTATTTTCCAGCG 

AGCATTCATGTTTCTAAGGGCTATTTGGTTAGTGGAAATCCCGGTCAAGG 

TCACCATGAAATAAAGAAGCCTGCAGGTCACTATACGAGGAGATTCTTCT 

GTGACACTGAAACACAGCAGCCTGCTGTTAGGTGTGCTAACATGAAAACA 

GTGTTGGCTGGTGAGAGGGGAACAGGGGACCGTCTGAGCCTGAAGCACCT 

TGAGGTAGGACTTGGGGACTTGGCTGCGTTAGAGGCAGAACAGAGCTTTC 

CTCTCACTTCTTCCTTGCACGTGCCCCATGCCCCAGACCAAGCCAAACGA 

GTCATGATGTGTGACTGGACAGTGACTGCCATATCTCCACGGCCATCAGC 

ATCTTTGATCCACACCTTCCAGGTGCATCTGCTCACACCTTCTGGAATCC 

TGAGACCGTGGGAAGACAGAGATGAGGCATCTGCCCACATCTGCTCAGTG 

CTGTTGGGCAGTGAACCCCCAACATCCCTGAACATCGTGCTTCAGGTCTC 

AGGTATCACACCACTCGTACAATCTATGGAAATCAAGGTCTCTGGGACAA 

CCTAA 

>Ame_R008980    

ATGACTGTGCTCTTCTGGAACTTAGCTGACACCAGAAGTGAGAGACGTAC 

AGTAGGAACTTCATCTGTGGAAGCAGACAGCCACAACCCGTCCTCACCCT 

GGGGGACCCAAAGATCCACAAAGAAGCCACAGTCTGCATGGGCAGGGGTC 

ACCACTCTGAGGGCCCAGGAAACATCTAAAACCAAAAATGACCCGGAGCC 

CAGGTCCGTCAGCAACAGGCGTATTTATCGTGTTTCTCCTGCCCGGGCAG 

CGTGCTGGGGAATGACCCATCCAGAAAAAGATATCTTAATTGAAGATAAT 

GAAATCTTGTCCATCATAGGCATGCTGGACAAATGTGGTGCCTCTGTCCT 

CCAGCAACTCCTAGCCAGTCAGCGTCTGACTCACTCAGAGACCGGAGTCT 

GGAAGCCCTCTCGACGCTGTACAGAAAACTCAGAGATGGAGTGGTAG 

>Ame_R011061    



ATGGATAGGTCAGACCGTGTTAATGGTAGAGAAGGCCTCATCATAGTCCC 

TCAGACTTTCACAGAAGCCGTAGTAAAGCCCCAGAAGTTCTTCATCAATG 

AGACTCAGTGGAAATATGTCACAGAAATCAGCATTCTCTGTATTAACATG 

AGAAAGAGAAGTCTTACCAATTATGAAGAATATTCACGGGTTGTGTCTGA 

GGTCACCAACGTCCCCCAGAAGGCAAAGATTTATACCAACCAGAGCCACA 

TCATTGTGAGCTGGCAGGAAGATCGGTCAGACATGGCCAACACCTGGAAA 

AATCACACAGGCATCCAAATACTGCCATCCGTGGTAGAAAACCAAAGACT 

GGAACTGAATTTCCTCCATACTACCCACTCCAACAATGAACAGTTGGATA 

AGGAGACAGCAGTTCTCATTTCGCTTAATTGTATGGACTATCATCAAATA 

ATGGAACAATATGGAGAAGTACACATACCAGTCCTGTTGACACAAGAAAA 

GTATGCCAACAATTGTTTTAAAACTAATGTCAGATTAATAATGGGCTTGG 

AAGACCAACTTCTTCCCCAAATTCCAGCCCACATTTTGTACAGGGAAGTG 

AGAAAGATGGCCTTCCTGAGAATGTTTCTGAGTATAAGCTCCACAAAAGG 

CCCCCCAACAACCACCCTGCAGGGCAGAGGAGGGGTCGGGTCTCACACTA 

ACAATTCAATGGTCGGCGCAACAAGGACATACACGCTTTCTGCTCCTAAC 

CGGGAGCCATTATGGAGGCAGGGCCACCCCAAAGCAGCAAGAGGGGTGCC 

ACCAAGCTCTTTCCCCAGGAACTACACTCAGCATCTCAGCATCAAGCCCC 

TCGTAGCTTTGAACCGTGGCTGTGAGCATCTGTGCTTTATCTCAACTTAT 

TTTGTGCATCCCATAGCAAGATGTGCCCTAAAGTATCAGAAAATCCTAAG 

AGAGTATAAGCAGAAGAAAGTCATCCCATCACAGCAGCATTTGTCTCAAA 

GAAAAATATGTAAACTTCCTGCCGGTATAGACCTCGCAGCCCAGCAAATT 

CGGCTAAGATGCAAACCCACTGGAACATCCCAAACGACTCTCCCCTACGA 

TCACCCGACATTCACGGCAGCAGGAAATCGTGCTCGCTCTTTTACTCACG 

CAGAGACAAGCCAGCTGGATATCTTTCTGGTTGAGAAAATGTAA 

>Ame_R011984    



ATGAACGCACCAGGTAGGGCTTTCCTCCTTGCAGCCACAGAACCTGAGAC 

GGCTCCCACAGACCCCACACTTAATAGGGACAACAGTAAATGTGAAAGGC 

TCTGTGCGCCCCACATGCTCCTGGTTTCCCGGCCACCGGTGCTAATTGCA 

GAGAAAGACATCTCTCTAAGACATCTTTCAGAGATACCCCTTTCTATTCT 

ACCACCGCCAGGGACTCTTTCATTCTTCCGTGAATGGCTCAACCATCTAG 

GAAAACAAGAGCAACTCCGAAAACTGCAAACCACCAGCCATGGCCTCCAG 

CAGACGTTCTGGGGGCTCCCTGGACGACCACGCACGTGCAGGGTTAAGAA 

GCTGATCCGGTCCTACCTGTTGCTGACTTCAGGCCACAAGTTTCGAAACT 

CAACCCTCCAGTTATCCTCTCCCTGCTCACCACCCCTCCCAGTGTGCCCC 

GCGCGAATCTGGGGCTGCCTCGCCAGCACTGCTTCTACCACCGTCACTTC 

GGCACCGCTAGATGAACGGGGAATCATTCACGTACGCTGGCCACAAGACA 

CATCTCAGATGCAGCCTCTAGATCCAGGGAAGAAAAATGATTTAAAAGCA 

GCTTCAAAGACAAAGGGAGATCCAGGTAAGCCCTTTATGCCCGAACCGCA 

GATGCTGTCACATCTACCTACTGTAAGCGAGCACCTTGCTGGTGCGTGTG 

CCTTCCCTGACTCACCCAGCCTAGCGGCTGTGGGGAGGGGCTTTGTGTGG 

GCCTGGAAAGGGCAGGCCACAGTGGGAAGGGAGAGGTTAGCGAAGGGTGG 

AGAGGAGAAAAGTGTGCCAGACACCACCCACTTTCCTTCTGCATCAAGGG 

GAGCTGGTGAAGGGTCCCCAGCTGCTGACCCGAGGACCTGGCTGATGAGT 

GCTGACTCTAACCCAAAGGAGTTAATCAACCGTTGGGCCCCATATGGAGA 

AAAGCCACCAGAGAGAAAACCCAGTAAAGAGAAAATGGAATCCACTGTGT 

CAGAGTGTCTGGGGGTGATGAGTACTGCAGAGTGGGTTGTCTGGATTGGT 

TTTAAACTCATTCCTACATCCCGTGGGAGTCTGGCTGGACAGATCCCTTG 

A 

>Ame_R012522    

ATGCCGGCAGCCATCCTCCTCTGCGTCGGCGCTGTCCTCCCTCAACTTCG 



TGTTTGCACAAATGTGCACACGCTTCGTTTGCTGTCTTCCTCGTTGACGC 

TACCACAGATGCTTCTAGAGTCTGTCTCCCATACAGCGCGCCTGCGCTGG 

GAGATCAGCCCGTGTCAGTTCACAACCCCGCGCTCTGCCCCACGGGCACT 

GAACGAGTGGGGATGCGTCCACTGTCTTCCATTAGCCACACTGGGACCAA 

AGCCAGCTGTCTGGGCCCAGACCCACACACACGGGGCAGTCCGTGTGTGC 

GTCAGTACCCTGGCCACATATCGAAGCCGCCCAGAAATCCTGGCCAGCGT 

TTGGGTACATGAGAGACGGCCGCTGGAGGCCGGTGCACAACGCTTCCCCC 

ACGCAAGGCACAGCCAGGACCCGAAGGAAGCAGCAGACCACAGTGAGGCT 

CCCCGAGGGCCTAGTCTGGAGCGGACCCCTGGCCTCCAGGTCCCTGTGGA 

GACGCCCTGGATGAGGTGTGGACAGGACAGACTGCAGCTGTGTAATCCCA 

AACTTAACAGCTCTTCCCGTGAGAAAATGTGGCCCATGGCTACAACAGCA 

CACGGACTTCCACATCTGGCTACAATGGCCCGGGGCCTCAAGAACTGGTT 

GGCCTTAAAAACTGGCTGTGGTTCAGTTTTTCACAAAGATGCATTCAGAG 

GCACGCACGAGGGGACAAGCAATTCTACAGCTGTGAAAGACACAAGCCTC 

AATGAGCCATGCTGCCACGAGCTCTTGGGGAAAGACACGATGTCAGGGGA 

GATGCCAGGGGAGCCGAGGAAGGTTCGAGAAGTCACAGATGTTAGCAGAA 

CTCGCTTCCCGCACGAGCGCGCTGGACACCGCGCCGGGAGGCGAGCACGG 

GCCGCAGCGGAGCTCACGTGGGACCGTTCACCTTCGCTGCGCGTCTGGAA 

