
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_019705836 

Gene Model: XP_019705836.1 

Description: EgEXPB-07 

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-07 

MATSLLATFLSLSCLFTLSFCFQTKRFDLPMAGRDWLPAGATWYGSPRGAGSEGGAC

GYGNAVDQAPYSAMISAGSTTIFNKGKGCGSCYQVMCTTHKACSGKPVTVVIADYS

CPGTVCQRESAHFDFSGTAFGAMAKPGMADKLRSAGYIYIQYSRVACEYPGRTVTFH

VEHGSNPNYFAVVVEFEDGDGDLSAVEIKEGSGEWRAMRESWGAVWRLDTATPVH

GPFSIRLTTQYSGQKLVANSVIPEGWQAGATYRSFVNYS 

CDS (coding sequence) 

>EgEXPB-07 

AATAAAGCTATCAAACCACTAGCTAGTAACGACTAATATCCTAAGACCTGTAGTC

GGAGGAGAGTGAGCATAGAGAGATGGCTACTTCTCTCCTGGCTACTTTTCTAAGC

TTGTCATGCCTCTTTACTTTGAGCTTCTGCTTCCAAACCAAACGCTTTGATTTGCC

AATGGCCGGACGTGACTGGTTGCCGGCCGGAGCAACTTGGTATGGAAGTCCCCGT

GGAGCCGGAAGTGAAGGGGGAGCCTGCGGATATGGGAATGCCGTGGATCAAGCC

CCCTATTCTGCCATGATTTCCGCCGGAAGTACTACCATCTTCAACAAAGGCAAGG

GTTGTGGTTCTTGCTATCAGGTGATGTGCACCACTCACAAGGCATGTTCAGGGAA

GCCGGTGACGGTCGTGATCGCCGACTACTCATGCCCCGGCACCGTATGCCAAAGA

GAATCCGCTCATTTCGATTTCAGCGGCACCGCATTTGGAGCCATGGCCAAGCCGG

GCATGGCGGATAAGCTAAGGAGCGCTGGATACATCTATATCCAATACTCAAGAGT

TGCATGCGAGTATCCAGGCAGGACGGTCACCTTCCACGTGGAACATGGTTCCAAT

CCCAACTACTTCGCAGTGGTGGTGGAGTTCGAGGACGGCGATGGAGACCTGTCTG

CTGTGGAGATTAAGGAAGGTTCTGGTGAGTGGCGTGCCATGAGGGAATCATGGG

GTGCGGTATGGAGGCTCGACACTGCAACACCGGTCCATGGGCCGTTCTCGATTCG

ATTGACGACGCAGTACTCCGGCCAGAAGCTGGTGGCCAACAGCGTGATTCCGGA

GGGGTGGCAGGCAGGAGCCACCTATCGGTCTTTTGTTAACTATAGCTAGTTATGA

GAATTTGTGCGTCTCCATGTAATATACTATATAACGGTGCATGTAGTTGCTGAGC

ATGCCCATGTATGGCTTCATTATTGTACTTCTGTCTTGATGATCGTGTGCGATCTA

ATATTAATGAAATGGTGATGGATTATATTTTCGTTTGGATGATA 

Nucleotide 

>EgEXPB-07 



CTTCCTGACAATTAAACTCTGTTGATTGGTTCGGGATGAATGTAAGAGCTCATTA

ACCACCTTCACCATCATAATCCACCATATTGTGGTAAGGCAGTGAAACATATATA

GCAAAAGGTTTATTTATTAGTGAGAATGTACATTGGACTCAATTTCCTACTATAGT

AGATGATGGATGCCTTATCATTAGACTGGTGATCGATCTGCTCGGCAAACAGTCT

CACGCACCCATGTTTCCCCAATGAATAAATCAAATGGCCCTAAAGAAAATCCCTT

GCATAGATACACATTGGTAGAATAGAAGAAGAGGTTTTTTCAAATATGGTAGGA

GAGTAAAATGTAGATCGCAGAAAAAGGTATTTGGTCTTGAAAGTCTTATGTTTAT

TTATCGTTTTCTTAAGACATTTTCGTCCTATATTTTCATATGCGTAAGGTTTCATGC

CCTTCCATCCATTTGATGACCACCAAATACCAACATCCTTTGGTTATACACCTTTT

CATATCATCCAAACGAAAATATAATCCATCACCATTTCATTAATATTAGATCGCA

CACGATCATCAAGACAGAAGTACAATAATGAAGCCATACATGGGCATGCTCAGC

AACTACATGCACCGTTATATAGTATATTACATGGAGACGCACAAATTCTCATAAC

