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Species: Elaeis guineensis
Locus: XP_010913883

Gene Model: XP_010913883.1
Description: EQEXPA-04
Family: Alpha Expansin

3D structure:
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+
[+] PLN00050 super family expansin A; Provisional 36-260 2.00e-87

SEQUENCES
Peptide
>EgQEXPA-04

MGLVLHHTRLFFFFVVVFVFCRILAAAGISSTAEEWRSATATYSKETQSPTIAGGACG

YGDLDTSGYGKSSAGLSSALFDRGSACGACFELRCVDHILWCLKGSPSVVVTATDFC
APNYGLPDDYGGWCNYPREHFEMSEAAFIQIAKRNADIIPVQFRRVNCDRYGGMRFT
VTGCSYFYQVLITNVGSNGEVIAVKVKGSRTGWIPMARNWGQNWQCNADLRGQPL

SFEVTDSSGRTVTSYNVASLNWRFDQTFEGKQFLN

CDS (coding sequence)
>EgEXPA-04

CCTCAGGCCTCAGCTCAGCCTTTCAAAAGAGCTTCTTGATGGGGAAAAAAAAAAA
AGTGCCTGAAAACATACTAGTCCTCCTCTTGCCCAAACTAACCAAATGGGTCTTG
TGCTCCACCACACAAGGCTCTTCTTCTTCTTCGTCGTCGTCTTTGTATTCTGCCGGA
TATTAGCAGCAGCAGGCATCAGCAGCACAGCAGAGGAATGGAGGTCCGCCACAG
CAACCTACAGCAAAGAAACTCAAAGCCCCACCATTGCCGGTGGTGCTTGTGGATA
TGGAGACCTGGACACATCCGGGTATGGGAAGAGCAGCGCTGGGCTGAGCAGTGC
GTTGTTTGACAGGGGCAGTGCCTGCGGGGCGTGCTTCGAACTGAGGTGTGTGGAT
CATATCCTCTGGTGCCTCAAGGGAAGCCCTTCTGTTGTTGTGACCGCCACGGATTT
CTGCGCTCCAAACTATGGGCTTCCAGACGACTATGGAGGGTGGTGTAATTACCCC
AGAGAGCACTTTGAGATGTCCGAGGCTGCTTTCATTCAGATTGCAAAGAGAAATG
CTGACATCATACCTGTTCAATTCAGGAGGGTGAACTGTGACAGATATGGTGGGAT
GAGGTTCACAGTTACTGGGTGCTCCTACTTCTATCAAGTCCTGATCACCAATGTGG
GTTCAAATGGCGAGGTCATAGCCGTTAAAGTGAAAGGGTCAAGAACAGGATGGA
TTCCAATGGCAAGAAACTGGGGCCAGAATTGGCAGTGCAATGCGGACCTGCGAG
GCCAGCCTTTGTCCTTCGAGGTGACCGACAGCAGCGGAAGAACAGTAACATCATA
TAATGTTGCCTCCTTGAACTGGAGATTTGATCAGACATTTGAAGGAAAACAGTTC
CTGAATTAGATGGAAAAAGATCAATGTCATCGTTCTTTCGCTTTGAAGGAAACAT
TGGAAGAAAAAGAAATCTACAATAACATTTCTGAATCATGAGCCATCATCGTATC
GTGGGATCAAAGGAAATTCCTTTCTGGACCATGTGGAAATATTTTTACTCTATTGC
AAAGATCTTGTCTGAAAGAAGATGGTGGAGTGGGATGATGAAGTTGGCAATTGA
AAAAGGCTGAAAATCTGAAAAGAGATTATTTTGTAGTATGCATATGATGAAATGA
TCGCATGATGTAAGCATATGGAAGGAGAAAATGTCATGCCCTCAGAACCTCCTTT
GGCTATATATTACTTTGTAATCATTCTTCATGCTT



