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Species: Elaeis guineensis
Locus: XP_010937180

Gene Model: XP_010937180.1
Description: EQEXPA-19
Family: Alpha Expansin

3D structure:
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Peptide

>EgEXPA-19

MMAY LGFLLVSLLPLFSPAHGYGHGWGWSRAHATFYGSGDASGTMGGACGYGNL
YSQGYGTNTAALSTALFNNGLSCGACYEIMCVDDPKWCLPGAIVVTATNFCPPNNAL
PNNAGGWCNPPLQHFDLSQPVFQRIAQYRAGIVPVAYRRVPCRKKGGIRFTINGHSYF
NLVLITNVGGAGDVHAVSIKGSRTGWQPMSRNWGQNWQSNTYLNGQALSFKVTTS
DGHSVVSYNVAPAGWSFGQTFSGGQFR

CDS (coding sequence)
>EgEXPA-19

CCCAAACCCTCCCTCTCTTTCCCTCAAAACGCAAACCATTCTCTCCTGCCCCCTCC
CCGGCCTTGTCTTTCCCTCTTCCTTCCCCTTCTCAAAACTCCATTCCTAGATGATGG
CTTATCTTGGCTTTCTTTTGGTGAGTCTCCTTCCATTGTTCTCTCCAGCCCATGGGT
ATGGACATGGATGGGGTTGGTCTAGAGCCCATGCCACCTTCTATGGAAGTGGTGA
TGCTTCCGGGACAATGGGTGGAGCTTGTGGCTATGGAAATTTGTACAGCCAGGGA
TATGGAACCAACACTGCAGCCCTGAGCACTGCCCTGTTTAACAATGGGCTGAGCT
GTGGGGCTTGTTATGAGATAATGTGTGTGGATGACCCCAAGTGGTGCCTGCCTGG
TGCCATTGTGGTCACGGCCACCAACTTCTGCCCTCCTAACAATGCCCTTCCTAACA
ATGCTGGGGGGTGGTGCAACCCTCCACTGCAGCACTTTGACCTCTCTCAGCCTGT
CTTCCAGCGCATTGCTCAGTATAGGGCTGGAATTGTCCCTGTTGCTTACAGAAGG
GTTCCATGCAGAAAGAAGGGGGGAATCAGGTTCACCATCAATGGCCACTCCTACT
TCAACCTGGTGCTCATCACCAATGTGGGAGGGGCTGGGGATGTGCATGCGGTGTC
CATCAAAGGGTCCAGGACTGGGTGGCAGCCCATGTCCAGGAACTGGGGCCAGAA
CTGGCAGAGCAACACCTACCTCAATGGCCAAGCTCTCTCCTTTAAGGTCACCACA
AGTGATGGCCACTCGGTGGTCTCCTACAATGTGGCTCCAGCAGGCTGGTCCTTTG
GCCAAACCTTCTCTGGTGGCCAATTCCGCTGAACCCCCTTATCCACCCTCCATACT
TGGGGTATAGTAGTTAGTAGGTTATACATATTTGATATATACTAAGTCTATTTATT
GAGAGTAATCTGGTGTCTTAATAGTGCATACTAATAGGACAGCATGAGAAGTGTC
TATTTTAATAGTGGCCCTTCTTCTCATATGATATTATATAATTGGATTGTGGGATT
TCTTCCATTGCACAAGGCCTTTTTTGTGGGCCTTTGTCTCTTGTTGAGAGTGGAAC
AATGGCAGAGGTGGACTATTCACCACCCGCCAGTAGACAGGCACATAGGAAGAG
CTCGAGGCATTGCTCTTGTTACTTGTCTCCTTGTTTTGTGGTTCATTTTCTGGAAGC
TTGCTGAAGTTTTACAAGTGGTCATTGTAATCAGCTTCTAGCTGAGTATGTACCAG



