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Gene Model: XP_010931278.1
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[-+] Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 5-252 2.08e-122
SEQUENCES

Peptide

>EgEXPA-15

MGIMRLVALASILAFFSPAAARIMGVFTGGPWQSAHATFYGGSDASGTMGGACGYG
NLYSQGYGVETAALSTALFNDGQSCGACFEIKCVDEPQWCHPGSPSIFITATNFCPPN
YALPSDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKPGGIRFTINGF
QYFNLVLITNVAGAGDIVRVSVKGSRTGWMPMSRNWGQNWQSNAVLVGQSLSFRV
TGSDRRTTTSWNIVPANWQFGQTFAGKNFQV

CDS (coding sequence)
>EQEXPA-15

CTCCTTCCCCCCATTCTCCCACGGTCTCGTCTGCAGTCACAACAATCCTCTTTATCT
CTCTCTCTCTCTCTCTCTACCCCCACTCCTTCTCTCTCCTCTAAGAAATGGGTATTA
TGCGCCTCGTCGCTCTCGCCTCTATTCTCGCCTTCTTCTCGCCGGCGGCCGCCCGC
ATTATGGGCGTCTTCACCGGCGGGCCGTGGCAGAGCGCCCACGCCACCTTCTACG
GCGGCAGCGATGCCTCCGGCACCATGGGAGGGGCGTGTGGGTACGGGAACTTGT
ACAGCCAGGGATACGGAGTGGAGACGGCGGCGCTGAGCACCGCGCTGTTCAACG
ACGGCCAGAGCTGCGGCGCCTGCTTCGAGATCAAGTGCGTCGACGAACCGCAAT
GGTGCCACCCGGGGAGCCCCTCCATCTTCATCACTGCTACCAACTTCTGCCCGCC
GAACTACGCTCTCCCCTCCGACAACGGTGGGTGGTGCAACCCGCCCCGLCCCCCAC
TTCGACCTAGCCATGCCCATGTTCCTTAAGATCGCCGAGTACCGCGCCGGCATCG
TCCCCGTCTCTTACCGCAGGGTGCCGTGCCGGAAACCTGGGGGGATCCGGTTCAC
CATCAACGGGTTCCAGTACTTCAACCTGGTGCTGATTACGAACGTGGCCGGGGCLC
GGCGACATCGTGAGGGTGAGCGTGAAGGGGTCGCGGACGGGGTGGATGCCCATG
TCCCGGAACTGGGGTCAGAACTGGCAGTCCAACGCCGTGCTGGTGGGGCAGTCCC
TTTCCTTCCGCGTCACCGGCAGCGACCGCCGCACCACCACCTCCTGGAACATCGT
CCCGGCCAACTGGCAGTTCGGTCAGACCTTCGCCGGCAAGAACTTCCAAGTCTAG
GATGTCAAATCCACGGCTACGTGGAGGGTCGGAGACAGAAAATAGAAGATACCT
ATATTTAGTTTCTTGCTTTTCTTTTTTTTTTTCTTTTTTTTTAATCTTCTTGGTGCCA
GATATCAAGTTGGTATGGATTGTGTTGCTTTTTGGTAGTTGTGAAAGGTGAAAAG
AGTGAGATTGAGGAGGAGGAAATAGAGTGAAGAGAGACAGTGTGCGTGGGTGA
AAACGTGAAATGAACCTTTTGTTTACTGGGTTGGGGATGAGAGTGCAGTGGTGGT
ATCGTTACTTCTTTTAGGTAGTGGGATTAGACGCAGCAGCAGCGGCTGAAGTGGC
TGCAGAACCAGTATAAAAAAAAGTGTCCGTGTAGCCCGCAGCTGCTTTATATATC




TATATCTACATTGTCTGCTTCTCAGGAAAAAAAAAAAAGGAGTGTAAATTGTCTG
GATGTTATGTGATGAGCCGATAATATGATATCTATATATATATAGTTGTGATGGT
GATGTCTCTGGTA

