IDENTIFICATION

Species: Elaeis guineensis
Locus: XP_010922733

Gene Model: XP_010922733.1
Description: EQEXPA-12
Family: Alpha Expansin

3D structure:

GENOME DATABASES
NCBI: https://www.ncbi.nlm.nih.gov/genome/?term=txid51953[orgn]
KEGG: https://www.genome.jp/entry/T03921

EXTERNAL RESOURCES



https://www.ncbi.nlm.nih.gov/genome/?term=txid51953%5borgn
https://www.genome.jp/entry/T03921
http://www.ocri-genomics.org/bolbase/login.htm

GENE STRUCTURE

EgEXPA-12 ——— e
5

L 1 1 1 1 1
tibp S 100p 15000 20t 2500bp

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

s 100 128 150 175 200
e st e e — [

Query seq.

Superfanilies PLNOQOSO

+ Name Accession Description Interval E-value
[+] PLNO0050 super family 31535 expansin A; Provisional 30-254 8.90e-131
SEQUENCES

Peptide

>SEQEXPA-12

MGVPSCSLSNALFLLLSSFSLFVHSIFGDSDWESAHATFYGGGDASGTMGGACGYGN
LYSQGYGTSSAALSTALFNNGLSCGSCYELRCDDDPKWCLPGTIVVTATNFCPPNYA
LANDNGGWCNPPRQHFDLAEPAFLRIAQYRAGIVPVSFRRVPCVKKGGIRFTINGHSY
FNLVLVTNVAGAGDVHAVSIKGSKTGWQAMSQNWGQNWQSNAYLDGQSLSFRVT
TSDGRTVTSYDVVPAGWHFGQTFEGDQF

CDS (coding sequence)
>EgQEXPA-12

CAATTCGCCCTCAACCCAGACAGCTCATGTGCGTTTTGATTTGTTCTTTACTGCAA
TTTGTTTCAAGCCTTGCGGGCTCGGACTCGACTCGCGAGAACGGCCAACTTGTCT
CCGTATACAAAGGGATTTAGGAAAATCCCCCACCCCACCCTCTTCTATAAATATG
AAATACCACCTCCCTCCCACTTCCCCTTACAAGCAAAACCAGACACACTCTTGAA
CCCCACCTTTCCTGTCTCTCTTCTCTTAGCTCCATTTCTCTCAAAGCCTCTCCAATG
GGGGTCCCAAGCTGCTCTCTCTCCAATGCTCTCTTCCTCCTCCTCTCTTCTTTCTCC
CTCTTTGTGCACAGTATTTTCGGGGACTCCGATTGGGAGAGTGCGCATGCCACGT
TCTACGGTGGCGGCGATGCATCGGGAACAATGGGAGGTGCTTGTGGCTATGGCA
ACCTCTATAGCCAAGGTTATGGCACGAGCTCCGCCGCCCTTAGCACGGCACTGTT
CAACAATGGCCTCAGCTGTGGGTCGTGCTACGAGTTGAGGTGCGACGACGACCCC
AAGTGGTGCCTGCCGGGGACCATTGTGGTCACTGCCACCAACTTCTGCCCTCCAA
ATTATGCCCTTGCCAACGACAATGGAGGGTGGTGCAACCCCCCTCGCCAGCACTT
TGACTTGGCCGAGCCTGCCTTCCTCCGGATCGCTCAATACCGTGCCGGGATCGTG
CCCGTGTCCTTCAGAAGGGTGCCATGTGTGAAGAAGGGTGGGATTAGATTCACCA
TTAATGGTCACTCTTACTTCAATTTGGTCTTGGTCACCAATGTTGCGGGTGCCGGC
GACGTGCATGCCGTGTCCATCAAGGGATCCAAGACTGGCTGGCAGGCGATGTCAC
AAAACTGGGGACAAAACTGGCAAAGCAACGCATACCTCGATGGACAGAGCCTCT
CCTTCCGAGTCACCACCAGCGACGGGAGGACCGTCACCAGCTACGATGTCGTGCC
CGCCGGCTGGCATTTCGGGCAGACCTTCGAAGGGGACCAATTCTAAAGCGTCCAG
GACTTGCTAGGCTAATTATCGATATTTTTTCTTTGTCGCACCATTTGCATTGGTTTT
TAATATTGGATTAAGTAGGAAGAAGCCTATTGTGTTGTGTTGAGAGGTTTGGCTA
TATATGCTGGGGTAGCTTTCACTAAGCACCCGCAATGCCTACTACTCGGTATATAT
AGATGGATACGGATAGATGTATAATTGTTTTCGGCGTCTTATTGGTACATAGGTTT




GCCTTTTGGAAAGATGCCAAGGCTAGGGATTGTAGGCATAGGGAAGTTGGGTGG
TCTAGTTTGTTTGGTAGCCCTCGGTCCTCATCGCATGGATCTAGATGTCTGTGGGG
ACCAAACTCTTGTACTTCAAGTATGTTTGTGAGAATGCTATTGTAGACCGCTATTT
GTGTAACAAAGTGTTCTATAAGTATTACAGAGGTTTGTTATTTTTCATTC

