
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010939461 

Gene Model: XP_010939461.1 

Description: EgEXPA-22 

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-22 

MAMFLMASRVAAQNAWDNAFATFYGDISGAETMGGACGYGDLLKQGYGLETAAL

STALFNNGLTCGACFELQCVNDPQWCAPGTITITATNFCPPNNSKPSNNGGWCNPPR

KHFDLSMLMFTKITKDYHAGIVPVQYRRVPCIKQGGIRFEIKGNPNWLLVLVYNVGG

AGDVNAMQVKGSSTGWITMARNWGQNWQIGQNLVGQSLSFQVATSDGKMVQSDN

VAPSNWQFGQVFEGKQF 

CDS (coding sequence) 

>EgEXPA-22 

ATGGCTATGTTTTTGATGGCCTCTAGGGTGGCGGCCCAGAATGCATGGGATAACG

CTTTTGCGACGTTTTATGGTGACATAAGCGGCGCAGAAACTATGGGAGGAGCATG

TGGCTATGGCGACCTCCTCAAGCAAGGCTACGGCCTCGAAACGGCGGCATTGAGC

ACAGCCCTCTTCAACAATGGCCTCACATGTGGTGCATGCTTCGAACTCCAGTGCG

TCAATGATCCCCAATGGTGTGCACCAGGGACCATCACCATTACTGCCACCAATTT

CTGCCCCCCAAATAATTCCAAGCCGAGCAACAATGGTGGTTGGTGCAATCCTCCT

CGCAAACACTTTGATCTCTCGATGCTAATGTTCACGAAGATTACCAAGGACTACC

ATGCCGGGATCGTCCCAGTGCAATACCGAAGGGTCCCATGCATCAAGCAAGGTG

GCATAAGGTTTGAGATCAAGGGCAACCCAAATTGGCTCTTGGTGTTGGTCTATAA

TGTGGGGGGGGCCGGGGATGTGAACGCCATGCAAGTGAAGGGGTCGAGTACCGG

GTGGATAACTATGGCTAGGAATTGGGGCCAAAACTGGCAGATCGGACAAAACTT

GGTGGGGCAAAGCTTATCGTTTCAAGTGGCAACAAGCGATGGAAAGATGGTGCA

ATCCGATAATGTGGCACCATCTAACTGGCAATTTGGCCAGGTATTTGAAGGGAAG

CAGTTCTAG 

Nucleotide 

>EgEXPA-22 

AAGTGACAGATATCTTCACCAAGCCTTTGAAGATAAATATTTTTGAGTATCTACG

TGGTTTAGCAGGTGTATGCAAAATTTAATTTGAGGGGAGGATGTTAGCAGTTTTT

TTATGAAATTAAATTTTATATTTATCTATAGTGGGCGTAGTGGGTCGTGTTTGTTA

GTTGGTTTAATTAGCCGGTTTTTATCGTGGAGATTAGTTGTAACTAATATTATTCT

CTCCTAACAAAGTGATCCGAAATAGGGAACAGAAATAATATTCCTCTTCTTCTCT

TTTTCTCTTTTCTCTCGTTATCTCCTCTAGCAAATAGTTTTTTGGCCATTATTTCTCA



CAGGCAGAAATCATGAATGCAATGTTGAAGCCATAATATATAGACAGGTGACTT

ATGATCATCTCCAATCCCATAACAATTTAGTGAGAATGCGATAGCAATCCTTTTCT

TATTCCAAATCTAAAAGGGCAGAATATGATCTTGTGTACACCAATTGTGACTCAT

CTAGAACTGCTTCCCTTCAAATACCTGGCCAAATTGCCAGTTAGATGGTGCCACA

TTATCGGATTGCACCATCTTTCCATCGCTTGTTGCCACTTGAAACGATAAGCTTTG

CCCCACCAAGTTTTGTCCGATCTGCCAGTTTTGGCCCCAATTCCTAGCCATAGTTA

TCCACCCGGTACTCGACCCCTTCACTTGCATGGCGTTCACATCCCCGGCCCCCCCC