CATTCCACAGGAAAACGCGGGTGACGACAACACTAAGTCCACTCTCGGAG 

CCCTGCCTTCCCCCGAGGCTCACCCCGACCCGACTCCAGCCACAGAACTG 

CGGCGCCCAGCAGGGCGTTTCAGGCGCGCGCGCAGCCCCAACGACCAGGC 

GGCAGGCCCAGACGCGGCGGAACACAAGCGGCTGGCGGCGTGTGAATACA 

ATTATGAACACAGCAAAAGCAGGCACACGCAGACCCAGGGTCTCTGGGAG 

GACACACAAGCGAGGAGCACAGTGGGGACGGGGCCCACTCCCTGGACGGC 

CCCTGGTGGACTCTGGAGCCCCCAGCAGGGCCTAGATGTGGAAGAACTCT 



CCACACTCAGAGTGCCCAGAGAGATTCTCAGCCAAGCCCCTAGTACCCCC 

CTCGGGGCCCAGATGGGACCCCAAGGACCCTGA 

>Ame_R013038   

ATGGCCATTGCCGTGTCCTCCATGGCCGAGGTCTTGGTTGGGGAGGTGGT 

GGGAGGAGCCCTGGACCTGAGAGAGACAATACAGAGGGGATGGCTTCTGA 

AAGCAAGATCTGGCTCTTGCTTCAAGGCCAATAAAGAGAAAACACGGAGG 

CCGAAGAAATGCCAATGGGAGAAGGGATGCCTGTCCCCTGATTTAAAGGG 

TATTCTCAGATCTAACGCTCTCCGGCTTTGCATCGAGAGTAATATCACCA 

GTTGCACTGATGTTTGCCGGGGAGGCTCTGTGGGCAGCCAGGAGACTCTC 

CAAGGAGAATTATCCATCAGCACCCAGGACTTCCCATTCCCTGGCCCCTC 

GGAGAAAAAAAAAAGACAAAATTTGGAAATGAAAGGTTCTCAAAATCCAG 

TAAGAAAGTTTTCTGCTCAGTGCTTGGGCGAACGGGTCACCAGCAGAAGC 

AGTGAACTACTGCAGCAGAAAAACCGGGCGATTTCAGAACACAGACCGGC 

CGCTATCAGCAGTGGACTTGTATATCAAAAAGCCATCTCTTCCTCAACTT 

GTGACTTGAAGGATGAGTGCGCATTTTTGAAAAGACACGACGGAGAGAAG 

AAAAAAATTAAAGAAAATAGTGTGGTACAAGAAGACTGTCAGTGGGAGAG 

AGGAAAACCAAAAATAGAAGAAAGAGGTGCATCTGTTAGGCGGGAGTGGG 

GCATCATCAGGAATGGTCCATCCATCAGGGCACGTGTTCGAAGTAAACAA 

TGCGAGCAGGTTCCCAGCTGGCTGCAGAGAGTCAGGGCCTATTCACGTTC 

CTGGTTTGAGACAAAACAGTCGGGTCCTCGCTGGTGGGTACAAGAGATGC 

TGGCCCAGAGAGAGCCACGCTGGAGGTGTTCAGAAGCAGAAGGAGCTGGC 

TTCGGGGCCCTGCAGTGCTGGCAGCTTCGCACACAGATCCCTCGGGACCC 

TGGTCCTGTGTGA 

>Ame_R013090   

ATGGGCCTGTCCCCACTGCTGCTTTCGGCTTGTGACAACACCCACCCCGC 



CCCGGGCTCCCCAGCCTCCCTGCCTGCTCCTCGTCTTCACTGGCATGTTG 

CATCTGCCACCGGCTGTATCTGCGAGAGGCTGGCCACTCCAGGCCAGCAG 

CCTGACCTCACATGGGCTCCAATTGCCCATGGCTCCCGCACTCAGAAGGT 

AGATTCCGGGTACGCCCAGGAAGAATGTGGGCGTGGCAAGTTGGCAGGTG 

TGGCTGGCCCCCTGCGGGCCAAGGCCTGGGAGGGAGCCGGCAGAGGCTGC 

TCCTGCCTGATGGCCAAGGGCCGGGAGAGGCAGCCCGAGCCTCCCGATCA 

CTGTCCCACTGCCCACCTGGCATGCACTGAACACGTCTTCTGCCTGCGGG 

AAGCCCTCTGGCTGCTCCTCAGCGATGGCCACCCGCGGGCATCTGACTCC 

CAGACAGGACCCCCAACCCCACCACGCATGGCCCAGAAACAGAAGGCCTG 

GCTGCTGGCATCTTCCCACACCCATCAGGGCAAGCTAAAAATGGCTGCGG 

TCACAGCCAAGTTGGTGAGCACCAGGGAAGGGGTCAGGGTGGAGGGTGGA 

GCAAGAGCAGCCGGTGGGAGGGTGGACAATGACGTATTACGGCCAAAGCA 

GAAGAGGAAACCGAAAATACGGCCCGTTCACACTTCGGTCCGGCCGCGAC 

CCGTCCACCCCGGAAAGGCCACTCAGGAGTTGGTCTCGGGCAGGCTGTGG 

AATGGACCCGAATCGTATCCCCGTTTCTGCCCCCCTCCCCTGAAAGACCT 

GGCCACTCGGTTCGGAGGCCACAGGGTGGCTGCACTCACGCTGGATGCTG 

AAGCAGAACTTCTTCTGCTGGTAGGAGATGTAGCTGGAGACCGCGCCGAT 

CAGGGCCATGGCCAGGGCGCTGGCCACACCCGCGATGCACCTCCCCCCAA 

GTCAATCCCCAGTGGGCTTCTCCCTGATTCTGGCAAGACCCGCTTCCTTA 

TGCCTATCGGATGCAAAGCCCAGACTGCAGCACTGGCTTTTTCAAAAGCA 

CGGTCCGCGCTGTCGGAGAGCAGCAGCAGCAGACAGGACAGCACAGGGTC 

TTCTGTGTATCAGCAGGTCGGCAGAGAGGTCGCTTGTGAGGGCCTGGAGT 

CTGACGGTGTCGGCCCATCGGTGGGCCCTTCTGCTGTGCTGGGATGTGGC 

CACTGCCAAGGGTGTCAGATCCAGAGCGTCCTCAAATACAAGACGGCAAT 

GCACGTACATGCACACACACGTCAGTCTTCAGTCCGCCACAGCCACGGTC 



CCAGGAAGCAGGGATGCAAGGCAGTGTCCCAGAAAGTCTTAAAGGTGCGG 

ATCTCCTCCATCCCCCGCCTCCGCGATGAGAAAGCTCACCCTCCAGCCAG 

AACACTGTACAGCTACCGCCCCATGACCATCTTTAAGGAGAACCCTCCCG 

AGAATGGAAAGGCTGTGACCCTGGATACCGGCAAGTATCAGTCAGTGGCC 

CATCCCTTTAGTGGATTCCCTGGGTCAACTTATCAAAGGCTTTTGGACAA 

CATGCCAGTAGGTGCTAATGACACCCCCCCCTCCACTCCAGATCCTTTAC 

CAACTCCGAACAGATGCAAGGAGCCAGAGGAAGATCAAGCAAAGCATTTG 

CTTAACAAAGAGGCTGGACAAGTACAGCAGCTCCATCAAGCATGTAACCC 

AGACTGCGGATTTCAGGCCCTCACGGGCCACACCTGGCTCCAGGTACATG 

TAAAGGGGGCCTTGATCACCGGCATACAGGGGTGCTTCCTCCATGCAGCT 

CATCACATTGGTCACACTTCATCCTTCACGCTAAGTGAACCAGATATAAC 

TGGTTGTAAGATTACCAGGTTCCCCCAAATCACTGCCTTCTGGCCCTCTG 

ACAGGGGCTATGACAGCCAGAACCACTGCCTCACCCCACTGGACCCTTTT 

CCTACCAGCCCTAGAGTCCCTGACCCTCTATGGAGAGCCTGCATTGCTCC 

AGGAGAGAAGAAAAAGCACCAGACAATGCTCATCCCCAATGCCAATCCAA 

ACGCCTTTGGGGCCCACGGTCTGGGTGTGACTAGTCTAGACATTTCATAC 

CACCCGTTCTCACTCATCAGCTCTATGCCCCAATCCTTCCATTGGCTGCT 

CTCTGCTAAACTAATTCAAGAGGCTCCCTGTATGCATGTTCCCAAAGAAG 

TCTACAGAAAGAAGAGTCATCCTCTTCCTTCTCATTCCGCTCCACAGGAA 

ACTGTAGTGGAACCCCGTCCGGAGATGAAAGAAAAGGGCCGTTTTCGTGG 

CTGCCCGCTGTTGGCAAACAGCAGCACGTCTCGAGGAAATGAGCCCAAGG 

CCGGGGGCGCAGACAGGGGTTGGGCAAAATCAGATTCCAACACTACCCCG 

AACGGCAAAATGCCCGCCGCAGCCTTTGACGTGAACACCCTCAAGAAGGG 

CTCCAGCTGCAGCCAGCTTTCCAGGACAAAGAGAGAGCTCCACTGCTCTC 

CAGAGTGGCAGAGCGGCGGCGCCCCCCCCCCGCCATTATTTGGCAACGGC 



TGCCCAGGGCCACATTCTCTTTACAGGGTGGCTACTACCACCACCTCCGC 

CCACTGTGCCCTCGGCAAGCTTCCTGGTTACCTCCCCTGCGCCACCAGCA 

CCTCCAGAGACCCCCCCACACCGGTGGCTCCCGCCCCGATGTGTCCTAAC 

TTCCAAAACAGCTGTTATGTCACTATCGCTAATGCAGAGTTCCTGTTCTT 

GCTCCAAAGTGCCACAAACCCCTCCTTGCAAAGTCCCCCAAGGGGGCCTC 

CCCTACTGGTGGCCAAAATCAGCCCCACCTGGTGGTACCTGTTCACCAGG 

GCCATTGGAATGGCCTTGCCACCACCTCTACTGCTGTTGAAGACTCTAGC 