Nucleotide
>EgEXPA-04

GGGACCAAGAAAAAATTTTCTATATATATATATATATATATATATATCTGTGTGTG
TGTGTGTCACAGTCTGACCAAAGAAGGTAGACAATATTTCCTGTTCCATTTATTTT
TTTTTTTAAGCAGGCACTAATCGCTTTTGGCATTTCTTTCTTCTACTTCTATTCCTT
TTCATCACCAAGTCGATGCACGAGTTTGGTCCGCCCTCAGGATTTAATGATCGCC
ATCTACCAGAGCACTTTTCCGTGAGCGATATAAATGGCTTTAAAGAGAAGAAAGA
GAAATCTAAATGAGCGCTTAACAGACTATTTGGTTTACAAATTTCACCAAAATAA
ATATATAAAAAATTTAAAATAAATAAATCGTATCAAAATAGATATTTGACTCTTT
TTATAGAACTTACCTCGCTCGTTCGTAATTTAAATTCCGACAAAGGGATCGTTTGG
ATTCACTACAATCCCCATAAAAAAGAGCCCCTCTGTTTCATTCTTTCTTGGACCCC
CTCAGGCCTCAGCTCAGCCTTTCAAAAGAGCTTCTTGATGGGGAAAAAAAAAAA
AGTGCCTGAAAACATACTAGTCCTCCTCTTGCCCAAACTAACCAAATGGGTCTTG
TGCTCCACCACACAAGGCTCTTCTTCTTCTTCGTCGTCGTCTTTGTATTCTGCCGGA
TATTAGCAGCAGCAGGCATCAGCAGCACAGCAGAGGAATGGAGGTCCGCCACAG
CAACCTACAGCAAAGAAACTCAAAGCCCCACCATTGCCGGTATTTTCCCTTTCAT
GAGTCCCAATACTACGGCTACAGATATAGGTGCACTACTTTTCCATCTCAATCCG
AACAGAGAAACCAAACCAAATTCGTTTGCTTCAACATCTTCCATCAAATACTTCA
CCACATTAGTTATAAGGACTTTCACCAACCAATCAACATGCTTTTCTCTTACAACA
ACAAAAACAACCTAATCCTAGTTATATGATATGCTGCTCCTAGAAATACAACACC
AATGAATCAAAAGAACAAACCCAAGCCAAACAACACCACTATGGGGATTCACCT
CTTTTAAGTTCTTACTCTAGGAAATGGGAGTCACACCATCTCTTCTTCTCTTCTTCC
TGGTTTTTTAACAAAAGTTACAGTTCCAAGTGTTTTTTTAATGCTTCACCTCTGGG
TTGTCTCCATGTGTTGAAGGTGGTGCTTGTGGATATGGAGACCTGGACACATCCG
GGTATGGGAAGAGCAGCGCTGGGCTGAGCAGTGCGTTGTTTGACAGGGGCAGTG
CCTGCGGGGCGTGCTTCGAACTGAGGTGTGTGGATCATATCCTCTGGTGCCTCAA
GGGAAGCCCTTCTGTTGTTGTGACCGCCACGGATTTCTGCGCTCCAAACTATGGG
CTTCCAGACGACTATGGAGGGTGGTGTAATTACCCCAGAGAGCACTTTGAGATGT
CCGAGGCTGCTTTCATTCAGATTGCAAAGAGAAATGCTGACATCATACCTGTTCA
ATTCAGGAGGTAAAGGATTTCGGACACACTTGTGTGCTGAAGAGTCTAAAAAATT
CTTATCAAAGCTATCGAGATTGAAATGTTCTCTTCTTCATTAATTTATTTGTCTGA
GCATTCACTTGGAATAATAGACAGAATTGCAGCTCTCTTTCGTTTAGGCTGCGTTT
GGATTTACTCCATATTGAGATAACGTTTACTTGCATCACTTTATTGACTTCTTAAA
ATTTCCGAAGCAAGTTTTTTTCTTCAAGATTTTTCTATATGCATGTGCAATCGGAG
GTGCCAACGAAAAGATTATTATCTGTCACAGTGGCAACTTGCAATTTTTTTTTAAA
TTTCTAATTTGGTATAAAGCTTTAAAATCGGATGATCGAATATTAAAACCATAAA
TTGCTGTTTCTTTTTCTTCCACAACCGAAAGAGCACAAATTATCATGACATCTCCG
TACTAAACTTGTACATCTTAATTTTTAGGAATTCACCAAATTAGTAAGTAGATGA
ATGGTCATTTAGGCAGGAAATTGCCGACGACCGCAAACTTGGCGGTCCTCCGCTT
CAATGTTTTTGTATTTGTTTAGCTCTTTTTTTCAAGTATCAATGAACTGTTTTTTTT
GCGGACATGAATGCTTGGTGCAGGGTGAACTGTGACAGATATGGTGGGATGAGG
TTCACAGTTACTGGGTGCTCCTACTTCTATCAAGTCCTGATCACCAATGTGGGTTC
AAATGGCGAGGTCATAGCCGTTAAAGTGAAAGGGTCAAGAACAGGATGGATTCC
AATGGCAAGAAACTGGGGCCAGAATTGGCAGTGCAATGCGGACCTGCGAGGCCA
GCCTTTGTCCTTCGAGGTGACCGACAGCAGCGGAAGAACAGTAACATCATATAAT
GTTGCCTCCTTGAACTGGAGATTTGATCAGACATTTGAAGGAAAACAGTTCCTGA




ATTAGATGGAAAAAGATCAATGTCATCGTTCTTTCGCTTTGAAGGAAACATTGGA
AGAAAAAGAAATCTACAATAACATTTCTGAATCATGAGCCATCATCGTATCGTGG
GATCAAAGGAAATTCCTTTCTGGACCATGTGGAAATATTTTTACTCTATTGCAAA
GATCTTGTCTGAAAGAAGATGGTGGAGTGGGATGATGAAGTTGGCAATTGAAAA
AGGCTGAAAATCTGAAAAGAGATTATTTTGTAGTATGCATATGATGAAATGATCG
CATGATGTAAGCATATGGAAGGAGAAAATGTCATGCCCTCAGAACCTCCTTTGGC
TATATATTACTTTGTAATCATTCTTCATGCTTTCTATGGAAGCCGTTCGTGCAGCC
ATCACTTTTCTAAAGACAACTTAGTTATTGATGCTGCATTCGAATGAAAAATGAT
GCATGAGACATATGTATGTATGTGTGTATGTATTTATGCATGCATGAGTGAAGGA
AGGAAGGAATGAACCAAAGATGAATTCATATTAAGCAGACGTTCAGTGGTCCCA
GATATCCAGCTGTGTGGGTTTCAAAATCGTGTAAATGTCGACTGGCTCTTCAAAG
GAACCCATGCTGTTAAATGGTCATAAAGGAGAACTTTTATGGTCTTGATTGCTTA
CTTTAACTCTGTAGCCAAATTTTTCAAAATTATCAAGTAACATAAAGATATAGCTT
GAAACTTTATGTGAATACAACCCATGTATTAAGCTTAAACTGAATTTCTCCAAAT
ACTGTGTTTTAGTATTTGTCTCCATTCTTCAGCTGTTGATTTCATTTGATCCTATCG
AGTTTCAATCATGGTGGTAAATTTTAGTTACACG





