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Description: EQEXPA-05
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Query seq.
Superfanilies PLNO0OOS50

PLN00050 EJ"D:I:'::NH y cl -Afﬁ""“ expansin A; Provisional Pesctiption "":;;;' E;V;;:Vlus
SEQUENCES

Peptide

>EgEXPA-05

MVLECYKRSLVFLCRGMAFIGLVLFGFLPFVTAAHGYGGGWSSAHATFYGGSDASG
TMGGACGYGNLYSQGYGTNTAALSTALFNSGLSCGACYEIRCVNDRQWCLPGSIVV
TATNFCPPNSALPNDAGGWCNPPLQHFDLSQPVFQHIAQYRAGIVPVAYRRVPCRKR
GGIRFTINGHSYFNLVLITNVGGAGDVHAVSIKGSRTGWQPMSRNWGQNWQSNAY L
NGQALSFKVTTSDGRSVVSYNVVPAGWSFGQTFSGGHFR

CDS (coding sequence)
>EgEXPA-05

TCTCTTTTGCCCACCTGTTCTTCTCCTTCTTTTTCTCTTCTTACACTCATCATTCGAA
GTAATCATTTTTCTCCTATGCTCATCATTTATCAATGGTCTTAGAATGTTATAAAA
GATCCCTTGTCTTTTTGTGCAGAGGAATGGCTTTTATTGGGCTTGTTTTGTTCGGTT
TTCTCCCTTTTGTCACTGCTGCGCATGGGTATGGAGGGGGATGGTCCAGTGCCCAT
GCGACCTTCTATGGAGGAAGTGATGCTTCTGGGACAATGGGTGGGGCTTGTGGTT
ATGGTAACTTGTACAGCCAAGGGTATGGGACTAACACTGCAGCTTTGAGCACTGC
TCTGTTTAACAGTGGATTAAGCTGTGGGGCTTGTTATGAGATAAGGTGTGTAAAT
GACCGCCAGTGGTGCCTGCCAGGTTCCATTGTGGTCACTGCCACCAATTTCTGCCC
ACCCAACTCTGCCCTCCCCAATGATGCTGGGGGCTGGTGCAACCCTCCCCTGCAG
CATTTTGATCTCTCTCAGCCTGTGTTCCAGCACATTGCTCAATACAGGGCTGGTAT
TGTACCTGTTGCTTATAGAAGGGTCCCATGCAGGAAGAGGGGGGGCATCAGGTTC
ACCATCAACGGTCACTCCTACTTCAACCTGGTGCTCATCACCAATGTTGGAGGTG
CTGGAGATGTGCATGCAGTGTCCATCAAAGGATCCAGGACTGGGTGGCAGCCAA
TGTCCAGGAACTGGGGCCAGAATTGGCAGAGCAACGCCTACCTCAATGGCCAGG
CTCTCTCCTTCAAGGTCACAACCAGCGACGGACGCTCTGTGGTCTCTTACAATGTG
GTTCCTGCTGGCTGGTCTTTTGGCCAAACCTTCAGTGGGGGGCATTTCCGTTAAAC
CTTTGAGAACCCCTCCTCCTTCTATCTTCCAAGCTTATAGTAGGCAGTCTCATTAA
ATGTCTGGGGTATATGTTGAAGTTAATGTGCCATTAGGAGTAGAAGAATGATGGG
TCAAGATTAGAAGGGCTTATTTTAATATGGCTCTTCATAGTATCTGGTTGTGGGTT
TCTCTATGCCTTCTTTCCAGGCCTTAAGAATGCTCTTGAAGGAGAAGAAGAGGGT
GGTGTTCGGCTTCTCTCTAGGGGCAAAAGTTGGCAGTGGAGGACTCTTTACCACC
CACCAAGTAGCATGTAGGGAGTTTGAACGGTTTTGGCTTCTTTTCTCTGTGTTCCT
TGGTTCTCTGGTGGTGAGCCTCTTAAAGGAAGAAAGCGCCCTTCCGAGGTTATGT



