
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010921302 

Gene Model: XP_010921302.1 

Description: EgEXPA-11 

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-11 

MEFIALSLVSLLTIFGAVHGYGGGWSDAHATFYGGGDASGTMGGACGYGNLYSQG

YGTNTAALSTALFNSGLSCGACFEIKCSNDGSWCLPGSIIVTATNFCPPNNALPNDNG

GWCNPPLQHFDLSQPVFQRIAQYKAGIVPVQYRRVPCVKNGGIRFTINGHSYFNLVLI

SNVGGAGDVTAVSIKGSQTGWQPMSRNWGQNWQSNSYLNGQSLSFQVTTSDGRTV

TSMDVAPNNWSFGQTYSGGQL 

CDS (coding sequence) 

>EgEXPA-11 

CTGCTTTATCTGTTCCTTTCCTTTCAGCTCCCTCCATCCATGTCTATAAATACACCT

CTCCTTCCTCACACCTTCCTCATCCTCTCTCATTCTTTTCTTTTGGGAAGTTAGGCT

CTCATTTCAACCCCTCTGGAAATGGAGTTTATTGCCCTCTCCCTAGTTTCCCTTCTC

ACCATCTTCGGAGCCGTTCATGGATATGGTGGTGGGTGGTCTGATGCACATGCTA

CCTTTTATGGAGGTGGTGATGCTTCTGGGACAATGGGAGGGGCTTGTGGGTATGG

AAATCTCTACAGTCAAGGATATGGGACAAACACAGCAGCATTGAGCACTGCTCTG

TTCAACAGTGGACTGAGCTGTGGAGCTTGCTTCGAGATCAAATGTTCGAATGATG

GGAGCTGGTGTCTCCCGGGATCTATAATTGTCACTGCAACAAACTTCTGCCCACC

AAACAATGCTCTTCCAAACGATAATGGAGGGTGGTGCAACCCTCCCCTGCAGCAC

TTTGATCTCTCTCAGCCAGTTTTCCAGCGTATTGCTCAGTACAAAGCAGGCATTGT

CCCTGTTCAATACAGAAGGGTACCCTGTGTGAAGAACGGGGGAATCAGGTTCACC

ATTAATGGTCACTCTTACTTCAACCTGGTGCTGATCTCCAATGTAGGTGGGGCTGG

GGACGTGACGGCAGTGTCTATAAAGGGATCCCAGACTGGGTGGCAGCCAATGAG

CCGCAACTGGGGCCAGAACTGGCAGAGCAACAGCTACCTCAATGGCCAGTCCCT

CTCCTTCCAAGTCACCACCAGCGATGGCCGCACTGTTACCTCCATGGACGTCGCC

CCTAACAACTGGAGCTTCGGCCAGACCTACTCTGGTGGGCAGCTTTGAGCCTCTA

ATTAAGCCAACAACGAATTCCCTCTGACCTTAGTATCAGTCTGGTGGAGTGACTG

AAGTCTACGTATACTATTGTCTCACGGTGGGGTTCTCTTTTGATATGGCCCTACTT

TGTCCTGCTGAGTCTTTTCCTTTTTTATTTCTTGTTTTCTTATGATTGACCTTCTCTT

CCTGGCCTTGTATATGGTGGCAGAGGAGGACACTATCCAAGGGGTGGTGTGAGA

GGTCTTTCTAGCTCTTAGGGAGTCCCATGGGGTTGTGTTAATGGGGAGGACAAAT

GGCTGAGGTGAACCAAAGGTTGGTCACCCGCCCATGAATGCTTTTCTTTTCATGT



ACTTCTCTGTGACAGTGGGAAGCGAGATTGTAATCAGCTTTGCTGCTAAAATATT

ATAAGATATCGAATAGATATATAATTATATTTTGAAAGA 

Nucleotide 

>EgEXPA-11 

AGTTATAGGAAAAGATCAGAAAAATTCACCTTTTTTTTTTGACTTTTTATCATCTG

ACAAACAGCAGCCCAAAAAGAGGAATTACTAAGATGACTGCCTCTAGTCGGCTTT

ACACATTTTAAAGGTCTATGGTGTGCCAATGCTGTTCTCCAGAAGGTCCCCACAA

GTGTTTGACAGCACCCAATTTTATCTGCAGAGGATAAGATTCATAGAATTTAGTT

GGAAAAACGGAAAGGTTCAATTACTTTCTCTTATTTTATGTGTTACACTTTATCAA

CTCAATTAAATACAATTTAGTAAGTGAAGGACCTATTATTGTTCACCACTTTATTT

ACCCTCACACCAAATTTAGCTTAAAATGAACAGTAGATCATAGTCAGGATGGTGA

TGAAAGGCTACCTAAACAAGGCAAAAGAAATTTGTGTTTTCTATTATTGGAGTCT

GAGCAATCTAGTTTCAGTTAGTTGTTAGGATACTGTTCTTCCACTGGTCAATTTGC

TCTGCTTTATCTGTTCCTTTCCTTTCAGCTCCCTCCATCCATGTCTATAAATACACC