AGAGGCGGTAGCCCTGGACCCAGAGCATGGGGAGGTCAGTAGCTCTCCCA 

CTGTCAATTGTGAGAATTTTCCCTTAGAAACTCGGACCTTTGAATTTTTC 

CAAGATGATCTTTCTGTGGCAAAAACTTGTGAAAGAACTGAATGA 

>Ame_R013224    

ATGGCCAGCAGGTTGGAAGCTAATAAGCACAATGGAAATGGGCCCTACTT 

AGTTACTATGGATACGGCAGATATAAAGGATTCCTACTTGTGGTACTCAT 

CAGCAACTACTAACACGAAATCCCACATGCTGCTTGGACCTGACTGCGGT 

CATAAATGTTTACTGCACATACATGATATTCATACAACTGCTGAGGCAGC 

AGAGCCACCACACAGGAAACAATACGTTTCTTTGCCTCAATGTATAAAGG 

AAGGTGCAGTCGATTGCTGGGACCGGGACTTGCCCTTGTGCCTGATTTGG 

CTAAACAGTTTCAGGAAATCCACGGAAATGCTTTGTTCTGAAAAGCTGAC 

TGCACGACAAAACCTTAACTTTCCAGATCGAAAAGGAGAGAGAATCTGGG 

GAAGGTTCTCTGAAAGCTTCTGCAGGACCACTAGCGCCAGTGGGCACATC 

CGGAGCAAACACACCGGAGACACAGTTTTCTTTCTTTGTGAACTCTGCCT 

TAACTCCAAGGTTGTCCCTGGGCTGAAGTGGACGGCTGCCCGGCGCCTTC 

ACCGCGTGCGCTCATCCTGCCTCCCGCCGCCGCCGCTACCGCTGCCGCCG 

CCGCTGCTACCGCCGCCGCAGCCGCTTCGCCTCCGCCGCCCCAAATGTGC 

CCAGCACCTTACGGGAGATCGGGCGATAGGGCTGGGGAATGAGGCAGGGT 



GGGCGAGAGCTGGCGTGCTGCGAGGACTGCTGCTGCTCAGGCTGCCGCCG 

CTGCCACCATCAACACCGGACGTCCAGCGGCTGCCAAAAAGAGAGAAGAG 

GGGAGGAGGAGGAGGAGAAGGAGGCGCTGCTGGTGGCGGCGGCAGCGGTG 

GGTGGGTGCCGGAGGTGGAGGTGGCGGTGGAGGTGGAGAGCAAGAAAGAG 

AAAGAGAGAGAGAAAACAAATAGCGCCTTGGGCAGTCGGAAAGCAAAAGG 

AGGATGGGGAGATTCTGCCGGGATCGAGTTGGGCACTGAGCGCAAGCAAA 

GGACGGAGCAGGGCACCGCGCCTCCTCGGGTGGCGGGAGCAGGCGGCAGC 

GGCACCGGAGAGTCGGAGGGGGACGGGCTGCTCGCTCCTGCGTCCTGCAC 

CAAGCGCGCGCTGCCCGGGCTGGAAGTTTTCTGA 

>Ame_R013753   

ATGATCAATCTTATTAGCAATGCGCACTATGCTAACTATAGAGTTAAGGG 

TATGCTCTATGACAAATGCTCTGATTTAACACTGATAAACCAGCTGGAGT 

CAGGCAGCAACAGAGAGACCAGATTCAGCAGGCATCTAGGCTCTCCTTTT 

AAAGCAAAGAGTTGGAGTGGAGAGGCAGGTGTGCAGATGACTCTTCAGCC 

CCTTGTGGTGAAGGCAGAGGAATGTCCTAGGTCTGGAGAAAGTAACATCC 

GCGAAGCCAGGCAGCTAAAAGCAGTCAAACCTTTGTCTAGGCCAAAAGGT 

CCCATTGTTGCATTTGTGTATGCCATAATCTTAGATGTCCTGGCCACACT 

TAAGAAGTGGGGACACTTCAGTGCTGAGGAGGCTTTGACAGATGAAATTC 

ATACAGACAAGCATATCAGAGAGAGGAGGCTTCCTCCAAGAGAAAATTTG 

GTTGCAGATAATGGAGAACAGTCTGTCACAAATCAGCGTTTTAGCCCACA 

AGCAGAACTCATCCCTGCAGACGATGAAGACTCCTTTCCTGTCTGTGTGG 

TTATTTCCCCCTCTTTCAGGGGAGCAGCTCCAAAGACTCGGTCTTTGTCC 

TTTGACCGTAGTGATAAGGTGATTAGACTTATTCCCAATACAGAAAAAGA 

AGCAAATGCACTGAAGAAAATATACCACCAACTTAAGGCTCCATACAGCC 

TACAAGCTTTTGACGCTCTCCTTCACAGAGGTTCTGGATTTCCACACTCC 



AAGCCCAAAGACTCCTACCTCGCTCTGCCCAACTTCGTGACTCTAGGGCT 

GAATAGTTCAGGAAGAGAAAGGAAGAAGAGAAAGAGGAAAAGGAAGCAGG 

TAACTGTAGCAACTGTGGAAGCAAACAGATTGATGAAGGGAGAGACTACA 

ACCAGGGATATCAGTCAGGACCATAATGAAATAGACCAAGAGGGAAATGT 

TGAAGGTGTAGGTGCAGGAAATAACAGTAGCTTGATGAAAGGGGGTGACA 

GGAGGGTTGAGACCACTGAGTTTTGTAGCAACAAGGGTAACATTCGAAAT 

GACCAGCAAAAACTGAGGGGTATTTCCAACACGGGACGGCAGCCAAGTGG 

AGCCAAGAGCGAAAATATGGGATGA 

>Ame_R014240    

ATGACGGAATACAATAGCAACAAGAGGAGAAAGTGGGCCTATATGTACAC 

GGGTGTTAATCATTCACAGGATGTCCGAGTAGGACCCCCATCTCTGAGTC 

CATGGAAAGAACTTATCTATTCTAGCCCTTTTCCCAATCTAACACCAAGA 

GAAATGCTCCCATGTCTTGGAACTAAATTACAGATGTTGATTCAGGGACT 

CAGACTCAACAATGAACATGGACCCCTTCCTGGAGGTTTTCACATACAGC 

AGGCTCTTTCTGATAAACTCCCAGAGCGCAAGTTCCAAAAGCTGCATTTC 

AAGATGCAGCTACAACCTTTCACCTGTGCTGTGAAGATGAGTCACGTTCT 

GAGCTTGAAGCGGACCATGGAGCGGAGGGTCAGAGTCATGGGTGACATTC 

CGGAGTGTGCCTGTCACTTGATTTGGCTAAATAAATACTGTATGCTAACC 

GAGTTTTTCTTGGAAATGCCAGCTTCCTTTTCACAGAAAAAGCACCGAGG 

AGGTACTGTCTGCCTTGCACTGGACAGTGGAAGGGACTTGGGGCTTGGAC 

AGCAGTCAGCGTGGACTGAGCTGAAGCTGGAAGATGCTGGGGGGGGCCCA 

ACCGGGGGGCAGACAGGCCTGGAAATCCTGGGGGGTTGGCAGCAGGACCA 

GTACCCTAGGTGCTGTAACAGAAGAATTGCACGTTTCATGACTGCTTTCC 

GCATTCAAGTGGGGGTGACTGCGCACACTGGCCTTGGACACTTGCTGGGA 

AGAGGGCTGCACGCAACGCCCCCTCAGGGGCGAGGTCCCTACACAGGCTC 



TCTTCAAATTGTCTCCCTGACCAGCGGGTTCTTCCGAAGGTTCAAACTGA 

TGTGCCCGATGTACTGGCTACTATTTGGTCCACTGAGGAAAACAGAACTG 

CTTTACACACAGGGTTCGTGCATGTCGTCATATACAAAACAGTCCAATTT 

AGGCAGACACTGCAAATATCAGATGATGCTGGTGAGCTGGGATGGTGGTG 

AGGACGATGAAGGAATACATGCAAAGCGTCATGTAGAGTACGTGTCCCAG 

GACAGGTCCTTCAAAGGTGTTTATTTCATGAATCAAGGAGTAAGTCAAAC 

AGAGAGGGACCTGACCGTTAAGCCAGTCTCAGATAAGGAAATGGAGCCAC 

AAGGGAACCTCAACCTTGCCACCATTGGTTTTTCTTTTCTGGAAGAGTAC 

GATCTTCATCTCCGAAGCATTGAAATTTTGCTGAGAGGCAGGGAAGGGTC 

TGTCCACAATGCTCCAAAGCAGAAGAACAAAAACAGTCGAGAGAGCCCTC 

CTCAGATGCTCGCAAGGCCTTCAGCACGTCGGCTTTCCTTGTTGAACACT 

GTCAAGACAGGAAAACTAGACAAGGCCACCAAGGGACTCTTGGCATCTGA 

ATTTATCACCAAGTACAAGCCTGCAGGGATAGCTTCTCCGCAAGTTCCAA 

ACAACAGCGAATCAGGCACAACCGCCCAGAAAAAGTCTGTCACACACACC 

GTATGCTGGCTTCCCAGAGCCGCCGGCTACCTGCCTACACGGCATCTACC 

CTAG 

>Ame_R015262  

ATGACAGGGCTGCTCCTTCCAACGGCGGGCTTGAAACTCTCAGAGCTCTA 

CCAGGTAGACTTCACCTCTACCAGGTGGAGAGGCAGTACTTTAAGCCTTA 

AGGAAGAGACATCAGGGACACCAAGTAGTGGAGTTTATTGTGAAGATCCA 

TGGGACACAGGAAATCAGCGAATCCGATTGAACGGCCGGGATTCCAAGAG 

ACAAACACAGTTTGGGACTCGCCAGAGATTGCAGGAGCCTTGCGGCTCCC 

