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Species: Elaeis guineensis
Locus: XP_ 010921134

Gene Model: XP_010921134.1
Description: EQEXPA-10
Family: Alpha Expansin

3D structure:
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Name Accession Description Interval E-value
[+] PLN00O50 super family 31535 expansin A; Provisional 31-255 1.60e-130
SEQUENCES

Peptide

SEGEXPA-10

MASPKCSLPNAVLSFFFSSLCFFASQALGDSGWQTGHATFYGGGDASGTMGGACGY
GNLYSQGYGTNTAALSTALFNNGLSCGACYEMQCANDPQWCLPGSIIVTATNFCPPN
YALPNDNGGWCNPPLQHFDLAEPAFLQISQYRAGIVPISFRRVPCVKKGGIRFTVNGH
SYFNLVLISNVGGAGDVNAVSIKGSKTGWQAMSQNWGQNWQSNAYLDGQSLSFQV
TTSDGRTVTSYDVVPANWQFGQTFEGGQF

CDS (coding sequence)
>EgQEXPA-10

CAAAAGCCACAACCTTTCCTCTCTCTCTCTCTCTCTCTACTCTAACCCTCCCCTCCT
CTCCAATGGCATCCCCAAAGTGCTCCCTCCCCAATGCTGTCCTCTCCTTCTTCTTTT
CTTCCTTGTGCTTCTTTGCATCACAAGCGTTGGGGGACTCCGGGTGGCAGACGGG
ACACGCCACATTCTACGGCGGTGGCGATGCCTCCGGCACAATGGGAGGGGCTTGT
GGGTACGGTAACCTCTACAGCCAGGGGTATGGGACCAACACTGCGGCCCTCAGC
ACCGCTCTCTTCAATAACGGGCTCAGCTGCGGCGCGTGCTACGAGATGCAGTGCG
CGAATGACCCCCAGTGGTGCCTCCCGGGCTCCATCATCGTCACCGCCACCAACTT
CTGCCCCCCCAACTACGCCCTCCCCAACGACAACGGTGGGTGGTGCAACCCTCCC
CTGCAGCACTTCGACCTCGCCGAGCCTGCCTTCCTCCAAATCTCCCAATACCGGG
CTGGCATCGTCCCCATCTCCTTCCGCCGGGTGCCCTGTGTGAAGAAGGGAGGGAT
AAGGTTCACCGTCAATGGCCACTCCTACTTCAACTTGGTGCTGATCTCCAATGTCG
GCGGGGCCGGCGACGTGAATGCGGTGTCGATCAAGGGGTCGAAGACCGGGTGGL
AGGCTATGTCGCAAAACTGGGGGCAGAACTGGCAGAGCAATGCATACCTCGACG
GTCAGAGCCTCTCCTTCCAGGTCACCACCAGCGACGGAAGGACTGTCACCAGCTA
CGATGTCGTGCCGGCCAACTGGCAGTTCGGCCAGACCTTCGAGGGAGGCCAATTC
TAGGCCTCGATCGCCACTGTTAAGGGTTTAAATTGTTTTTAAGGGTTTGGGAGGG
AAGCCTCTCTTGAAAGAGGTTGGGGCCTGGTTGAAAGCTGAGGTAGCTTTATGTA
CTAGCACCCGCTGAGAAAGGCCTATGGTAAATTTATTAGACATATAGGAGTTCGG
TTTGTTCCTTGTTGGCAATTTAGATTGAATGCCTTGTGGAAAATTCGGAAATCAAG
GCCTTGGGTGTATACCATAGGAATCCTCGAAACACAATATGTGATTGTGTGGAGG
ATGGTATAAAAATTAGAGGGAAGTATGATGCTTGTTTTGTCTATTTGAAACGTAC
GTAATATCTGTAACAGCTGATTGGTCTCAAATAAGAATAAGCAATATGTTATTTG
CAGTA