GATCAGCTGCTTCCTGAAAGGCTTTTGTAATATTGAGCCATGTGTATGGAAGTTC
AAATCTATAGTCACCTATTAATGAAAAGTAATGTTATAATTGGGTG

Nucleotide
>EgEXPA-05

AGAGAGTCGTGATCACCTGGCTTGCCAAGTGAGTCGCCCCTTTTTGATGCATCGG
ACATTTTCCGTTGGAAGGGACCTTTATGGTAACATCCAGAAGGGATTGTTACGCT
GGTATCCCCTCTTCCGATTATATAACAAAAAAAAAAAAACACCACACATTTTAGC
AATTATGAATACAACTTACGACATATAGTACCATACAATATTTAATAGATACCAC
ACCATTTAATTATTGAGATAAATGACTAGCAAACAGTATGATTGTACATACTATG
CATGGTATATTATTGATAATAGCTGTCCATCTCATTAACAACTGTACAGCACTCTT
AGTGCAAAATGCACACTGCAAAAATCCTAAATCAAAAAAAAAAAAATACATCCA
TCATGATCCACCTACATAGCTAATGTTTAGATAACATGATTAGCATAATTAAGAC
ACTTTAAACACCTTAAATCACTCTAAAATCGGAAAATGAGAATGAAGATCTCAGT
ATTGGCACCCAATTATAACATTACTTTTCATTAATAGGTGACTATAGATTTGAACT
TCCATACACATGGCTCAATATTACAAAAGCCTTTCAGGAAGCAGCTGATCACATA
ACCTCGGAAGGGCGCTTTCTTCCTTTAAGAGGCTCACCACCAGAGAACCAAGGAA
CACAGAGAAAAGAAGCCAAAACCGTTCAAACTCCCTACATGCTACTTGGTGGGT
GGTAAAGAGTCCTCCACTGCCAACTTTTGCCCCTAGAGAGAAGCCGAACACCACC
CTCTTCTTCTCCTTCAAGAGCATTCTTAAGGCCTGGAAAGAAGGCATAGAGAAAC
CCACAACCAGATACTATGAAGAGCCATATTAAAATAAGCCCTTCTAATCTTGACC
CATCATTCTTCTACTCCTAATGGCACATTAACTTCAACATATACCCCAGACATTTA
ATGAGACTGCCTACTATAAGCTTGGAAGATAGAAGGAGGAGGGGTTCTCAAAGG
TTTAACGGAAATGCCCCCCACTGAAGGTTTGGCCAAAAGACCAGCCAGCAGGAA
CCACATTGTAAGAGACCACAGAGCGTCCGTCGCTGGTTGTGACCTTGAAGGAGAG
AGCCTGGCCATTGAGGTAGGCGTTGCTCTGCCAATTCTGGCCCCAGTTCCTGGAC
ATTGGCTGCCACCCAGTCCTGGATCCTTTGATGGACACTGCATGCACATCTCCAG
CACCTCCAACATTGGTGATGAGCACCAGGTTGAAGTAGGAGTGACCGTTGATGGT
GAACCTGATGCCCCCCCTCTTCCTGCATGGGACCCTGCGGTCCAAAAGCAAGCCA
GCAGAGAGAAAAATAAGGATGGTAGTAGTGGGAATGACTAAAGAAGAGAAAAC
ATTATATGCGGTGATAAGAAGTAGACAGCTTGGCATAAGCAGGAGGAAGAAAAA
AGGCAGCAGGCTGACCCACAACATTTTACTGGTGTTCTTATAATATGTGACAATT
GGTCAGTCCATATATCACCTTGCTATGAACGATAGTCAATTTGGAAGGATGAATA
CCAATAGTCATCGAGTAATATAATTATGAAGCTGATCCCCCGCAAAGATCAATAA
TTTTCTTTGGAAATGTGTTGAGCTCAATGAGCAATGCTAGTATATCTAAGATCACA
AAGAGGAATTACTATAATACATGAAAGCTTAACAAACCCCACAGAGAGCAGAGG
TTGCTTTTTATGTATGTCTGTCAGATCTGTAACCATAAAACTTATGTAAAGTAAAT
AATACAAGATTCCATAGCAGGTGTAATCTGTTAGCCGCAAAATGTGACTTAAGAT
TTAGGAAGGTATCACCTAAACCCCAAGAGTAGGGGACTAAGCAAGTTCTTATATT
TTTTAGAAATACAATGGGATGCCATCACCCTGGCTTTGAACCAGGGACCTTTCGC
ATGTGAAACATGCCAACCAACTAATCTGAGTCTGGTTGGTTAGCGACTAACAAAT
AGACATGATTGCAATTATAGAATCAATGACATGGCAAGATTAGAAAGAGGAGAA
ATTAAAAAAAAAATCATTGGAAAAAATAAATGAATAAATAAATAAGCATGTAGT
TCAAAAACAAATGTTCCCACCTTCTATAAGCAACAGGTACAATACCAGCCCTGTA
TTGAGCAATGTGCTGGAACACAGGCTGAGAGAGATCAAAATGCTGCAGGGGAGG
GTTGCACCAGCCCCCAGCATCATTGGGGAGGGCAGAGTTGGGTGGGCAGAAATT