AGGGGGTGGTGCCCCTGCATTCCTATCGACCGATCCAAAAAAACATGTTC 

AATCGCAACAAGGAACAGCCTCAACGGCATACCAAAGCAGTAAACCAAAA 

AGAGCTGGCCACTTTCCGAGGTCTTCTGACTTCTAGAACAACGCAGGTGG 



CAGCACAATGGCGCCTGGGCACCCAGTTCCAACTCAGGGTGAGGCTGGTA 

CCAGCCAGTACCTTGAATTGTCATTCCCCAGAAATGTCGACCCATTTCCC 

AGCTCTCCGTGGTCAGCAGACGGTTGCCAGGTGCAGAGCAAAAGCAGGTT 

CACGCAAGCAGGGCCCTGAGTTGGTTCCACCTGTTCTCAGTGGTCACAAC 

AACAGCATTTGGCATGTACTGAGCGCGGTGCTGGGTGCTGTGTTCACCAC 

TGGGGACATGCGGATAAATGGACAATCTCTTGACTTCTGCAGCTTAGGCA 

TTGGCTGGAAGGCGACTAAAGAGAGGCGCCAAGAGCTGCCAGGGTCAGGT 

TGA 

>Ame_R017002   

ATGAGGCAAAGGAAGCCTTATAAGGAAGTGAGAATCAAGCTGGACAGGAG 

TCGGGTTATTAGCACTGAGGAGTTTGGACTGGATTCTCCAGGTGATGGGA 

AACAGCTGAAGATCGGAAAACAGACAGCTCATTCTTATATGTTTTCAATG 

GAAAATTCCAGGGTTCTATACACATGTATCAGTGCTGGACAGTTTTTGAA 

GAAGAATGTGGAAAAGAAGGCTTTAAGGTCTAAGGAAGAGCCCTTGGACT 

TAACATAA 

>Ame_R017525   

ATGTTAGAACCTTACTTCAGGAATGCCCTCTGTGTCATTCTTCGGGGTCC 

ACTCACGGAAACGTGGCAGATACTAATCAGTCCCCAGTCAGAAGAGCATG 

TGGTAATAGAAAGCCCTCTGGGGTGGAACACAGACTCCATGTACTCTGTG 

GTGTTTCAGGCCCTTCTGGCTGAGCCCTCACACTCCCATACGCCAGGTGA 

TGTCAGTTCCCATAGGCCAAGTAAAGCTTCAGTTACTCCATTCAGCCCTG 

AAATTATTTGA 

>Ame_R017671    

ATGGCTGAAGGCGGCTTTGGACTCGAGTGCGGTGCATTTCACGGCATGCG 

GGTGGCGCACTCGAGCCGCGGGGACCTGGGGCGGGCGGCCGCCGGGACGT 



GGGGTGGGCCACCGAGGCTGAGGCTGGCTGTGCTGGCGCTGACACCATCC 

ACAGAGGTGCGATACGTACGAGGTGCCTGGACACAGAGGCTACTTAATAA 

AGGAATGATCGACTGTTGCTTGAAAAACACGTACTCCTGGGGCAAGAGTG 

GCGCAGATTCTATCTCTGTTCTATGCGTCCCCACCAAGTGCTTGTCGTAC 

CTGGATTTCAACGGGGACCACAATGGGTGGGTCACTTCTAAAATAGCGTC 

GTCTGTAAGTTTGCATCTTGAGCGAAAGATCCCCGGACGGATTGTAAGAA 

CCCACTGTGACTATTCCAAGCAGGCAGACAAAGCACAGTTTTCTGCATTT 

CTACTTGAAGCTTTCCTGAAAACAGATTCTTCCGATTCAAATTCCAGGCC 

TTTCCAAGAAGGTGGAGACAGTGTTCGGAGTTCCTTGCTCACATCCCGAA 

GGCCCTGGGACCTGCCCGCGGCCTGGGGGGCGCTGGAGCTGCAGCTCCTG 

TCTCCTTCCAGACACAGTTGTAGTTCCGGCGGAGATCCTTGGATGATGTT 

TGGCGCCAGCGTGGACATCACCGGCGACGAAAGTCACATAAGTGAATACA 

ATTTGTCCGTCTTCAAAGAGCCTCCAGTCCAGACCCCAGTGGGGGCCCTA 

GGCCATGCCGGACCCAGGATCCAGGCCCTGTGTGAGGTGGTCCACAGAGC 

AACTTGGCTGATTCACTCAAGCAGAGTGGTCACAGTGATCCTTTGGGATT 

TCAATGAGTCCCTGCCTACACATTATCCGTGGGTCCCAGAGCAGAAGGAT 

CCACCTATGCCTAAATCTCACCAAGGTCCAACAGATGGCTATACCTGGGA 

CCCTCCAACCATCATGGCTCCGGACACACGGAACTACCTCCTCCAATAA 

>Ame_R018563    

AACGAGCCTCTGACCCCAGGTTATCATGGATTCCCAGCCCGGGACAGCCA 

G 

>Ame_R019548    

ATGCTGAAAATAACAGGCTCAAGAAGAGTAAAGAAAATAACGACTATGCT 

ATTTTCCCTGGACAGCGTCTGTGAAGGCCGTAGAGAGTTTATCCTAGCTA 

TAGTGCTCCCAGATGTTACAGTCTCTGGTGAGATCTACAGACAAACTCAT 



AAAGAACTAAAAAGACGAAAGAAAGAAAGAAAGAAAGGAAAGAAAGAAAG 

AAAGAAAGAAAGAAGGAAGGAAGGAAGGAAGGAAGAAAGAAAGAAAGAAA 

GAAAGAAAGAAGGAAGGAAGGAAGGAAGGAAGAAAGAAAGAAAGAAAGAA 

AGAAAGGGACTAAGAGGACCTTGGCTGCCAGAAACTTACAGATCTTGGGA 

GACAGTGGAGCCATCTTCCCACAACCAGGCACTACGTTCTTTATGGCCTC 

ACGTACCTTTCATGAGAAATGTTCTGGTGTCGATGTCGGCAAGGCACAGC 

GTGTACTTAATCAAGAAGGATGGTGTTGTGTTGGTTCACAGAGCTGAGCT 

GGAGGCTAAACAATCCAAAAGTCGTGCATGA 

>Ame_R004369 

ATGGGACGACCCCCCTCCCTGCCCCCCACAGCACTTCTGACCTCCATCCT 

GGTGCTGGGGTTGGGTTTGCTCGGGGGAAGGAGAGCCACGGAAGCCCGTC 

ACGCCCTGGTTGTGGAATACAAGGCACTGCTGGTACAACTACCCCTATCA 

GACTTGAAGGGTGAAAGAGCAAGATATGTTTGTCTTTGCACCATGGCCAT 

CAATGCACCTGCTGGTGATGGGGATTCCTCTGGAAACAACTCTGTGTTGT 

CAAGGAGCACAATACCGGAACACTGGAACTTCCTTGATTATATCAGTAAG 

CTGCCAAAGCTGCTAAATTGCAAAGTGGCACCCAAATGGCTGCGGAAGGA 

CACGTACGAGTCTGTGTCCCTCCTAGTCAGAGTCCCTGTGTACATTCCTG 

GTGCAGTTGGTTTATTCTTCTTTGTTGCACAGAATGGGAAGTTAGCCACT 

GCCAGACCTGTGTATTACTCAGCACGGGTTTTAATACGATAG 

>Ame_R013532 

ATGAAGAGAGCACAGAACATATGTCTGTCTGCTCTGCTGCCCTGTGTATG 

TGCGGCTTCACTGGTACTTTCTGAGAGCACAACTGTAAGCTTCAGAAGGT 

CCAAGGAGGAGCACCCGTCCTGGCCCAGAGACCTGAACTTGGGTCATGGC 

TGCAGCATGAATGCACAGTCTTTGTTAGAGAGGTCGGCCAGTAGACTTTC 

ACCAGGTGAAACATTCCACTGTATAGCGAATGATCAGTCAATGACTCTCA 



AGTCCTGGAAGCAGCTGGATACTACAGAACGAGCAAATGAGCATACTAAC 

CTGAATGAAACAATCCTTTCCTACTATACCCAACTCATAAAGCAACTCAT 

CTATGACACAAACTACTTTACCCACCGCACGGGTACAGCAACACAGAAAG 

CAGATGGAACAGTGATCGCGAACAGACTCGAGAAGGAGTGCACTGCTGAT 

ACAGAGCCGATCCTGCAACCGAGAGAGACAGAGCTCTGGCTGGAGCAGCT 

TCTCTCCTCCGGAGTTATGCAACTCTATCCAGAAGGTGTGTATTTCTTTA 

AGAAATCAGCAGCACTGGGTAAACAGGGTGCATCTGGTGAACACATGTCC 

ACGTACAGTCCAGGACGAACGCCTGCGGGCCCAGAGCTGCAAGAAGAAAT 

GTGTACTGCACTGGTGAAAAGCACTGGAAAAGGCCTTCATTCTGGTTCTT 

ACGCATTTCACCATAAGGGGTCAGGACATAATTTCATTACCTTCATGGGC 

TGTTTGGAGAAAGGGCAAAGGGACATCTCTCGCCCTGGCCTCAAAGTAAC 

TCCTGTTCCTATGATCTCTGCCCAGCTGATGCTTCATCACAAAATTAACA 

AAAACATGGAGAATATGCAGACGATGTGGGGGCAGAGCCTTCTCTGCACA 

ACTGCAAAGACAGCATCCTGA 

>Ame_R006110 

ATGGAATGGCCCGTCCGACTCCTGGCCTGCCTAGTGGGCATCCTCCCGAT 

GGGTGGAGGGATCACAGCAGCCGTCATCCTCAAGGGCTTCTGTGTCAGGC 

CTGGACACTCTTCACCACAGCGCTACAAAGCAAGGACCCTTGTTCCTATT 

TTAAGGAGGCCTATGGAAGTCAGTGGTGGGGAGCCCAGAGCATGGTTCGG 