Nucleotide
>EgEXPA-15

TTAGGTGGAATCCCATTGCACGGTAAGGCAATCAATCTTGCTGTCAAGGGACGAG
ATCAAGGGCTCTTTAGGTATGGCTTAGATAAATGCATGTCCTATAATACCGAAGG
CGTTTTAAATTAGAGATTAAGTTTTAGGTATTCTTATGACGTAATTGTATTAATGA
TTTGATGTAGATGATGAAAGTGCGAACATGGTTCGGTTAGCTAAGATCTCCATGG
CTGAATGAGCTTCATTGTGGCCTGCCTCCCTGACTGCCCGAAGGCTTTTCGGCCGG
CCGAGACCATGGGCAGCCTGACGAGCTACCCTCACCTTGGGATAATGTAAGCAAC
GATAGCCTACACGTCCAGATTTTGTCAGCTAACCTTTATTCTTCTTTATTTAGCTA
CCCTTGTTGACCGAGATAGATGGGTGAAAAATAAAAAGGTCTTTGATCTGGTACA
GAAATATTAAGATAAAAAAGTACATTACAACAGCAAGCATATGCTCCAATCATGT
AGTACCAGAGACATCACCATCACAACTATATATATATAGATATCATATTATCGGC
TCATCACATAACATCCAGACAATTTACACTCCTTTTTTTTTTTTCCTGAGAAGCAG
ACAATGTAGATATAGATATATAAAGCAGCTGCGGGCTACACGGACACTTTTTTTT
ATACTGGTTCTGCAGCCACTTCAGCCGCTGCTGCTGCGTCTAATCCCACTACCTAA
AAGAAGTAACGATACCACCACTGCACTCTCATCCCCAACCCAGTAAACAAAAGG
TTCATTTCACGTTTTCACCCACGCACACTGTCTCTCTTCACTCTATTTCCTCCTCCT
CAATCTCACTCTTTTCACCTTTCACAACTACCAAAAAGCAACACAATCCATACCA
ACTTGATATCTGGCACCAAGAAGATTAAAAAAAAAGAAAAAAAAAAAGAAAAG
CAAGAAACTAAATATAGGTATCTTCTATTTTCTGTCTCCGACCCTCCACGTAGCCG
TGGATTTGACATCCTAGACTTGGAAGTTCTTGCCGGCGAAGGTCTGACCGAACTG
CCAGTTGGCCGGGACGATGTTCCAGGAGGTGGTGGTGCGGCGGTCGCTGCCGGTG
ACGCGGAAGGAAAGGGACTGCCCCACCAGCACGGCGTTGGACTGCCAGTTCTGA
CCCCAGTTCCGGGACATGGGCATCCACCCCGTCCGCGACCCCTTCACGCTCACCC
TCACGATGTCGCCGGCCCCGGCCACGTTCGTAATCAGCACCAGGTTGAAGTACTG
GAACCCGTTGATGGTGAACCGGATCCCCCCAGGTTTCCGGCACGGCACCCTGTGA
CGTCACGTGTCATCATCAATTAATTAAATCCATTAATTCCATTCCCTGTCCAACGT
CATCCAATAATCCTCATAATAACAGTAATAATAATAATAATAAATCTATAAAAAA
AGAGCGATGCGCCATGAAATTTAGGGGCACCGTGGAGAATAGGGGCGGGGGAGC
CCGGGACAGAGGCGCGTGGAAGCATGTGACGGTGCTGCTACCAAAGCCTCCTCC
CCTTCCCAAGTTCACTCGTTCTTACCTTCCTCCCTTATGCCAAGCAATACTGGGAA
CACGGAAGCATGTTCTTTTATTTTTTATTTTTGGGTAAAGGAAAGGATGCTTTCGT
CATTTGGAGGGGAAGGCCTTCAGAGTGGAGGGCAACCCCGAAAAAGGGCGAACG
GAGCGTCCTCACCTGCTACCAAGGATACTAGCACCGGCGATCGCAGATTCGATGA
TGTCCATGATGCATTAATAATTTCGATGACGTTTGTACGAACGTCGTAAAAGGAG
AAATTAAGGACAAAAGGAACGAGGGATAAGGGGGCCGGTTTTCCTGTAATTATG
ATGAGATGAGGGGCTCAGCCAGATTCCCAACCCGGGAAAGTAACAGGAAAACGG
AACGGATAATGACGGGCGTATTAACAGTTCGGGAATTAAATAGCCACGTGATCC
GGTGGAAACGGAGCAGCGAGACCATCGGTCAATTAGGACAGCGCCCTTTCTTCTA
CTGGATATAAAGACCATCGCAGATCCGGTAACCGCCGGTAGACCCATCTAAATTC
TTCGGAAGGCAGAGAGACCCAGAACAGAGGAAGAATTGAGCAGAAGAATGGTA
CCTGCGGTAAGAGACGGGGACGATGCCGGCGCGGTACTCGGCGATCTTAAGGAA




CATGGGCATGGCTAGGTCGAAGTGGGGGCGGGGCGGGTTGCACCACCCACCGTT
GTCGGAGGGGAGAGCGTAGTTCGGCGGGCAGAAGTTGGTAGCAGTGATGAAGAT
GGAGGGGCTCCCCCGGGTGGCACCATTGCGGTTCGTCGACGCACTTGATCTCGAA
GCAGGCGCCGCAGCTCTGGCCGTCGTTGAACAGCGCGGTGCTCAGCGCCGCCGTC
TCCACTCCGTATCCCTGGCTGTACAAGTTCCCGTACCCACACGCCCCTCCTGAACA
AAGCAAGGACAACACATACAAACACATGATGGCTAGTCTTGCAAAGAATGGAGC
TGATGGAACGATAAAGGGGGAATGTGGGTCGCACCCATGGTGCCGGAGGCATCG
CTGCCGCCGTAGAAGGTGGCGTGGGCGCTCTGCCACGGCCCGCCGGTGAAGACG
CCCATAATGCGGGCGGCCGCCGGCGAGAAGAAGGCGAGAATAGAGGCGAGAGC
GACGAGGCGCATAATACCCATTTCTTAGAGGAGAGAGAAGGAGTGGGGGTAGAG
AGAGAGAGAGAGAGAGATAAAGAGGATTGTTGTGACTGCAGACGAGACCGTGG
GAGAATGGGGGGAAGGAGGGAGCGGTATTTATCGAGTTTGTGAGAAGGGGCGGG
GGTTTGGAGTGGAGGGGTCCGAGAGTGTGTGTGAGACCAAATAATGGCAATGGG
AGTAATTAATGCTTGTTTCGGAAGCAAAAAGAGAAAGGTATAGGGAGTGCGACA
AGGAAGCGTTTGTGCTAAGATAATAGGATGGAAGGGGAACACGGATTGTATGCG
CTTTCCATGTATCGTGGGCTAATCATCATTTTGCCATCATGTTTCCGAATCTGCGT
CTATTAGCCGTCCGATGGTCAACCGACGGCGGAGATTAGTATCCCCGTAAAGCAG
GAAAGCGGAACGGGGGCGCCCTGACGACCGCTTCTGGCGCGGGGGGAGAGAGG
GACAGGCGAAAAAGCAAGAGCGCGATCTGAAAATCCCCGCTTTGCTTCCATCGC
AAGTTGTGCCGCCACCGACGGCCATGATTCGTGGACTTTCGGGGACGCACACAGT
CCCTTTCGCTTTCCTGGTCCTGGGCCCAA