Nucleotide
>EQEXPA-12

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNTAGTATATATATATATATATATATTATATATATATATATATATATATAT
ATATATATATATATATATATATAATTTGTTGGCAGTTGTAACTCCAACTCTTAGAG
GCTACATCTTCTGTGCATATTGGAAGTTCCCAATGGTAGTAGTGAATGGATAAGG
ATGGCTTCTCTTCTCCCTTTTTCTTAAGGGTTTAACTAAGCTTGGTTTTTGTAAAAT
GTAGCAGCATTACATTAGTTAATCTAATGTACATGTATTAATGTGGCATGACTTG
GAAGGTGACGCGAGGAGAAACGGTTGCAAGACGCAGGTGGGTGGGGGAGGGGC
ACGTGACCTCACCAATTCGCCCTCAACCCAGACAGCTCATGTGCGTTTTGATTTGT
TCTTTACTGCAATTTGTTTCAAGCCTTGCGGGCTCGGACTCGACTCGCGAGAACG
GCCAACTTGTCTCCGTATACAAAGGGATTTAGGAAAATCCCCCACCCCACCCTCT
TCTATAAATATGAAATACCACCTCCCTCCCACTTCCCCTTACAAGCAAAACCAGA
CACACTCTTGAACCCCACCTTTCCTGTCTCTCTTCTCTTAGCTCCATTTCTCTCAAA
GCCTCTCCAATGGGGGTCCCAAGCTGCTCTCTCTCCAATGCTCTCTTCCTCCTCCT
CTCTTCTTTCTCCCTCTTTGTGCACAGTATTTTCGGGGACTCCGATTGGGAGAGTG
CGCATGCCACGTTCTACGGTGGCGGCGATGCATCGGGAACAATGGGTAATTAAGC
TTACACATTTGCACTAATAATGTCCAATTATTGATCATTGATGAAAGTTTTGGGAA
TATGGTTGATAAATCATTCTAATGGGAGTATTCTATGTCTTTATAGGAGGTGCTTG
TGGCTATGGCAACCTCTATAGCCAAGGTTATGGCACGAGCTCCGCCGCCCTTAGC
ACGGCACTGTTCAACAATGGCCTCAGCTGTGGGTCGTGCTACGAGTTGAGGTGCG
ACGACGACCCCAAGTGGTGCCTGCCGGGGACCATTGTGGTCACTGCCACCAACTT
CTGCCCTCCAAATTATGCCCTTGCCAACGACAATGGAGGGTGGTGCAACCCCCCT
CGCCAGCACTTTGACTTGGCCGAGCCTGCCTTCCTCCGGATCGCTCAATACCGTGC
CGGGATCGTGCCCGTGTCCTTCAGAAGGTAAGCCCCGTGTTACTCACCGAGTCCA
CGAGTTCAAAAAATCGACACATGATCCTAAGTTTTCTAACAGAAATCAACCGAAT
TGTCCTGCTTTTTGTGTCTGGGTGAGGTCCAAGTTTTGGTCATCTGGTGGTGGGTT
CATAGGCTTGACCCCGATACCAGTTCCTCACAGTTGGCTAGAGCCAGTTGTAGGT
GTCATGTCATTCTCAACAATATGGCTCTAGCTGGGTTTATCAAATATCATTGTTGC
ATAGTTTTTATGATATCAACTGATGCCATGCTAATGAGAAAGATATATTGTTCAGT
ATAATTTATCCATGATCCACCAAATATTTTCAGCATGCAATGAGTTCTTTAACCAT
GTTAATGATATCCCCCTGTAGGGTGCCATGTGTGAAGAAGGGTGGGATTAGATTC
ACCATTAATGGTCACTCTTACTTCAATTTGGTCTTGGTCACCAATGTTGCGGGTGC
CGGCGACGTGCATGCCGTGTCCATCAAGGGATCCAAGACTGGCTGGCAGGCGAT
GTCACAAAACTGGGGACAAAACTGGCAAAGCAACGCATACCTCGATGGACAGAG
CCTCTCCTTCCGAGTCACCACCAGCGACGGGAGGACCGTCACCAGCTACGATGTC
GTGCCCGCCGGCTGGCATTTCGGGCAGACCTTCGAAGGGGACCAATTCTAAAGCG
TCCAGGACTTGCTAGGCTAATTATCGATATTTTTTCTTTGTCGCACCATTTGCATT
GGTTTTTAATATTGGATTAAGTAGGAAGAAGCCTATTGTGTTGTGTTGAGAGGTTT




GGCTATATATGCTGGGGTAGCTTTCACTAAGCACCCGCAATGCCTACTACTCGGT
ATATATAGATGGATACGGATAGATGTATAATTGTTTTCGGCGTCTTATTGGTACAT
AGGTTTGCCTTTTGGAAAGATGCCAAGGCTAGGGATTGTAGGCATAGGGAAGTTG
GGTGGTCTAGTTTGTTTGGTAGCCCTCGGTCCTCATCGCATGGATCTAGATGTCTG
TGGGGACCAAACTCTTGTACTTCAAGTATGTTTGTGAGAATGCTATTGTAGACCG
CTATTTGTGTAACAAAGTGTTCTATAAGTATTACAGAGGTTTGTTATTTTTCATTC
TACGTTATTATCCTCTCTTGCAGTATTTATTACGAGGACTCTATGTAAAATTTGGG
TGAGCTCTTGAGATGTTTGATGGGTAGCTTTTTCCTTTTACGAGAATAACTTCATC
GGATACGTCAACCGTTATTACCGAGCAGATATATAAATGCGACAAGAACTTAATC
GAGGAAGAGGACAAGCTGCCGGACAAGCTGCCACGGCTTTCTCGCTAAATCTTTT
CTTTGACATTTTTTTCTTTAGGAAGGCATTTAGATCACTACGACAGATCGGAGGCT
GCGAAAGAGATCCAGTGGTTCGTGTTACCATTATCCTTGTTTGGTGTCATGCGTGG
GAGGAACCAATGTCCCTTTCTCCATTAAAATTTTGGTGGTAAGTTTCATGTGACAG
CCTAAACGTTCATGTGACCTAATTTACTTTTCTTTATTCTAATTGTGTGGTAGAGTT
TTGACGAACTCAATTGGAGAACGGATGATGGAGCCACGTAATACTAATTTGGA