TGCTCAGAGGAATTTACTAGTTCGGAACCGCTGCCGAGAAACCAACCAAA 

AGGCAAGACAAATCACAGCAGTCGCCCAAGCTCGCGGCGTGCAGGGAAAG 

GCCTGGGAGGAGATGGGCTGCTGTCACGGGTCCAGAAGGAAATGGGAGCG 

TTTCAGGGGCCAGGATGCCGCTTCTGCTCCCGGCGGCTACACTGGCCAGC 

AGCCCACACTACCCTCCCCGGCCAGCCTGGTCACCCTACCTTCTGCCCTC 

TTAGAGCAATTCAACATCAATGACTACATGAGCAGCCAGTTGCCCAGGAC 



ACCCCGCCACGACACTGCGTTGGGTGCCAAAACTACGGCAAAATTCCCCA 

ACTTCCGAAAACTCACATCTTATTGTGGAGAACTTAATAAACACATAAAC 

AAGATCATCTTCGATTCTGAAGTACAAGCTGTGAAGGAAATGGACAGAGC 

CACGCAGCAGAGCCCCGGGGAGGGAGGCGGCTGCTGGGCGGATTTGTCTG 

AGGAGAAGAAGAGCAGCCCCGGCCTGGCCTCCTCCCGCCAATTACCAATG 

TTATCAGGCCAGTTTTTGCACGACATAAAGCAGAACTACAGAGAGCTGGC 

CACTGGCCACCTGGGCTTGCCCACGACGGAGTGGCGGGGAGACGGGAGCA 

GCACAGGGGAGGAGCTTGTCATCGACCAGGAAGCTGCCAGACATCCCAGT 

CCGAAGCAGCACTTTCTTGGCCCAGAGGCGCTCCGAGGCTACGCGGTGAG 

CCGAGCTTCCACTGTTGCTAAGTCCGAGGGAGCCAGAGAGGAAGCACGTT 

CACTGACCATCTCTGATAATCAAGTTCCAGTGTCAAATAAAATAGAGGGC 

ATCAAGCATAAACGTCTGCATCAACTTTAA 

>Ame_R017570 

ATGGAGAATAACATGGAAGAAGTGTTAGAGCGTGGTTGGAAAAGACAAAA 

GCCAACTGGATATGCTGACTTTGGAAAGGAAAGGGCACCTGGGCTAGAAG 

GAACAATGCAAAAAAAGCCTAGTGTAGCTGACTTCAAAAGGCTTAAGAAG 

ACAGATAAACTGAGTGTGCAGAAAAACATGACAGCAGCTTTACTAGAAAA 

CAGGAATTTTGAAGATATTTTAAAAGACTTGGTGTCTACAGTTAACAGTT 

GCACTGATCTGAAGCCCAATGCCAACTGTTTTTGCCCAGACTTCCCCTAT 

TCTACAGGAAAGGAAAAATGCCGCAAGCCTCAAGGTGGCAAATGGACCAG 

TCTGTACTTTAACCTTCTCTTTTTTATGCTTCTGGTTTTATCTTTCAAGC 

AACTCCCCATCACTTCTCAGGATTACATAAGGATTTGTGCCTTGAATTTC 

AATGCCTCCCCCCTGATAATCATGCACTCACTATTTGAAAGGCCAGTTGA 

AGATAACCCAGTGCCCAGAGTTCCATTCTATGATAAGAGGTCCACTCATG 

CAAAAGATATAAAGGCCCAGGAGCCCAGTATCATCACCATGGCCTTCAAC 



CAGGGCCAAAATCCTAAATCTGGAACTGTGGGATCCACTGAGATTGCAGC 

CAATGATCTGTCCATAGGCATAGCCAATGTAAACAATATGAACCAGGTCT 

ATGGCATTTGGGAAATAATGGCTTTGAGGACAAATACCATGACATATTTC 

CTTCTTAAAGCCACAGATTCTGTCAGGACCCTGAAGAATAAGGTGTGCAG 

GCTTGAGAGAATGCGTTGGCTATTTTCATACAAACTGACCAAGGATGAGG 

CTAAAGCCACTTCCTTCCCTCCTGGCTTCAAAGCGGCCACTACAACAGCA 

GCAGGCCATCCTCACAGTATTGACCACAGCCCTGATTTTTCATCTGTACG 

CCAGGACTCAGAGCCAATCAACTTGAAGTCTAATTTCAACCTCCTTAAAG 

AAGATGAGAAAAAGGTTTTGAAAGCTGACCAACTTAGCAATTACACCCCA 

TATTCCTACAAACAGAATAAAATGCCTCAACAACAAGCTGTCACAGACTT 

GGAGTTCCAAGGGCTCTCGAGAACAGGGAAATATTCTGAAACAGGTTCTG 

GAACTGCAGGAAGTCGGTCCTTTTGCCCCCGAAGCGAAGAAAGGCGGGCG 

AAAGTCCCCGAGCCAGGGTCACCAGACGCTTGGAGCTGCAAGGATAGAGA 

AAGAGAGAGGAAAGGATCGGGGGAAAGCGAGAGGCGCGGGGCACCGACCA 

AGGCCCTCTTCCCACTCTCCGCGAGCGACCTGGCAGAGGCTACGGGCTGT 

GTCCACCCCAGCCCGCTCTCCGCGCGGGCCCGGCTGCCAGGCTACGCCTC 

CTGCACCCAGGCGGCTGCGGCCCCCTCCCTCAGACAACCCGACGCTGCTC 

ACCAAAGGTACTTCTTTCCAAAAGTCAGGGCATCGCATGGGCCCGCGGCG 

GGCAGACGAGACACATCCGTGCCAGTACCGCCCGGCAGAAAAGGCATTTC 

CAACAACTGTTCATCCCGAAGCCTGTACAGCCAATGCAAATGCGCCCCGC 

CACGGCTTCTTCCCCGAAAAGCTGCCTTCCAGAATCTTTCCTGCAGCATG 

CAGTTAACAAGATGGTTTAAAAAGGGAGGAAGGAAAAAGAAGTCCGAAGG 

AATCCGCGCAGCTGGAGTAATGCTATGCAAGTGGGGCGTGTATTTCGGAA 

AACCCCCCGTCGCCCCCAACCAGCGGACGAGCTCTGAGACGCGCTCTGCT 

GCACGACAGAACTTCCGAGGAGGAAGCCGGGCCGCGCGTAGCTCTTCCCG 



CCTTCCCAGCAGAGGCACCGCCAGGAACCGAAACGGCCTCAGCGGCAGCT 

GCAGCAACACCAACCACTCAGTCCTCCCGCAACGCTCGCTCCACGTGGAA 

GGAGCGCTCCACGAGCAAGAGCAAGAGTGGTTAAGTTGCAGAGGGGGTCC 

TGCGGCGGCGACTGTGATTCCAGCCAAAGCACAGAGTGCAGATGGAGACT 

TCATGGACACAAGTATGGACCTCTGCTACACGCTGGGCAGCCACACAGAA 

GCATCCTCTGACCTCAGTAGGGAAAACAGTAGCCAGAAGAAATACCGAGT 

GTCCTGGTCAAAGGGCTTATCCGCCGGGAAGTGCACCTTTATGGTGCCAG 

AAAGGCACAGAGTAACACAGTTGGGTTTTCATAACTGGCCAACAGTCACA 

GCCAGTGTCTGCCGGCACATAGTCCCTGGGTGCTCGAGAACAGCCAGGAG 

CCGTGTGGTGCATCACCCGCCCTGCCTCACCAAGCCCAACCCACACCATC 

TCTCAGGCGGCACCATGGGTCTCAAACCCAAGCAGGGAAAAGAAGTCGGG 

CCCAGTTTGCTGTACTCAAAGTTGTGGCCCCACTTTCGGCTTTTTTCTGG 

AACAAAAGGGCCTTCTACTTGGCAGATGAAGATAACTATTTTATGCATAG 

TGGGTATGCTAGAGGGTCCCAGGGCCTCCAGATATCAAACAGGCAAAATG 

CAGAGCAAAGGTTCTGCCCAAGGGTGGATGTGCAAATGGCAGTCTCAGAG 

CCCAAACACTGAAATGGCAAACTGTCTCCCCTCTCTCCCCCCAGATAGGA 

TGAAGGAATCTGAAAAGGGCTGGAGTGCATGA 

>Ame_R020040 

ATGAGACTTCTCAGCGCCGTCCCCGGGGGCTTGCTGCTCAGCGCAGCCAC 

ACTGCGTTCAGCTGCCCAGCCACAAGGTCCTTCTCCCTGTGGAGTCGACA 

GTAACTTCTGGGGCGGACTCCACAACTATCTCATGACTGAAACTGAATGT 

CACTGGATCCTTGAGTTCCCCAGTTCTCTCCCCGTTCTGGTGAAGGACAC 

CTTGCAGATGGCATCTCAACAGCAGGGCTCAGAGCCCCTACTCCAACTCT 

ACTTCCATAACCTTGAACAAGGGGTGGTAGTGGCTGTCATAATTTTGGTG 

CAGGCCACGACAGTGATGCAAGCCATGGCAGTGAGAAGTAGGCTCCATGC 



ATCTTCAGGACTTGCTCAGAGCCTCATCTCCATCCTCAGAACGACTGACA 

CCCAGACCTCTGCCCCAGTGGCCAGGAAAACAGCTGTAGCCAACTCTATT 

GACCGGACTTCCAAAGGTCAAATCAAGAACATCGTGCCGCAGATCAGCCC 

CACGAGTGCGTATGGCTCCCTGCAGCTCTCATTCCACGATCAGATCGCAG 

CAACAATCCACAATATCTTTGGTGGAGTAGGGGCCCAGAGCAGCCCTGGC 

CCCACCACCGTGGCCCATCTGGGCTTCACGTGGGCCCCGCTTTCATCAGG 

TCTGTGCCAGCTCCAAGGGCTTTCCTCACCCAGTAGCTTCATGTTGCAAA 

CCTTCTGA 

 

