
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010919650 

Gene Model: XP_010919650.1 

Description: EgEXPB-05 

Family: Beta 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 

>EgEXPB-05 

MATSLLATFLSLSCLFTLSFCFHTKHFALPMAGHDWSPAGATWYGSAHGAGSDGGA

CGYRNAVDQAPFSAMIAAGSPSLFKSGKGCGACYQVMCTTHEACSRKPVTVVITDE

CPGGVCLKESAHFDLSGTAFGAMAKPGMADELRNAGILPIQYSRVACEYPGKTITFH

VDSGSNPYYMAVVVEFEDGDGDLSAVELKDGSAEWRAMAQSWGAVWRLDSGSTL

HGPLSIQLTSQYSGKKLVANNVIPAGWKPGATYRSFVNYS 

CDS (coding sequence) 

>EgEXPB-05 

CCACCAGCAACGGCTAATATCCAAGTCCCCTAATACCTCTAGTCGCAGGAGAGTG

AGCATAGAGAAATGGCTACTTCTCTCCTGGCTACTTTTCTTAGCTTGTCTTGCCTC

TTTACTTTGAGCTTCTGCTTCCATACCAAACACTTTGCTTTGCCGATGGCCGGACA

TGACTGGTCGCCGGCCGGAGCAACTTGGTATGGAAGTGCCCATGGAGCCGGAAG

TGATGGGGGAGCTTGTGGATATCGCAATGCTGTGGATCAAGCCCCCTTTTCTGCC

ATGATTGCCGCCGGAAGTCCTTCTCTCTTCAAGTCAGGCAAGGGCTGTGGTGCTT

GCTATCAGGTGATGTGCACCACTCACGAGGCATGTTCAAGGAAGCCGGTGACGGT

CGTGATCACCGACGAATGCCCCGGCGGTGTATGCTTAAAAGAATCCGCTCATTTC

GATCTCAGCGGCACCGCATTCGGGGCGATGGCCAAGCCGGGCATGGCTGATGAA

CTAAGGAACGCTGGAATCCTCCCAATCCAATACTCAAGAGTTGCATGCGAGTATC

CAGGCAAGACGATCACCTTCCATGTGGACTCTGGTTCTAATCCCTACTACATGGC

AGTGGTGGTGGAGTTCGAGGATGGTGACGGAGACCTGTCTGCTGTGGAGCTCAA

GGATGGTTCTGCCGAGTGGCGTGCCATGGCACAATCATGGGGTGCGGTATGGAG

GCTCGACTCTGGATCGACGCTCCATGGGCCGTTGTCGATTCAGTTGACGTCGCAA

TACTCCGGCAAGAAGCTGGTGGCCAACAACGTGATTCCGGCGGGGTGGAAGCCA

GGAGCCACCTATCGGTCTTTTGTTAACTATAGCTAGTTATGAGAATTTGTGTCTCT

CCACGTACCATACTATATATAGGGTGCATGTGGTAGCTAAGCATGCCCATGTATG

GTTTTATTAGTGTGCTTCTAGCTTGATGATCGCGTGTGATCTAATATTAATGAATG

GTGATGGATTATGTTTCCGTTTGCATGATATGAAAAGGTGTATCACCAAAGGATG

CTGGTA 

Nucleotide 



>EgEXPB-05 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNGTTTGACAAGCGCACCTATCTTTGACCAATGAATAAATCAAATGACTTAAA

AAAAAAAATGTTCACTTGCATAGATATACATTGGTAGAGTAGAAGAGGTTTTTTC

AAATATGATAGGAGAGTAAAAAGTAGATCATAGAAAAGATAAGTGTGGATCCTC

TGCCATGCATCATGCGCACCGTCCATCGTATAAATGGGTATGCTGTGCGATGTAT

ATCATGTACGATCGTGTGCAGCCATCTATTATGCGATAGATGGTATATGTGTATG

ATGCACCATAGCGTACGGTGCATCACGAGTACCGTAAAAAATTCGTGCTCAAAAG

AGATATCTGATCCCGAAAGTCTCGTGCTTATTTATAGTTTTCTTAGCACTTCTTCA

GCATACCTTTTCACATGCATGCATAAGGTTACATGCCCTTTCATCCATTTGATAAC

CATCAAATACCAGCATCCTTTGGTGATACACCTTTTCATATCATGCAAACGGAAA

CATAATCCATCACCATTCATTAATATTAGATCACACGCGATCATCAAGCTAGAAG

CACACTAATAAAACCATACATGGGCATGCTTAGCTACCACATGCACCCTATATAT

