
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010919653 

Gene Model: XP_010919653.1 

Description: EgEXPB-06 

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-06 

MAISLLATFLSLSCLFTLSFCFQTKRFDLPMAGRDWLPAGATWYGSPRGAGSEGGAC

GYGNAVDQAPYSAMISAGSTTIFNKGKGCGSCYQVMCTTHKACSGKPVTVVIADYS

CPGTVCQRESAHFDFSGTAFGAMAKPGMADELRSAGYIYIQYSRVACEYPGRTVTFH

VEHGSNPYYFAVVVEFEDGDGDLSAVEIKEGSGEWRAMRQSWGAVWRLDTSSPVH

GPFSIRLTTQYSGQKLVANNVIPTGWQAGTTYRSFVNYS 

CDS (coding sequence) 

>EgEXPB-06 

CAAACCACTAGTAACGACTAATATCCTAATACCTGTAGTCGCAGGAGAGTGAGCA

TAGAGAGATGGCTATTTCTCTCCTGGCTACTTTTCTTAGCTTGTCATGCCTCTTTAC

TTTGAGCTTCTGCTTCCAAACCAAACGCTTTGATTTGCCGATGGCCGGACGTGACT

GGTTGCCGGCCGGAGCAACTTGGTATGGAAGTCCTCGTGGAGCTGGAAGTGAAG

GGGGAGCCTGTGGATATGGGAATGCCGTGGATCAAGCCCCCTATTCTGCCATGAT

TTCCGCCGGAAGTACTACCATCTTCAACAAAGGCAAGGGTTGTGGTTCTTGCTAT

CAGGTGATGTGCACCACTCACAAGGCATGCTCAGGGAAGCCGGTGACGGTCGTA

ATCGCCGACTACTCATGCCCCGGCACTGTATGCCAAAGAGAATCCGCTCATTTTG

ATTTCAGCGGCACCGCATTTGGAGCCATGGCCAAGCCGGGCATGGCCGATGAGCT

AAGGAGCGCTGGATACATCTATATCCAATACTCAAGAGTTGCATGCGAGTACCCA

GGCAGGACGGTCACCTTCCACGTGGAACATGGTTCCAATCCCTACTACTTCGCAG

TGGTGGTGGAGTTCGAGGACGGCGACGGAGACCTGTCCGCTGTGGAGATTAAGG

AAGGTTCTGGTGAGTGGCGTGCCATGAGACAATCATGGGGTGCGGTATGGAGGC

TCGACACTTCATCGCCGGTCCATGGGCCGTTCTCGATTCGGTTGACGACGCAGTA

CTCCGGCCAGAAGCTGGTGGCCAACAACGTGATTCCGACGGGGTGGCAGGCAGG

AACCACCTATCGGTCATTTGTTAACTATAGCTAGTTATGAGAATTTGTGCGTCTCC

ACGTAATATACTTTATAAACGGTGCATGTAGTTGCTAAGCATGCCCATGTATGGC

TTCATTATTGTACTTCTATCTTGATGATCGCGTGTGATCTAATATTAATGAAATGG

TGATGGTTTATGTTTTCGTTTGGATGATA 

Nucleotide 

>EgEXPB-06 



ATGATGCTTTAGCACTTCTTGACGACTGAACTCTGTTGATTGGTTCAGAATGAATA

TAAGAGCTCGCTAACCGCCTTCGCCATTATAATCCACCACCATATTGTAGTAACG

AGTGAAACACATATATAGCTAAAGGTTTATCCGTCAGAATGCACATTGTTCTCAA

TTTCCTACTATAGTAGATGATGGATGCCCTATCATTATCATTAGCCTGGTGATCCG

TTCGGCAGACAGTCTCAGGCACCTGTGTTTCCCAATGAATAAATCAAGTGACCCT

AAAGAAAATCCCTTGCATATATAGATACACATTGGTGGAATAAAAGAAGAGGTT

TTTCCAAATATAGTAGAGAGTAAAATGTAGATCGCAGAGAAGGTACTTGGTCCGG

AAAGTCTTATGTTTATTTATAGTTTTCTTAATACATTTTCGTCCTATCTTTTCATAT

GCTTAAGGTTTCATGCCTTTCCATCCATTTGATAACCATCAAATATACACCTTTTC

GTATCATCCAAACGAAAACATAAACCATCACCATTTCATTAATATTAGATCACAC

GCGATCATCAAGATAGAAGTACAATAATGAAGCCATACATGGGCATGCTTAGCA

ACTACATGCACCGTTTATAAAGTATATTACGTGGAGACGCACAAATTCTCATAAC