Peptide Sequences 

>Ame_R000248   

MFVAHTVDHGGVFHEAHSYRGDIKTLTMQMIWVGTQLLAPEVHEFMREKI 

SAWAVQTNDMGVDNIEDFLSLTHLQTRHDLISKKCHRKKTGVILRAYISS 

WFLGKCRSGCVGRKCTSLQQIGPVRASPDRAWSEEATEFLAEKWHTLTGY 

SVKILLVIKWSIQLTVASHTQQLANRNYFPLEMTEGALPSCSSSPPQSKR 

LPVDEQSGTVSALPVSLGVSWPLFIIGESFHEFENNVTTIPANVTVLIAY 

IGLKGPD 

>Ame_R000307   

MSTEAIISITVLSTAIQGERNSKLWGQEGGLRVFAKLGIAVGGVATAADP 

DSEGTLQTTWLSLATLLIWKVKALQARDPVRTGCLQLYLGHQRKEHAAMT 

QGCKPHCSAKHRDVVRTKQGREVKKALKTTQCYAQQDGGGSNDADGEEEE 

DEKFKQKAQRGRNDEEMAENGISEVGLGLSAEGLPYSHPQRKLCETPTAG 

QEVGKVVSYLLESFNVVKPMKGHAETSLPLEAGGKTERQLGPYGKSSEHL 

ENSDLSSKETCTKKLSGPSKAKKGGSAAMATCCRQESMEPSHLRLFLLIG 

KASCSPLIPVSITVSGTLRELDLFMRDSFLDSSHVLRGNIRRTSCTRVDA 



TLCLASPWWEKGGRRHLVWSRRRATGLHVHEASKYGSRGAG 

>Ame_R000609   

MQLRRALGCLEALTSEEPFPGVRASDVQAETQGSAPFLLLIPQKEHNAKE 

KSHASQTPGTVGDKNSLKRLGLSQRCQGERIPAERSVWGDMLFCMIDASH 

VLESQAERVPAGLDAMGVCGRQRQIFQERLGGRKALSKRSAGQFRGLYRC 

GVPGGTHNLEEGDPTAEVSPPGSGEDLTGAKATLESQFLKRSSGQGYDIG 

PAVFGDGHPERRRLAPRASLVKRKRLTRRFAQQSRPSFCKASFDLALNGS 

WAADTHSINFKGMRINQEAPSVSPAEVRKSGRAPLNPPGLGFSNPGQPSS 

PLRIRNSYPRVFLQGDPGVDTSAFGFESVKIWLLPGEPWRGIYGCAWLMV 

PGTFHWETRTVFRSSLHFPVYSVGGQFQTLALRPIGCQNDPLTPTLTRTH 

IQVYSDHPHLDWGEHCVQPAEGARSSSVQEPAGEAFLLYLGNADPFLRIR 

WGVGAGRAKQPPGFARPRKTKTQHREPPPAGACASSPLAMVQLLVHTAAK 

ASSTFLPPSPHFTGDRALHAEEGPQLHGLPKSTGSLLTKNVGVGGTEIMA 

KEERSEGGGMAEELRLAKREREREQEKHPNQIASQNLWLTRPFRKERSGT 

ALFMVGFDASRPASPPGQKLKEEGKPAPGCGFIMSTNALKTFERSKETGV 

WDVRLAPRSPGFLAEKLAQAVRRPRGLGPRKSVAALNPKASYVPDPGCEF 

LTHRASEGRKLTSAATSLGNRAENAEIRTSNARTHMVNADSQRHGGEIHA 

YQVPRKTLSSCWTSLATYFGVAGVSLPVPIFQITLSTLSIPSPVASVNTP 

VPSGRRVPGWHLPGSGALPRSSGWLWGPARSPRERRRCSWSSCRSFVPLL 

QLPA 

>Ame_R000622    

MRSLLRTAAGSSAAQATALGSADDAWEAPDRLRKVVRCPVHGLRSWQRRH 

GGAVGCMLQSLWKIPLTGEEKHLDGALRQIMELIQRVTKQWGGRKIMSLK 

ILIDLECSFTLVDDIYSYQSLLVYLTRRTVTDLLICVMEIPAGLSGHLRR 

VCLHTCLLTPKEDELSTNLEAVLQWNDTENDYNPHVQTVLRTLLPARTHQ 



DAELPSVLSVVLTSNLKGQKAGGTWRQGKGSPSTLRVSRFTVVYFFELTP 

LKNIKMQTGECLHDETGSESVLRQGDTRVRKLTTGGRTHVPRTCPFHVES 

LCFPRRAKNPKKKLPLLPGLCIPRLTKLSGIPDLIIRQRHESIKVLTPAH 

PKCCRLQSHSPCKAHPSPVKPFLISQKEIIFQALSTYGVRLMTYHILPWV 

FAHTLEMQSWATRGAVVEFAWMPPLKRRIEGARDGKVSVDNLK 

>Ame_R002839    

MLPPRSPKRAPPNKHPRRAPPDTLRRRAGAVISALLGPRGTRKYVGEKFP 

LPHGGEDVGGERAEDGEQRWEDVSGRRSKTAEEVGAVKENDDQQCSNTKI 

SRQRAPKGVRSEKSRVPSRYLKSEGIRQRQLDKATWLLWGSATSVCDVIR 

RRGVGTDSQSPAKLSSCLVAGRSGGKESRERGKSTYRASRLGHKPTWMDS 

FPSLHVPGSPIICPGPFPRLK 

>Ame_R002945    

MCHVIYIPLFATPVDTVDLGYARFTYQRIYSSDIWTEEARNGGGSQKTQD 

RYAPIGIKNPILSFVELNCVLGIERETFHVEESPRALAKFGA 

>Ame_R005446   

MWLSAASHLQPPGKAPAAPVFILALNAGKGSNVSSSLQVSTLDFLLDSNE 

QADKPGDLAPRQPFPPLSHSSLRNWDRNRVTVGGPVNLEPDVASGSQSLR 

SEVRRKRRGRGGSVERELRGQEAREGLEASRQAAAPAHPREAEGAAGTGP 

CAPSLRDVAGGGRGAFKNLSAGEQNKHSCSEDKGFSNTCKPAGDKKASGF 

APLRVPLPFSTLVLRLGTPPVVTSYPGLYEPSYSAQPAAVGTVSTSLGRK 

RPTEESYTWYFVLDKRMDDDVREDTEPLRNPGHQKAMLVFDEEAAMCLCS 

SNAISRRADTTQALFFLPTGWTEKGVLIKHTPPEKGKGEYPPCTAPTYPL 

SPPSVPLTLGEKYSYWTAGKGHLEETGQGQALTSFDPKTCIKINRAHGGL 

IAGFVVNTGVAEIQLTCSFGVQRKAPLHLPPSLGSSQGSVSPGCSCSGRT 

LTLCGRAGDLSQYSCWPQTQAFSVNRCRLLAIGHNQAIPITGNTPGRTET 



IASCRHRESGRKEHRRSSCTNKGLLVISEANRWKAMGKELVEQEMAWGAM 

NPGTLLVPPLAPRPQVTEEMLPILSLQRALENDAHKQVYIGGWLRNKSRH 

DSSNPPKPNASVRDASRGLDTLFPKHTADGDGEINDWKQTKVAVNKVHRI 

KMGESIGKRHFGVVKRTRSQP 

>Ame_R006158  

MAVVLERNSHPYPLPHGATTPIQTPNASNTAYLLPPAVRAESQPKGRKEA 

NTMGRLWLTGVLTCCAYCGLEGAEVGGWELSPDELCKTESPLWAAYLNAR 

RFWAKSAVYRTAVTSLDHPIPLAPTPLAFPLGGKETFDSSLHEVFKYPKP 

MTRSLMHMRNIEVRLHNPYTFARCLKQILAGPKMCSSCLSPCFVSYNPAH 

LAMTSGATALGKATESWPHGQARVLAGYFFNPLHTDTPRSQNLGVVDFLP 

LSRVQIRVPEHGHADSNIILTAQNETGTQTGTTSLIIGVDACGTPPTYQV 

LLGAGNTRPRVCEHADAEASQRITV 

>Ame_R007364   

MEIPVKLSILNPVLYFNMLFDSSCVSEADPFHYASLLRHSQQKEAITGNR 

VFVEVGVQERWMLLCDPRSQNRVPSGVCVGVLCSSALFEGVGGIAREFVH 

KDGYSVGRQLLLSKSRKTTAKRMTVLIMAAFPLSDIQLSPRQTITA 

>Ame_R008064   

MGTIRFTWREQSLYRDRRQGGEVRGEQMPDARLSVELSKGRGHGSFLGLV 

ILPRSTRPRQTGCVRIYFGHTAANTGFMKLFGARLPGGWCAKLLLSQLSR 

RPSPFLLSLRGQYSGSHGLPVSASAAPLTPHRALTTDRGDHVMSVTDITQ 

KQEGQPTDPAQQVPDPEEALNVMFPIRLATPSRFPISIHRGHSTQQVLPS 

DAPPPPRSPVRPVLHPHLQSTPSHTWLALFRKRGLPALKQPKCTAHSALE 

AQSSSEALSTTRPICFCASLTPSRTTEANGDRKLETSGAHRFQLICTADL 

QNSDNPEVSRRHLTATFNIYSFTLFSHFKRHLIAKAEMKGSWNSLSRLDR 

TDSKAAKVPAPEEDRAPLAAASTMAQCRWVGGGAPRDLPCRRAPFLLKKV 



LPGQMGGPDVLQQKRNQSKRGLVDSPGCTWNRHLSKRTAQKASKHFPNDA 

LWTPSENASLKTTRERERTLRRSKVASTAAHSDLPGPGGNIPEMAILEKA 

LLKHLDKKDPGPQKPQQRAWQDRPESKTRTMPSMKTRDSSKWMTHHPTKR 

SWVPITAKALQVLGAERGVRPAVRTGWRQVAVLQRVYGMMENLAFPIPRL 

QLTLSVDSGMYLWLCPDMTLGCHPTNPQLWELDYLLISSTSSELLLAEGP 

KRPVGHTSVVQALAEAEDGHRHFLRERRGAKGAHVDQRAECLIHSLCPPW 

TTVWRRTAETAGNDTPVFISGRTLNSVTSARVLEEDQVREWTENRGRKTR 

QEAVGESPRSGRESQDRDTGKGYRKDRLKRHFEGKINRIWYLNQETNQRP 

FLTLDTGLKGKKTANTEKFKWESRFRSECANPLLSSQNWTQASAVEASNV 

EKTVKHEENCYVGYKTRPQMAKGNAGLILALPQPDLQGFNEGSYRWFNTI 