TAGCTATAGTTAACAAAAGACCGATAGGTGGCTCCTGCCTGCCACCCCTCCGGAA

TCACGCTGTTGGCCACCAGCTTCTGGCCGGAGTACTGCGTCGTCAATCGAATCGA

GAACGGCCCATGGACCGGTGTTGCAGTGTCGAGCCTCCATACCGCACCCCATGAT

TCCCTCATGGCACGCCACTCACCAGAACCTTCCTTAATCTCCACAGCAGACAGGT

CTCCATCGCCGTCCTCGAACTCCACCACCACTGCGAAGTAGTTGGGATTGGAACC

ATGTTCCACGTGGAAGGTGACCGTCCTGCCTGGATACTCGCATGCAACTCTGAAA

TTAAATATATACAAATGAGGTTTTAGTTTGGTTGGTGATAGATGTTATAATTGAG

GAATCTGTCTATCTAGCTTCGAATTTATGCCTTGAGTATTGGATATAGATGTATCC

AGCGCTCCTTAGCTTATCCGCCATGCCCGGCTTGGCCATGGCTCCAAATGCGGTG

CCGCTGAAATCGAAATGAGCGGATTCTCTTTGGCATACGGTGCCGGGGCATGAGT

AGTCGGCGATCACGACCGTCACCGGCTTCCCTGAACATGCCTTGTGAGTGGTGCA

CATCACCTGCATGCGTTCCAGAGAAGGCAAGGAAATGTCATTAAATTGAAGTGTT

GTTGGTTGTTATTTTATGGAGTTAACAGGAGAGCAATTGGCACGGGAACCATATA

AGTGACATTAGAAAGAGACTTGGGCAGCTATAGAATTATATTGAATGTACACCAA

GTCAAGCGCACGCAAGAGAATTAATTTCGAGTTAGATTTTGGAATTAATTGTATA

CCTGATAGCAAGAACCACAACCCTTGCCTTTGTTGAAGATGGTAGTACTTCCGGC

GGAAATCATGGCAGAATAGGGGGCTTGATCCACGGCATTCCCATATCCGCAGGCT

CCCCCTGTTAATTTGACAAGAGCACCTTATCATTCTGATACAGTGTAATAATTGCC

ATAAGGCGCAGAAGATTAACAAATTTTGACGGGCAATTGGGTTAGAGAGGAGCA

CTTAATTCATTAATCGCCACAGATATTAGCTGCTTCTAATTCGATATTTACTATTA

CCATATTGCATGCACAGCGTAGGTCGATCCTTCCTCCTTTTTACCGATTGGTCAAT

TTAATCTTATGTGAAAACAGTGGCAAACATAAATACTGTGCGAAAACAGTGCTCA

ATTATAAATATGCAAGTACCGAAGATCAGACAAAATTTGGCCAACAAGCGATAA

AAGCAACCAGGAATCAGCTTAGCTAAAAGGGGGTTCGTAGAAATCCATGAAACA

ATTTATGAACGCATGCATCCATGCATATTTGTCAAATTAACAATTTTTTTTCCATA

TGTACATGCACAGTGACACATTAACATTACCTTCACTTCCGGCTCCACGGGGACT

TCCATACCAAGTTGCTCCGGCCGGCAACCAGTCACGTCCGGCCATTGGCAAATCA

AAGCGTTTGGTTTGGAAGCAGAAGCTCAAAGTAAAGAGGCATGACAAGCTTAGA

AAAGTAGCCAGGAGAGAAGTAGCCATCTCTCTATGCTCACTCTCCTCCGACTACA

GGTCTTAGGATATTAGTCGTTACTAGCTAGTGGTTTGATAGCTTTATTGGAAGGTG

CTCGGCCATTTATAGAGGAAGAATGTGGCATGTTACACGCGGCCCCTTCAACACC

TTGCACCGAATTCAACCGTTACCTACTGTGCACCCACATGGGATGCCTTCTTCTGC

CAGGCATTGGAAATTTTTAAATGGATAGGAGTTTCTTTTATTTGGGTTTGCCTCTA

CCTTAAAACTCGGAGGACCTACCATTGTGATTCCCTTATGATCGGTGGTGTACCCC

AGAAGAATATAACGTAAAGAACAAGCTAGGAAAACTAATTTTTAAATATACGAA



GGTAATGAAAACAGTATTTTACTTATGGAGTAACATAATTTGTGTCGTCAATTGG

TCATCTAAGCATTTTTGAGGAGGGAAAAGGGTTGTCAGGGTGTCAAATCAAATAA

AAGTAGAGATTCATGAAAGAAATGTCAATTTTGTCGGAAATGCAAAAAAGAAAA

TTAAAGAAGAATAACTAATAGTGAAAATTAACAAAAAAATAAAATATATAA 