TAGCTATAGTTAACAAATGACCGATAGGTGGTTCCTGCCTGCCACCCCGTCGGAA

TCACGTTGTTGGCCACCAGCTTCTGGCCGGAGTACTGCGTCGTCAACCGAATCGA

GAACGGCCCATGGACCGGCGATGAAGTGTCGAGCCTCCATACCGCACCCCATGAT

TGTCTCATGGCACGCCACTCACCAGAACCTTCCTTAATCTCCACAGCGGACAGGT

CTCCGTCGCCGTCCTCGAACTCCACCACCACTGCGAAGTAGTAGGGATTGGAACC

ATGTTCCACGTGGAAGGTGACCGTCCTGCCTGGGTACTCGCATGCAACTCTGAAA

TTAAATATATACAAACGAGGTTTTAGTTTGGTTGGTCATAGATGTTAAAATTAAG

GAATTTGTAGATCTAGTTTAGAATTTGTACCTTGAGTATTGGATATAGATGTATCC

AGCGCTCCTTAGCTCATCGGCCATGCCCGGCTTGGCCATGGCTCCAAATGCGGTG

CCGCTGAAATCAAAATGAGCGGATTCTCTTTGGCATACAGTGCCGGGGCATGAGT

AGTCGGCGATTACGACCGTCACCGGCTTCCCTGAGCATGCCTTGTGAGTGGTGCA

CATCACCTGCATGCGTTCAACACAAGGCAAGGAAATGTCATTAAATTGAAGGGTC

GTTGGTTGTTGTTTTATGGAGTTAACAGGAGAGCAATTGGCATGTGAACCATATA

AATGACATTGGAAAGAGACTTGGGCAGCTATAGAATTATATTCAATGTACGCCAA

GTCAAGTGCACGCAAGAGAATTAATTTCGAGTTAGATTTTGGAATTAATTGCATA

CCTGATAGCAAGAACCACAACCCTTGCCTTTGTTGAAGATGGTAGTACTTCCGGC

GGAAATCATGGCAGAATAGGGGGCTTGATCCACGGCATTCCCATATCCACAGGCT

CCCCCTGTTTATTTTTGACAAGAGCACCTTATCATTCTGATGCAGCGTAATATATA

ATTGCGATAAGGCACAAAAGATTCACAAATTTTGACGGGCAATTTGGTTAGAGAG

GAGCATTTAATTCATTAAGTGCTATAGATATTAGCTGCTTCTAATTCGATATTTAC

TATTACCATATTGCATGCACAGCGTAGGTCGATCCTTCCTCCTTTTTACTCATTGG

TCAATTTAATATTATGTGAAAACAGTGGCAAACATAAATACTGTTCGAAAACAGT

GCTCAATTGTAAATATTCCGAAGATCAGACAAAATTTGGCCAACAAGCGATAAA

AGCAACCAGGAATCTTTTTAGCTAAAAGGGGGTTCATAGAAATCCATGAAACAAT

TTATGAACGCATGCATCCATGCATATTTGTCAAATTAACAATTTTTCCATATGTAC

ATGCACAGTGACACATTAACATTACCTTCACTTCCAGCTCCACGAGGACTTCCAT

ACCAAGTTGCTCCGGCCGGCAACCAGTCACGTCCGGCCATCGGCAAATCAAAGC

GTTTGGTTTGGAAGCAGAAGCTCAAAGTAAAGAGGCATGACAAGCTAAGAAAAG

TAGCCAGGAGAGAAATAGCCATCTCTCTATGCTCACTCTCCTGCGACTACAGGTA

TTAGGATATTAGTCGTTACTAGTGGTTTGATAGCTTTATTGGAAGGTGCTCGGCCA

TTTATAGAGGAAGAATGTGGCATGTTACACGCGGCCCCTTCAACGCCTTGCACCG

AATTCAACTGTCACCTACTGTGCACCCACATGGAATGCCTTCTTCCGCCAAGCATT

GGAAATTTTTAAATCGATAGAAGTTTCTCTTTTGGGTTTGCCTCTACCTTAAAACT

CGGAGAACCTACCGTTGTGATTCCCTTATGATCGGTGGTGTACCCAAGAAGAATA

AAACGTAAAGAAACAAGCTAGGAAAACAAAGTTTTAAATATACGAAGTTAATAA



AAATAGTATTTTACTTATAGAGTAACATAATTTGTGTCGTAAATTAGTCATCTAAG

CATTTTTGAGGGGGGAAAAAAAGGGTTATCAGAGTGTCAAATCGAATAAAAGTA

GGGATTCACGATAGAAATGACAACTTTGTCAGAAATGCAAGCTGAGGGACCTTTG

AAGGATTTGTGCCGTTGATGATGGTTACTAAT 