TALGDDYNLVREMAHEHTGPQYKAISAKYHPGSEREQAYPGATDADLISF 

SLLDPVQSITVQDQLRERSQILIITQIPSRHYTRNPNTHHGTSPLRRNCS 

ALGVSKTCQLQRRNTHPFSTIQLPSHSFLVHPDSSDSHIQTCEARAKNGD 

SGNHYNQLAVTAAASNSPPAGPAGVRSTASAGRQKAGQGAEGLRNSLGQP 

EHPLPIIHAQLSPTSLTAFRIISKCSPIWTETPQGGLSHTEEINFSPSGK 

VRSLTTMQNAGQPLFTNTAQQCLRRSEQESAWSSSPLALHWLSTDSSGQQ 

IRRESGKDPRLLSLKATLAMVESPKGSRLSWSSLSWALGTLQSKAGCHFT 

KTKFQEPQYPNNRHVPSCGSADPTENEVKARAPNSQPFRRSVMMTETESR 

TKWVGSGKRTGRGPSARADATVQALDNQVAAGRTRRKGGFRRYSEPTGRC 

NGLEVTEHLIYKNTAHHSLPPAPQPYTSTQGSDSNSCSSGSLKTGTGASG 

AKRVGLVLWDWGGGADGNRHTGLLVCLYVCFVRGGRWPQAQPITSLPHGP 

HKRPLLGFQGWESSFWPQHLDITNPVHLEEETAFPAPKNSSTRNQQRRSF 

QPTILWVLVKIWALSVGVEGKAKFVGGGEGVLGNALLRRARLRTHYNLRH 

WPQKTALQRSNQKLIRLITDNGTRRHDSKRETKSAKGPSCHHSLGEQVRC 

HQHLFLQLPDLVQAPSSSWTLTGHSASCCQAFATPNPLLSHSTLSMLPHL 



QRLPGDTETALPSRVPRSLRNRGKHWTKRSWCLKQEEHRCQLGGRTEHDK 

QKGQCQAPLPREVTLREGAPTLHLLGVRGAVAHEGVERGTEDKFHISVLP 

DPSDTLTLQMWKGVLSKLGGQGDKESKITARFSPSGTRRMRVPFTRSADL 

QESLCKAPPDILRRQMTAECWAPGEIQQRHHVSELSFLNRSSANLCAVSE 

ARRVGVAVHQPQPGESERHRGPLERPKITLSTATESPSTLTAYTLITAQE 

RPFAHTEKVFRRMSSARMELHAGTSLKPFRNPPRMHDTAVQAAAPSSRAS 

GRNVLPQLTAWTLVIGGRPEPVMGGHPQCLTKAWTREDNPSPGIQGSKPT 

QLPHELLEKRTE 

>Ame_R008184    

MIQLVVHAGNLVAIRPYPSSSLPTRHLFHVTDNTLVDKADKLSAPIELMF 

QFKRQINSCKVSDLEDLQGFTIRSKYPQRRTPAVAFQKSVPPHLVSAAAG 

RVLRYIPLWKREHRGQRTSARRQKEERAERTKEEVPGIRIPRAEQRSRRD 

TPQTEPEAGDLVHRAQVHGPLEFATDGPVGLLPADTCVVCREDLLSDVGF 

AQNGSHHKLGRPARHLVSVRRLCCVTLMIVGEHLLAFTRLEGRPRGMKWP 

HSVYIFITALPTYLLTSGENLQGSSTQRTFIEPFMGEARDPTNGHKRTST 

IICLCLASRVHRTDEWSPSADLELLLRTDALNKPS 

>Ame_R008820    

MSLGLLSRLRPDSGEAPSLPDRFSGPPPALADGFCELSWHDWCPSSKLEH 

IIRDMYASTKQPPFCAQPCVISVWTIFEEANGNWRPAMFIQSAAAHYFPA 

SIHVSKGYLVSGNPGQGHHEIKKPAGHYTRRFFCDTETQQPAVRCANMKT 

VLAGERGTGDRLSLKHLEVGLGDLAALEAEQSFPLTSSLHVPHAPDQAKR 

VMMCDWTVTAISPRPSASLIHTFQVHLLTPSGILRPWEDRDEASAHICSV 

LLGSEPPTSLNIVLQVSGITPLVQSMEIKVSGTT 

>Ame_R008980    

MTVLFWNLADTRSERRTVGTSSVEADSHNPSSPWGTQRSTKKPQSAWAGV 



TTLRAQETSKTKNDPEPRSVSNRRIYRVSPARAACWGMTHPEKDILIEDN 

EILSIIGMLDKCGASVLQQLLASQRLTHSETGVWKPSRRCTENSEMEW 

>Ame_R011061    

MDRSDRVNGREGLIIVPQTFTEAVVKPQKFFINETQWKYVTEISILCINM 

RKRSLTNYEEYSRVVSEVTNVPQKAKIYTNQSHIIVSWQEDRSDMANTWK 

NHTGIQILPSVVENQRLELNFLHTTHSNNEQLDKETAVLISLNCMDYHQI 

MEQYGEVHIPVLLTQEKYANNCFKTNVRLIMGLEDQLLPQIPAHILYREV 

RKMAFLRMFLSISSTKGPPTTTLQGRGGVGSHTNNSMVGATRTYTLSAPN 

REPLWRQGHPKAARGVPPSSFPRNYTQHLSIKPLVALNRGCEHLCFISTY 

FVHPIARCALKYQKILREYKQKKVIPSQQHLSQRKICKLPAGIDLAAQQI 

RLRCKPTGTSQTTLPYDHPTFTAAGNRARSFTHAETSQLDIFLVEKM 

>Ame_R011984    

MNAPGRAFLLAATEPETAPTDPTLNRDNSKCERLCAPHMLLVSRPPVLIA 

EKDISLRHLSEIPLSILPPPGTLSFFREWLNHLGKQEQLRKLQTTSHGLQ 

QTFWGLPGRPRTCRVKKLIRSYLLLTSGHKFRNSTLQLSSPCSPPLPVCP 

ARIWGCLASTASTTVTSAPLDERGIIHVRWPQDTSQMQPLDPGKKNDLKA 

ASKTKGDPGKPFMPEPQMLSHLPTVSEHLAGACAFPDSPSLAAVGRGFVW 

AWKGQATVGRERLAKGGEEKSVPDTTHFPSASRGAGEGSPAADPRTWLMS 

ADSNPKELINRWAPYGEKPPERKPSKEKMESTVSECLGVMSTAEWVVWIG 

FKLIPTSRGSLAGQIP 

>Ame_R012522    

MPAAILLCVGAVLPQLRVCTNVHTLRLLSSSLTLPQMLLESVSHTARLRW 

EISPCQFTTPRSAPRALNEWGCVHCLPLATLGPKPAVWAQTHTHGAVRVC 

VSTLATYRSRPEILASVWVHERRPLEAGAQRFPHARHSQDPKEAADHSEA 

PRGPSLERTPGLQVPVETPWMRCGQDRLQLCNPKLNSSSREKMWPMATTA 



HGLPHLATMARGLKNWLALKTGCGSVFHKDAFRGTHEGTSNSTAVKDTSL 

NEPCCHELLGKDTMSGEMPGEPRKVREVTDVSRTRFPHERAGHRAGRRAR 

AAAELTWDRSPSLRVWNIPQENAGDDNTKSTLGALPSPEAHPDPTPATEL 

RRPAGRFRRARSPNDQAAGPDAAEHKRLAACEYNYEHSKSRHTQTQGLWE 

DTQARSTVGTGPTPWTAPGGLWSPQQGLDVEELSTLRVPREILSQAPSTP 

LGAQMGPQGP 

>Ame_R013038   

MAIAVSSMAEVLVGEVVGGALDLRETIQRGWLLKARSGSCFKANKEKTRR 

PKKCQWEKGCLSPDLKGILRSNALRLCIESNITSCTDVCRGGSVGSQETL 

QGELSISTQDFPFPGPSEKKKRQNLEMKGSQNPVRKFSAQCLGERVTSRS 

SELLQQKNRAISEHRPAAISSGLVYQKAISSSTCDLKDECAFLKRHDGEK 

KKIKENSVVQEDCQWERGKPKIEERGASVRREWGIIRNGPSIRARVRSKQ 

CEQVPSWLQRVRAYSRSWFETKQSGPRWWVQEMLAQREPRWRCSEAEGAG 

FGALQCWQLRTQIPRDPGPV 

>Ame_R013090   

MGLSPLLLSACDNTHPAPGSPASLPAPRLHWHVASATGCICERLATPGQQ 

PDLTWAPIAHGSRTQKVDSGYAQEECGRGKLAGVAGPLRAKAWEGAGRGC 

SCLMAKGRERQPEPPDHCPTAHLACTEHVFCLREALWLLLSDGHPRASDS 

QTGPPTPPRMAQKQKAWLLASSHTHQGKLKMAAVTAKLVSTREGVRVEGG 

ARAAGGRVDNDVLRPKQKRKPKIRPVHTSVRPRPVHPGKATQELVSGRLW 

NGPESYPRFCPPPLKDLATRFGGHRVAALTLDAEAELLLLVGDVAGDRAD 

QGHGQGAGHTRDAPPPKSIPSGLLPDSGKTRFLMPIGCKAQTAALAFSKA 

RSALSESSSSRQDSTGSSVYQQVGREVACEGLESDGVGPSVGPSAVLGCG 

HCQGCQIQSVLKYKTAMHVHAHTRQSSVRHSHGPRKQGCKAVSQKVLKVR 

ISSIPRLRDEKAHPPARTLYSYRPMTIFKENPPENGKAVTLDTGKYQSVA 



HPFSGFPGSTYQRLLDNMPVGANDTPPSTPDPLPTPNRCKEPEEDQAKHL 

LNKEAGQVQQLHQACNPDCGFQALTGHTWLQVHVKGALITGIQGCFLHAA 

HHIGHTSSFTLSEPDITGCKITRFPQITAFWPSDRGYDSQNHCLTPLDPF 

PTSPRVPDPLWRACIAPGEKKKHQTMLIPNANPNAFGAHGLGVTSLDISY 

HPFSLISSMPQSFHWLLSAKLIQEAPCMHVPKEVYRKKSHPLPSHSAPQE 

TVVEPRPEMKEKGRFRGCPLLANSSTSRGNEPKAGGADRGWAKSDSNTTP 

NGKMPAAAFDVNTLKKGSSCSQLSRTKRELHCSPEWQSGGAPPPPLFGNG 

CPGPHSLYRVATTTTSAHCALGKLPGYLPCATSTSRDPPTPVAPAPMCPN 

FQNSCYVTIANAEFLFLLQSATNPSLQSPPRGPPLLVAKISPTWWYLFTR 