TTATACTGAGTCATATTAATGAGAGTAATTCTAAATCTTATATTTAAGAAATGAA
AGTGGGTTCTTTGGTGTTTA

Nucleotide
>EgEXPA-19

TTCACCAAATCGGAGTGCCAATATCTCCTGGTTTTCGCAGCTTTTGAGAGTTTTTT
TTTTTTGGGTCCGCTGTTTTTGCCAAGAAATTCCCAAAAAGAAGATCAATGTTATG
ATTACAAAGTAGAAACATCAAGGCAAAGGCAAAGTGAAGGTAGCATGTTGGTAA
TTCTTAAATACATCTGACATGAAAAATTTTATTATTTTATTATTTGAATGGGAATC
ATCTTATAATTAACTATAGCCTCACTTTCCAAATGATATTGAAACTTTCATCCTTC
CATTCTTCAAATTTTGCTTGATACCAGATTAAAATTAACTGACAAGGAAGTGTTTC
ACCCCTGACTAGATCTGAAGTCTTCCACTTCTTAAATAGTTAGTTCTTTGGATCAT
GCTCATCACAACAGCCTCTGGGAGACATTGTAAGTAGACCTCATGCATAATTAGA
CAGAGCCCCAATGAGTGCATCATGGAAATGATGAATAAGTAGAACAAAGACATC
ATAAACACCAAAGAACCCACTTTCATTTCTTAAATATAAGATTTAGAATTACTCTC
ATTAATATGACTCAGTATAACTGGTACATACTCAGCTAGAAGCTGATTACAATGA
CCACTTGTAAAACTTCAGCAAGCTTCCAGAAAATGAACCACAAAACAAGGAGAC
AAGTAACAAGAGCAATGCCTCGAGCTCTTCCTATGTGCCTGTCTACTGGCGGGTG
GTGAATAGTCCACCTCTGCCATTGTTCCACTCTCAACAAGAGACAAAGGCCCACA
AAAAAGGCCTTGTGCAATGGAAGAAATCCCACAATCCAATTATATAATATCATAT
GAGAAGAAGGGCCACTATTAAAATAGACACTTCTCATGCTGTCCTATTAGTATGC
ACTATTAAGACACCAGATTACTCTCAATAAATAGACTTAGTATATATCAAATATG
TATAACCTACTAACTACTATACCCCAAGTATGGAGGGTGGATAAGGGGGTTCAGC
GGAATTGGCCACCAGAGAAGGTTTGGCCAAAGGACCAGCCTGCTGGAGCCACAT
TGTAGGAGACCACCGAGTGGCCATCACTTGTGGTGACCTTAAAGGAGAGAGCTTG
GCCATTGAGGTAGGTGTTGCTCTGCCAGTTCTGGCCCCAGTTCCTGGACATGGGC
TGCCACCCAGTCCTGGACCCTTTGATGGACACCGCATGCACATCCCCAGCCCCTC
CCACATTGGTGATGAGCACCAGGTTGAAGTAGGAGTGGCCATTGATGGTGAACCT
GATTCCCCCCTTCTTTCTGCATGGAACCCTGCAATATAGACCAAAAAAAGGGCCA
AAACAGGGATGGAAGACATTAGTGCTCATGTGAAAGGAAAGTAAAGTTGCAGAA
TAAAAACAAGAGGAGGAAAAAGAGAAAGTATGGTGACCCACAAGATTTCTTATG
ACACATGTGCCAGAACTTCAGAGGGCAGTATGGGTACTTTATGATAGATGAAGG
ATAAACAAGATAAAGGGTTACAGAATTTACTGAAGTAAATAAGGCACTAATATTT
CCAACACAGAGAAGGGTTTTCTTTCTTCATTTTAACCACTAACCTACCCGAAAGG
AAAATTAGTTATTGCTTCAAAAGGGACAGATGAGTATTGCCAACCTACCATGCAA
AAGGTCAGTACTTAAGTTGACCATGATTAAAAAAATGATTAGAAACCATTTCTAG
TCTTAATGAAGAACTTGAACAGAGCAAATGGCTTTCTTTTCTTCTAGCCTACCTGA
AAGAACTTAGTTTATGGCTTCAAAAGGATCAGATGAACATTAGCAACTCAATAGA
GTCAACAAAACAACATGACATCCAAATAGAACAATAAAACTATAAAATATTTAC
TGGCATGATAGCAGGTGATTCCTAAACGCAGGAACAGCATCACAAAGGAGAAGA
AGATACATCGTAGGACAAGAGAGAGATCAGTGAAAGATCTAGGATAAGCACCTT
CTGTAAGCAACAGGGACAATTCCAGCCCTATACTGAGCAATGCGCTGGAAGACA
GGCTGAGAGAGGTCAAAGTGCTGCAGTGGAGGGTTGCACCACCCCCCAGCATTG
TTAGGAAGGGCATTGTTAGGAGGGCAGAAGTTGGTGGCCGTGACCACAATGGCA
CCAGGCAGGCACCACTTGGGGTCATCCACACACATTATCTCATAACAAGCCCCAC
AGCTCAGCCCATTGTTAAACAGGGCAGTGCTCAGGGCTGCAGTGTTGGTTCCATA




TCCCTGGCTGTACAAATTTCCATAGCCACAAGCTCCACCTACAAAGGATTAAATG
AAAAGGAAACAGAAACAAAGGTCATATTACACCCAATGGGCATGAAATAATCTG
AACCTGCTAGATTACCATGTTGGCTTACCCATTGTCCCGGAAGCATCACCACTTCC
ATAGAAGGTGGCATGGGCTCTAGACCAACCCCATCCATGTCCATACCCATGGGCT
GGAGAGAACAATGGAAGGAGACTCACCAAAAGAAAGCCAAGATAAGCCATCAT
CCTGCAAAAATAAGGTGGTGTTAGAGTTAACCCATCATAGCTATGTGGGAATAAT
AAGCAAAGGATGGGAGAGAGATGATTAATTACTAGGAATGGAGTTTTGAGAAGG
GGAAGGAAGAGGGAAAGACAAGGCCGGGGAGGGGGCAGGAGAGAATGGTTTGC
GTTTTGAGGGAAAGAGAGGGAGGGTTTGGGCGGAATAAATAGATGTTTGGAGGG
GGAGGGCAGTTTTTTTAACCCAAGTTTGTAACTGGCTCTCTGGTCAGTCCTGGTCA
CTGTTTAGGGGTAAACAGGACAGCTATGTCAAAGTGGTGGGAATATTTTTGATTI
TGGAAGAACCTTGTGAAAGCAATGACTCAAGTAAATCTCCAAAAGAAGTGATAC
TGTTCATAAATGAAAAGATTTTCAGCAGCCTGCCTCTTGAGAAAAAGTTGACCAG
TCCATTTATTATAAACCTTTAGGTCCACCAGTAACCCTCTATTTAGGTGAATCTTT
CATATTGAAGCTGGTTGCACGTTGAATTAAATGAACGAAGACCATGTATTACAAC
TCCCTCCTCTCCCAGAATTAACTTTACCTCACTGCTGTGGTGCAAGAACTTGTTCT
CTATTTCTCCTTTAATTCTATGTTGTGTTTAGACCAAACACCTGATTTTTTTTTTTTT
TTTTTTCCTGAAGAGGATAAGACTTGTGAGT






