
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010913883 

Gene Model: XP_010913883.1 

Description: EgEXPA-04 

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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>EgEXPA-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 