Nucleotide
>EgEXPA-10

TCAATCTGGGTCCAAACATCCCATGGTACAGGGCGGATAAATTCTTTCCCCTTTGT
TGAAAAAAATACAATCACCAAGCCATTCGCGGCTGGCCATGTTCAGATGTACAGA
TAAGTGACTTGCTAGTCTCCCCCAACCATCTTGCTTCAAGGGCAGAAGCTTTGGT
AGACCATTTTTTTTTTTTTTTTTTTGATAGAAACAGACGATTACACCACTCTGATAT
AAATACGGTCTATAGGATCGGAATACAAAAGATTCCGCAAAACTGACAGGTATG
TATATATATTTGGTCTCTTTCGCACTTCATAAATCATTGACTTCAGACCTGATCAG
TACGCGATCAGAAAACCAAACTTGAACAACACTTCTGTGCAAATGGGTCAGGTTA
AAGCCTAGATTTTCTTTTTTTTCCTTGAAACTGAATAGGATCATCAAAAACTTGGC
TTATGGTCCCAGTCCTTAGAAAATAAAAATAATAATATAATAACAAAACAATCAA
GTACTGCAAATAACATATTGCTTATTCTTATTTGAGACCAATCAGCTGTTACAGAT
ATTACGTACGTTTCAAATAGACAAAACAAGCATCATACTTCCCTCTAATTTTTATA
CCATCCTCCACACAATCACATATTGTGTTTCGAGGATTCCTATGGTATACACCCAA
GGCCTTGATTTCCGAATTTTCCACAAGGCATTCAATCTAAATTGCCAACAAGGAA
CAAACCGAACTCCTATATGTCTAATAAATTTACCATAGGCCTTTCTCAGCGGGTG
CTAGTACATAAAGCTACCTCAGCTTTCAACCAGGCCCCAACCTCTTTCAAGAGAG
GCTTCCCTCCCAAACCCTTAAAAACAATTTAAACCCTTAACAGTGGCGATCGAGG
CCTAGAATTGGCCTCCCTCGAAGGTCTGGCCGAACTGCCAGTTGGCCGGCACGAC
ATCGTAGCTGGTGACAGTCCTTCCGTCGCTGGTGGTGACCTGGAAGGAGAGGCTC
TGACCGTCGAGGTATGCATTGCTCTGCCAGTTCTGCCCCCAGTTTTGCGACATAGC
CTGCCACCCGGTCTTCGACCCCTTGATCGACACCGCATTCACGTCGLCCGGLCCCCG
CCGACATTGGAGATCAGCACCAAGTTGAAGTAGGAGTGGCCATTGACGGTGAAC
CTTATCCCTCCCTTCTTCACACAGGGCACCCTGCAAGATATATATCAAGTAGTAGT
TAGTTCATAAAGATCACTCATTGAAGTCTTTGAGTCATGACTCCTTGGATATATAA
GATCGGTTACGCAATGCTCACCGGCGGAAGGAGATGGGGACGATGCCAGCLCCGG
TATTGGGAGATTTGGAGGAAGGCAGGCTCGGCGAGGTCGAAGTGCTGCAGGGGA
GGGTTGCACCACCCACCGTTGTCGTTGGGGAGGGCGTAGTTGGGGGGGCAGAAG
TTGGTGGCGGTGACGATGATGGAGCCCGGGAGGCACCACTGGGGGTCATTCGCG
CACTGCATCTCGTAGCACGCGCCGCAGCTGAGCCCGTTATTGAAGAGAGCGGTGC
TGAGGGCCGCAGTGTTGGTCCCATACCCCTGGCTGTAGAGGTTACCGTACCCACA
AGCCCCTCCTGCAATCCAAACCAATTTGCACCAATGAGAACAATTAAGTTGGCAG
GTACCTAACACGTACAGTATAATACACTATGGATCAAGCCAGTTCAAATTAACTC
TAACTCACCCATTGTGCCGGAGGCATCGCCACCGCCGTAGAATGTGGCGTGTCCC
GTCTGCCACCCGGAGTCCCCCAACGCTTGTGATGCAAAGAAGCACAAGGAAGAA
AAGAAGAAGGAGAGGACAGCATTGGGGAGGGAGCACTTTGGGGATGCCATTGGA
GAGGAGGGGAGGGTTAGAGTAGAGAGAGAGAGAGAGAGAAGGTAANNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNTAGTAGAGAGAGAGAGAGAGAGAGGGAA




AGGTTGTGGCTTTTGCTGCTTGGTTAGTGAAGGAGAGGGAGGGGGGCTATATGTA
GGGGTGGGGAGGGGGCTGATTGCTTTTCTTTCCTTGTATAAAGAGACAAAGTTGG
TTGTCCTCACGTTGGCCCCGGGTAAAGCCTTCGAAGGGATTGCAGGGATTACGGA
AATCGAGCGCACATGCAATTGCTCTGGGTGAAGTACAAATGCTGGGCCCAATGG
GGCCCCTCACGCACATGCACCTTCTTCTCTCGGTTCTCCTCTCCGTGTCCGAGTCC
AATTCTCCACCGCTCTTTTAATTATGGGGTTGATTTGTGGGACAATCCTGTCTAAA
TATATGAATATGAATGCAGATTCCAAAAAGTTAATATACTTTAAGCTATCACTTT
ATAAAATGTACACTCAAATGGAATATGTAGTCACCAAACAGTTGGTAGACAAAC
AAATGTGACATATCAAGAGATGAAAAGGGAACGCAATTGTGTTAAAATTGCTGG
GAAAAACGCAAAATTACTGTA