ACATTATAGACCAACACCAAGAGCCAATTTGGGTTGCCCTTGATCTCAAACCTTA

TGCCACCTTGCTTGATGCATGGGACCCTTCGGTATTGCACTGGGACGATCCCGGC

ATGGTAGTCCTTGGTAATCTTCGTGAACATTAGCATCGAGAGATCAAAGTGTTTG

CGAGGAGGATTGCACCAACCACCATTGTTGCTCGGCTTGGAATTATTTGGGGGGC

AGAAATTGGTGGCAGTAATGGTGATGGTCCCTGGTGCACACCATTGGGGATCATT

GACGCACTGGAGTTCGAAGCATGCACCACATGTGAGGCCATTGTTGAAGAGGGC

TGTGCTCAATGCCGCCGTTTCGAGGCCGTAGCCTTGCTTGAGGAGGTCGCCATAG

CCACATGCTCCTCCTGTTGGTTGATGAGGGATGATTGTAACAAGAGGAAGTTGCA

GCTTTTTCAATTGAGATAGAGTTAAATTTGAAGAGACCATAAGGTAGAGAATTTA

GAAGTATCAGTTCTTATAGATCAATCAAAAGAAGAGCATATTAACAAAAATATTC

CATGATGCTGTGAAATCTGACAATAACTGATGTTGATTAGGGTTGAAATTGGACT

TCAATTGAACTTCTAATCTTCTACCAAAGCAAGTGGAAGGTCTTTCACTTTCAACC

ATAATTCTCTAGAAACCAACAAGGCTCTATGATCACATAGAAGATGGAAATCGTG

CTGTATGCTTCAATGATCAATTTCAATATAATTGGTATATACACTAATAAATAGCA

TAAGATTGTAAAGACAAATTTATCATGTTAATATATGTAACCAGAAAAGGAATGC

ATTTGTACTCCTTGGATAGCGTTTTTATGATACCACTATAGTGAGAATTCACGAAT

AAAAACACATCCTGTTTGCATGATATATGTATACGCACCAACACTCAGAAAAATT

ATGAAGAGAAGACTGTTGAAATCAATATTGATTGAATTAAAAAAAAAATAACCA

TGCGGAGTCTTGTGGCACTGCCGAGGCAAAGTAGGTTATGCTAAGTAAAAACGTA

AATGGACCAAAAGATCCTGGACCAAGATCGATCACGTACGGGCAAAACTGTACT

CCACTATGTCTCAACTTTGCCAAGGATAGGCTTTATAAGTATATATGGTGAAAAT

AATGCCTATTATGACTATAAAAATAACTTATCTCCCTCCCTCGGATCGAATACAA

AAATCAAATATCGGATTGTGATTACAAATATTTCTATTTTTAGGAACAAAACGGT

CGTTATTGGTGCAAGATTTTATATAAGACTACAATGCATAAGCCATATATATTGA

ATTAAAAAAATAACTCACCCATAGTTTCTGCGCCGCTTATGTCACCATAAAACGT

CGCAAAAGCGTTATCCCATGCATTCTGGGCCGCCACCCTAGAGGCCATCAAAAAC

ATAGCCATGCATGCAACGCAAGCAATAGACAAACCCATCATCTCTCTCTCTCTCT

CTCTCTCTCTCTGTATCTATCTATCTGCTTGTTTGAGGTTATGAGTGAAAACTCCA

GCTTAGGAGGGTGGTATATAACGGCAAGGGATGGTGGCAGACGGGGTGGAAATC

AGACTTGTAGTATTAAAAAAATGATTTGAGTATTTGGGTAGGTAATTAGCTAGCT

AGAAGCAAAGATTTGATAGATTAAATAGGAAGTGGTGCTTAATTTGCTAATTTAC

AGCTGTATATTGTTGTCCTTAGCCGTTTATTATTGTCCGGATATGCAAATCAATGG

GGAGGATAAATTAGATTCTTAAAAATTTAAAGCAATAATATGTGCTAGAGAAATA

AGTTAGGTGAATATGAAATGAGAGCGATGAATAAAGATAGAAGTAAATGAATAC

AAGAGAGAAAAAAATAATCGCATGTAAACACAATAATTTCATAGTAATTGAGTA

CCAATAGTGGAAAT 