GGTGGCAGTGACCACAATGGAACCTGGCAGGCACCACTGGCGGTCATTTACACA
CCTTATCTCATAACAAGCCCCACAGCTTAATCCACTGTTAAACAGAGCAGTGCTC
AAAGCTGCAGTGTTAGTCCCATACCCTTGGCTGTACAAGTTACCATAACCACAAG
CCCCACCTGCCAGGAAATAGTGATAAATGGTCATTACTCATTACACTTGCATGGT
AGCACAATTAGTCTCTCTCTTACTGTAATGCCATCCATGTCTTGAGAACCATAACA
ATGCAAAGCATACCCATTGTCCCAGAAGCATCACTTCCTCCATAGAAGGTCGCAT
GGGCACTGGACCATCCCCCTCCATACCCATGCGCAGCAGTGACAAAAGGGAGAA
AACCGAACAAAACAAGCCCAATAAAAGCCATTCCTCTGCACAAAAAGACAAGGG
ATCTTTTATAACATTCTAAGACCATTGATAAATGATGAGCATAGGAGAAAAATGA
TTACTTCGAATGATGAGTGTAAGAAGAGAAAAAGAAGGAGAAGAACAGGTGGGC
AAAAGAGAGAAGGCTTGATGTCTTTGTGAAGATAGGAGAGGAAGATGGGAGGCC
TTAAATAGATGTTGGAGCAGGCAAGTTGCATGTTTTTACCCCACTTTTCCAAGTTC
CAGCTGACACTTGGGACTTCTAAAGTGGTATGGTAAGAGAAAAACCAGATTTGAT
GGCAAGAAAGGTGGTTTTAGGATGGAAACCGCGTGGTTTTGGAGTTATCCTGGAG
ATATGAAACCACCCAAAGTCCACCAAAACTAGGTGGCATTGCTTCTAGGACTGTG
GGCAAAGCTACAAGGGCCACATGCATGGGCCCTGCATGCTGCTAGGTGACTGCG
AAGCTCTTCGTTCTACGATTTTTTTAGCTTCTTCCAAGGTTATTAGCTCTTGTTTGT
CCATGGACTTGTTAATAGGAAACATTTTCACTGTGGTGAAATGGACAAGGAAAGC
ACAAAAGTTAAGGACACAGACCACCAAAAGGGAATATAGAAAAGAGTACAGCG
ACAACAACTGCCGC