AIGMALPPPLLLLKTLAEAVALDPEHGEVSSSPTVNCENFPLETRTFEFF 

QDDLSVAKTCERTE 

>Ame_R013224    

MASRLEANKHNGNGPYLVTMDTADIKDSYLWYSSATTNTKSHMLLGPDCG 

HKCLLHIHDIHTTAEAAEPPHRKQYVSLPQCIKEGAVDCWDRDLPLCLIW 

LNSFRKSTEMLCSEKLTARQNLNFPDRKGERIWGRFSESFCRTTSASGHI 

RSKHTGDTVFFLCELCLNSKVVPGLKWTAARRLHRVRSSCLPPPPLPLPP 

PLLPPPQPLRLRRPKCAQHLTGDRAIGLGNEAGWARAGVLRGLLLLRLPP 

LPPSTPDVQRLPKREKRGGGGGEGGAAGGGGSGGWVPEVEVAVEVESKKE 

KEREKTNSALGSRKAKGGWGDSAGIELGTERKQRTEQGTAPPRVAGAGGS 

GTGESEGDGLLAPASCTKRALPGLEVF 

>Ame_R013753   

MINLISNAHYANYRVKGMLYDKCSDLTLINQLESGSNRETRFSRHLGSPF 

KAKSWSGEAGVQMTLQPLVVKAEECPRSGESNIREARQLKAVKPLSRPKG 

PIVAFVYAIILDVLATLKKWGHFSAEEALTDEIHTDKHIRERRLPPRENL 

VADNGEQSVTNQRFSPQAELIPADDEDSFPVCVVISPSFRGAAPKTRSLS 



FDRSDKVIRLIPNTEKEANALKKIYHQLKAPYSLQAFDALLHRGSGFPHS 

KPKDSYLALPNFVTLGLNSSGRERKKRKRKRKQVTVATVEANRLMKGETT 

TRDISQDHNEIDQEGNVEGVGAGNNSSLMKGGDRRVETTEFCSNKGNIRN 

DQQKLRGISNTGRQPSGAKSENMG 

>Ame_R014240    

MTEYNSNKRRKWAYMYTGVNHSQDVRVGPPSLSPWKELIYSSPFPNLTPR 

EMLPCLGTKLQMLIQGLRLNNEHGPLPGGFHIQQALSDKLPERKFQKLHF 

KMQLQPFTCAVKMSHVLSLKRTMERRVRVMGDIPECACHLIWLNKYCMLT 

EFFLEMPASFSQKKHRGGTVCLALDSGRDLGLGQQSAWTELKLEDAGGGP 

TGGQTGLEILGGWQQDQYPRCCNRRIARFMTAFRIQVGVTAHTGLGHLLG 

RGLHATPPQGRGPYTGSLQIVSLTSGFFRRFKLMCPMYWLLFGPLRKTEL 

LYTQGSCMSSYTKQSNLGRHCKYQMMLVSWDGGEDDEGIHAKRHVEYVSQ 

DRSFKGVYFMNQGVSQTERDLTVKPVSDKEMEPQGNLNLATIGFSFLEEY 

DLHLRSIEILLRGREGSVHNAPKQKNKNSRESPPQMLARPSARRLSLLNT 

VKTGKLDKATKGLLASEFITKYKPAGIASPQVPNNSESGTTAQKKSVTHT 

VCWLPRAAGYLPTRHLP 

>Ame_R015262  

MTGLLLPTAGLKLSELYQVDFTSTRWRGSTLSLKEETSGTPSSGVYCEDP 

WDTGNQRIRLNGRDSKRQTQFGTRQRLQEPCGSQGVVPLHSYRPIQKNMF 

NRNKEQPQRHTKAVNQKELATFRGLLTSRTTQVAAQWRLGTQFQLRVRLV 

PASTLNCHSPEMSTHFPALRGQQTVARCRAKAGSRKQGPELVPPVLSGHN 

NSIWHVLSAVLGAVFTTGDMRINGQSLDFCSLGIGWKATKERRQELPGSG 

>Ame_R017002   

MRQRKPYKEVRIKLDRSRVISTEEFGLDSPGDGKQLKIGKQTAHSYMFSM 

ENSRVLYTCISAGQFLKKNVEKKALRSKEEPLDLT 



>Ame_R017525   

MLEPYFRNALCVILRGPLTETWQILISPQSEEHVVIESPLGWNTDSMYSV 

VFQALLAEPSHSHTPGDVSSHRPSKASVTPFSPEII 

>Ame_R017671    

MAEGGFGLECGAFHGMRVAHSSRGDLGRAAAGTWGGPPRLRLAVLALTPS 

TEVRYVRGAWTQRLLNKGMIDCCLKNTYSWGKSGADSISVLCVPTKCLSY 

LDFNGDHNGWVTSKIASSVSLHLERKIPGRIVRTHCDYSKQADKAQFSAF 

LLEAFLKTDSSDSNSRPFQEGGDSVRSSLLTSRRPWDLPAAWGALELQLL 

SPSRHSCSSGGDPWMMFGASVDITGDESHISEYNLSVFKEPPVQTPVGAL 

GHAGPRIQALCEVVHRATWLIHSSRVVTVILWDFNESLPTHYPWVPEQKD 

PPMPKSHQGPTDGYTWDPPTIMAPDTRNYLLQ 

>Ame_R018563    

NEPLTPGYHGFPARDSQ 

>Ame_R019548    

MLKITGSRRVKKITTMLFSLDSVCEGRREFILAIVLPDVTVSGEIYRQTH 

KELKRRKKERKKGKKERKKERRKEGRKEERKKERKKEGRKEGRKKERKKE 

RKGLRGPWLPETYRSWETVEPSSHNQALRSLWPHVPFMRNVLVSMSARHS 

VYLIKKDGVVLVHRAELEAKQSKSRA 

>Ame_R004369 

MGRPPSLPPTALLTSILVLGLGLLGGRRATEARHALVVEYKALLVQLPLS 

DLKGERARYVCLCTMAINAPAGDGDSSGNNSVLSRSTIPEHWNFLDYISK 

LPKLLNCKVAPKWLRKDTYESVSLLVRVPVYIPGAVGLFFFVAQNGKLAT 

ARPVYYSARVLIR 

>Ame_R013532 

MKRAQNICLSALLPCVCAASLVLSESTTVSFRRSKEEHPSWPRDLNLGHG 



CSMNAQSLLERSASRLSPGETFHCIANDQSMTLKSWKQLDTTERANEHTN 

LNETILSYYTQLIKQLIYDTNYFTHRTGTATQKADGTVIANRLEKECTAD 

TEPILQPRETELWLEQLLSSGVMQLYPEGVYFFKKSAALGKQGASGEHMS 

TYSPGRTPAGPELQEEMCTALVKSTGKGLHSGSYAFHHKGSGHNFITFMG 

CLEKGQRDISRPGLKVTPVPMISAQLMLHHKINKNMENMQTMWGQSLLCT 

TAKTAS 

>Ame_R006110 

MEWPVRLLACLVGILPMGGGITAAVILKGFCVRPGHSSPQRYKARTLVPI 

LRRPMEVSGGEPRAWFGAQRNLLVRNRCRETNQKARQITAVAQARGVQGK 

AWEEMGCCHGSRRKWERFRGQDAASAPGGYTGQQPTLPSPASLVTLPSAL 

LEQFNINDYMSSQLPRTPRHDTALGAKTTAKFPNFRKLTSYCGELNKHIN 

KIIFDSEVQAVKEMDRATQQSPGEGGGCWADLSEEKKSSPGLASSRQLPM 

LSGQFLHDIKQNYRELATGHLGLPTTEWRGDGSSTGEELVIDQEAARHPS 

PKQHFLGPEALRGYAVSRASTVAKSEGAREEARSLTISDNQVPVSNKIEG 

IKHKRLHQL 

>Ame_R017570 

MENNMEEVLERGWKRQKPTGYADFGKERAPGLEGTMQKKPSVADFKRLKK 

TDKLSVQKNMTAALLENRNFEDILKDLVSTVNSCTDLKPNANCFCPDFPY 

STGKEKCRKPQGGKWTSLYFNLLFFMLLVLSFKQLPITSQDYIRICALNF 

NASPLIIMHSLFERPVEDNPVPRVPFYDKRSTHAKDIKAQEPSIITMAFN 

QGQNPKSGTVGSTEIAANDLSIGIANVNNMNQVYGIWEIMALRTNTMTYF 

LLKATDSVRTLKNKVCRLERMRWLFSYKLTKDEAKATSFPPGFKAATTTA 

AGHPHSIDHSPDFSSVRQDSEPINLKSNFNLLKEDEKKVLKADQLSNYTP 

YSYKQNKMPQQQAVTDLEFQGLSRTGKYSETGSGTAGSRSFCPRSEERRA 

KVPEPGSPDAWSCKDRERERKGSGESERRGAPTKALFPLSASDLAEATGC 



VHPSPLSARARLPGYASCTQAAAAPSLRQPDAAHQRYFFPKVRASHGPAA 

GRRDTSVPVPPGRKGISNNCSSRSLYSQCKCAPPRLLPRKAAFQNLSCSM 

QLTRWFKKGGRKKKSEGIRAAGVMLCKWGVYFGKPPVAPNQRTSSETRSA 

ARQNFRGGSRAARSSSRLPSRGTARNRNGLSGSCSNTNHSVLPQRSLHVE 

GALHEQEQEWLSCRGGPAAATVIPAKAQSADGDFMDTSMDLCYTLGSHTE 

ASSDLSRENSSQKKYRVSWSKGLSAGKCTFMVPERHRVTQLGFHNWPTVT 

ASVCRHIVPGCSRTARSRVVHHPPCLTKPNPHHLSGGTMGLKPKQGKEVG 

PSLLYSKLWPHFRLFSGTKGPSTWQMKITILCIVGMLEGPRASRYQTGKM 

QSKGSAQGWMCKWQSQSPNTEMANCLPSLPPDRMKESEKGWSA 

>Ame_R020040 

MRLLSAVPGGLLLSAATLRSAAQPQGPSPCGVDSNFWGGLHNYLMTETEC 

HWILEFPSSLPVLVKDTLQMASQQQGSEPLLQLYFHNLEQGVVVAVIILV 

QATTVMQAMAVRSRLHASSGLAQSLISILRTTDTQTSAPVARKTAVANSI 

DRTSKGQIKNIVPQISPTSAYGSLQLSFHDQIAATIHNIFGGVGAQSSPG 

PTTVAHLGFTWAPLSSGLCQLQGLSSPSSFMLQTF 

 