TCTCCTTCCTCACACCTTCCTCATCCTCTCTCATTCTTTTCTTTTGGGAAGTTAGGC

TCTCATTTCAACCCCTCTGTAAGCACAAGCTTCCACCCTGCTTTGCTCTAAAAGCC

TCTACTTCTTTTAAATCCCCACTCATTTCTATGTTGCCTTTTTTGCTGCAGGGAAAT

GGAGTTTATTGCCCTCTCCCTAGTTTCCCTTCTCACCATCTTCGGAGCCGTTCATG

GATATGGTGGTGGGTGGTCTGATGCACATGCTACCTTTTATGGAGGTGGTGATGC

TTCTGGGACAATGGGTAAGCGCAGAGTCCACCCAGTAAATTCCCAAATGCTATGA

CTACTTCTCTTCAACTCATTAACTCTTTCCTTTCCTCCAGGAGGGGCTTGTGGGTA

TGGAAATCTCTACAGTCAAGGATATGGGACAAACACAGCAGCATTGAGCACTGC

TCTGTTCAACAGTGGACTGAGCTGTGGAGCTTGCTTCGAGATCAAATGTTCGAAT

GATGGGAGCTGGTGTCTCCCGGGATCTATAATTGTCACTGCAACAAACTTCTGCC

CACCAAACAATGCTCTTCCAAACGATAATGGAGGGTGGTGCAACCCTCCCCTGCA

GCACTTTGATCTCTCTCAGCCAGTTTTCCAGCGTATTGCTCAGTACAAAGCAGGCA

TTGTCCCTGTTCAATACAGAAGGTAAACACTTCCATCAGCAACTCGATCATCTTAT

AGCTCTGATTATACCGTTAAAAGTAACTCCTGGTGAAACGAAACAGGGGATTTAT

ACTGCACCTTGGGTCCGCAGACACATTATCCGTATTCCTCGTAGCTCTAGCTTCTT

GCCTCCAATCTTTAGAAACTCCCACATCCAACAGAACCGGTTTCCTAAATATTTTT

AAACTCAATACCACAAACTTTTCTAAGTTTGACTCCTTGCACCTAGAAGCCTTGTT

CCCTTTGCTGCTCTTTCTCTGTCTTTTTTCTTTTAAAATGTTTTGATATCAGCTTGA

ATTACATAGCACAAATATCGTTTTTCAATGGTTTCCTGCATCACTGGGACCCCAAA

AGCAACTCGTAGAGAACCTTTCTGATTCCAGTAGCAGTGGCATCCAACTTAAGAG

AACATTCAAAAGCAGAGGCTTGAAATGAAACATTATAATCTTCTTCCTTTTGAAA

GAGATCCTTTATTAAAACAGAATCCCCTCTCCCTTTTCTTCAAACAAAAAGTCTTT

ATTTCATTATAGGCGAACACACTCCATATAAGTCACAAGCAACCTTCCTGTCGCT

CTCTCTGGGATCTAAAATACTGAAGTTCTGAAACAAAAGGCAACCTTTTTTCATCT

TGCAGGGTACCCTGTGTGAAGAACGGGGGAATCAGGTTCACCATTAATGGTCACT

CTTACTTCAACCTGGTGCTGATCTCCAATGTAGGTGGGGCTGGGGACGTGACGGC

AGTGTCTATAAAGGGATCCCAGACTGGGTGGCAGCCAATGAGCCGCAACTGGGG

CCAGAACTGGCAGAGCAACAGCTACCTCAATGGCCAGTCCCTCTCCTTCCAAGTC

ACCACCAGCGATGGCCGCACTGTTACCTCCATGGACGTCGCCCCTAACAACTGGA

GCTTCGGCCAGACCTACTCTGGTGGGCAGCTTTGAGCCTCTAATTAAGCCAACAA

CGAATTCCCTCTGACCTTAGTATCAGTCTGGTGGAGTGACTGAAGTCTACGTATA



CTATTGTCTCACGGTGGGGTTCTCTTTTGATATGGCCCTACTTTGTCCTGCTGAGT

CTTTTCCTTTTTTATTTCTTGTTTTCTTATGATTGACCTTCTCTTCCTGGCCTTGTAT

ATGGTGGCAGAGGAGGACACTATCCAAGGGGTGGTGTGAGAGGTCTTTCTAGCTC

TTAGGGAGTCCCATGGGGTTGTGTTAATGGGGAGGACAAATGGCTGAGGTGAAC

CAAAGGTTGGTCACCCGCCCATGAATGCTTTTCTTTTCATGTACTTCTCTGTGACA

GTGGGAAGCGAGATTGTAATCAGCTTTGCTGCTAAAATATTATAAGATATCGAAT

AGATATATAATTATATTTTGAAAGAGAGCTCATGAAATAGAGCACTATTACCAGA

TGAGGGATTTGAGAAGTTAATGTTTTATCGCCTTAGAAAAAGGTAGAAATCTCAT

GAAGAATAGAAAAAAATTCTACATGGCTTCAAATAAAGAGGTAACTTCCAACTC

AGTACATGAAATCTATAAAACAGCNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 