AGTATGGTACGTGGAGAGACACAAATTCTCATAACTAGCTATAGTTAACAAAAG

ACCGATAGGTGGCTCCTGGCTTCCACCCCGCCGGAATCACGTTGTTGGCCACCAG

CTTCTTGCCGGAGTATTGCGACGTCAACTGAATCGACAACGGCCCATGGAGCGTC

GATCCAGAGTCGAGCCTCCATACCGCACCCCATGATTGTGCCATGGCACGCCACT

CGGCAGAACCATCCTTGAGCTCCACAGCAGACAGGTCTCCGTCACCATCCTCGAA

CTCCACCACCACTGCCATGTAGTAGGGATTAGAACCAGAGTCCACATGGAAGGTG

ATCGTCTTGCCTGGATACTCGCATGCAACTCTGAAATATATACAAATTAACAAGG

TTAATTTCAGTTCGGTTGGTGATATATAGATGTTACGAGGAATTTGTAGATCTAGT

TTGGAATTTGCACCTTGAGTATTGGATTGGGAGGATTCCAGCGTTCCTTAGTTCAT

CAGCCATGCCCGGCTTGGCCATCGCCCCGAATGCGGTGCCGCTGAGATCGAAATG

AGCGGATTCTTTTAAGCATACACCGCCGGGGCATTCGTCGGTGATCACGACCGTC

ACCGGCTTCCTTGAACATGCCTCGTGAGTGGTGCACATCACCTAAATGTGTTCAA

GAAATGTCAATATTTAATAAAGAAATTGAAGTGTTGTTGGTCGTTATTTTGTGGA

GTTAACAGGAGAGCAATTAATTGACACGCGAACTATAGTGACGTTAGAAAAAGA

CTTGGGCAGCCATAGAATTGTATTAAATGTACACCAAGTCAAGTGCACGCGAGAG

AATTTGGAGTTAAGACTTTGGAATTAATTGCATACCTGATAGCAAGCACCACAGC

CCTTGCCTGACTTGAAGAGAGAAGGACTTCCGGCGGCAATCATGGCAGAAAAGG

GGGCTTGATCCACAGCATTGCGATATCCACAAGCTCCCCCTGTTAATTTGACAAG

AGCATGCACCTTATCATTCTGATACAATGTAATTGCCGTAAGATGCAAAAGATTA

ACAAATTTTAACCATCTGCTTGGTTGGAGAGACATTTAATTCATCCAATTGCTAAT

AAGGAAATGATATTTAATGTTTAATGCTTTCAGCCCTCTATTACCATATTGCATGC

ACAGCGTAGGACGATGCTTTCTCCTTTTTACTCGTTGGTCAATTTATGTGCGTATA

TATACAAACATAATATTATGTGAAAACAGTGGCAAAAAAAATACTGTGTGAAAA

CAGTGCTCAATTAATTTTAAACATCAACTTCCAAAGATTAGACAAAACTTGGCCA

ACAAGCAATAAAACCAAAGACCAGGCCAGAATCAGTTTAGCTAAAAGGGTTCAT

AGAAATCCATGAACCAACACATGCAGCTAGGTAACCTAAAGCATGCATGAACGT

ATGCATCCATGCACATTTGTTAAACCATTTTTCCAAGTGCATGCACAGCGACACA

TTAACATTACCATCACTTCCGGCTCCATGGGCACTTCCATACCAAGTTGCTCCGGC

CGGCGACCAGTCATGTCCGGCCATCGGCAAAGCAAAGTGTTTGGTATGGAAGCA

GAAGCTCAAAGTAAAGAGGCAAGACAAGCTAAGAAAAGTAGCCAGGAGAGAAG

TAGCCATTTCTCTATGCTCACTCTCCTGCGACTAGAGGTATTAGGGGACTTGGATA

TTAGCCGTTGCTGGTGGTTTGATAGCTTACTTGGAAGGTGCTCGGCCATTTATAGG

CGAAGAATGTGGCATGTCACACGTTGCCACTTCAACCCCTTGCACCGAATTCAAC



CGTCACAAACTGTGCACCCACATGGGTTGCCTACTTCTGCCGAGCATTGGAAATA

TTTAAATGGATAGCAGTTTCTCTTATTTGGGTTTGCCTCTCCCTTGAAACTTGGAA

AACCTACCATTGTGATTCCCTTGTGACCGTGGTGTTACCCCAGAAGAGTAAAACG

TAAAGAACAAACTAGGAAAACTAATTTTTGGCTCCCCCATATCCATTAGCTCGTG

TAGCACACCTTCTACCCGTGTTATGACAACAGTATTTAACTTATAGTAACATAATT

TTTGACCATATTGTAATAAGCTAAATATACAAAGGTAAGGAAAACAGTATCCAGA

TCATAAAAAGGAAAAACAGTATTTAACTTATAGAGTAACATAATTTGTGTCCTAA

ATTAGTCATTTAAGCATTT 

 




