
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010939619 

Gene Model: XP_010939619.1 

Description: EgEXPA-02 

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-02 

MAKISIAIVCVAATAWLMASGAMAQVSEWDTATAAYYGDATGRDSLGGACGYGNL

FKQGYGLETAAVSKALFNDGSTCGACYEIRCYNDSRWCAPGSITISATNFCWPHPASS

NESASRCNPPRKHFDLPQPMFFKLVNDYRASIIPVQFRKVPCVKKGGIMFEMMGDPD

FIQVLVYNVGGSGDVGLVWVKVNGADERFWQMDRVWGGIWRTNLRLVGYSLSFK

VSSSDYKKEVQSDNVIPANWTFGQRFEGKQF 

CDS (coding sequence) 

>EgEXPA-02 

ATGGCAAAAATCTCTATTGCCATTGTTTGTGTTGCAGCTACTGCCTGGCTCATGGC

CTCTGGAGCCATGGCCCAAGTCAGTGAGTGGGACACCGCAACTGCCGCTTACTAT

GGAGACGCGACGGGAAGAGATAGCTTGGGAGGAGCGTGCGGATACGGCAATCTC

TTCAAGCAAGGGTATGGCTTGGAGACGGCAGCTGTAAGCAAAGCCCTCTTCAACG

ATGGTTCCACGTGTGGAGCGTGCTACGAAATCCGGTGCTACAACGACTCACGGTG

GTGCGCCCCCGGCAGCATCACCATCAGCGCCACCAATTTCTGCTGGCCGCATCCC

GCCTCTTCCAACGAGTCCGCCAGCAGGTGCAACCCACCCCGCAAACACTTCGATC

TCCCCCAGCCCATGTTCTTCAAGCTGGTGAACGACTACCGCGCCTCGATCATCCC

GGTGCAGTTCCGGAAGGTTCCCTGCGTCAAGAAAGGTGGCATCATGTTTGAGATG

ATGGGCGACCCCGACTTCATCCAAGTGTTAGTCTACAACGTGGGAGGCAGCGGA

GACGTGGGGTTGGTCTGGGTGAAGGTGAACGGGGCGGATGAGAGGTTCTGGCAA

ATGGATAGGGTGTGGGGCGGCATTTGGAGGACCAATCTGAGGTTGGTAGGTTATA

GTTTGTCATTCAAGGTGTCCTCAAGTGATTATAAGAAGGAGGTGCAGTCAGATAA

TGTCATTCCGGCCAACTGGACTTTTGGGCAACGCTTTGAAGGGAAGCAGTTCTAA 

Nucleotide 

>EgEXPA-02 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN



NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCTAGTCACGTTAATTCTTT

ACAATTAAAGATATTTTTCTCCTATAAATAGCATCTAGTTTTGACCATTTTGATGA

ACTGATAGCAAGACAAGAGAGTGGAGATGGCAAAAATCTCTATTGCCATTGTTTG

TGTTGCAGCTACTGCCTGGCTCATGGCCTCTGGAGCCATGGCCCAAGTCAGTGAG

TGGGACACCGCAACTGCCGCTTACTATGGAGACGCGACGGGAAGAGATAGCTTG

GGTGAGTATTCTTTTTGTATCTTCAGGAAAATAATTTACTAGTGGTATATATAAAG

GTTAGCTAGTTTGCAACTAAAAATTAATGTCGATACATTGTTTTGAGAGCCTTTTT

TTTTCTCGTTACTCTTCTTTGATTATTTCAAAATTTCAAATTGAAGGCGGATGCGG

TTTTCCCCAAAATAAAAAAAGAGTAGAGGATTTCTCATTATACATTTTTGCCGTG

GTAAAAGGAAGGATGAAAAGCTCATTATAATTTTTATCAAAAGATATACAAAAT

ATTTGTAATTTGAGATGCAAGATATGCAAGTTCTTAAAAAGTTTAGAATCAGGAT

CTTTATATTGTGTTTTTCGGGCAATCTATGAATCAAACATGTGTGACATGATATGT

TTTGGTTCTTGCTCTAACATTGAAATAAAAGGAGTATGTAATGCATCAGGGCATG

CCTTTTTTTTTTTATACTCCTCATAAATCATATTTTTTGAATCAATTTAGAATAAAA

ACATTCATAAAAATCAGTAAATAAATATTAAAAAATTCAATAGCCTCTCCATATC

TCTATGTGCGTTATTTGATGGCCATCCATCTTATAAAATATGCTATGATGACCTAT

AGAGGATCCACGCTCTGTCATCCAAAATGTCCTTTGGCCGCAGCCATGCATATTT

GGTTTGCCAGTAAGAAGCCATAATGCATGATACGATCTGCCACCCCAACACCCTA

GATTTTCTTTTGCAAGTCCGGTGCTTCATGCAACAAATTACCTAGCTAGCATACAT

TATGTCCTTATGGATGATTACATGCAATCAAGATATACAGCAGCATCATGCAACT

GGGTTGATGCATGTCAGGTTCCTACATGCAATATATTTGGCCATTAGCTTCTCATT

TTTTTTTGCCCCGAACAGCATCAATCACCTGTGTCCTAGCTTAGTTACATACATAC

ATACATACATATGTGTCCTTGCTTAGTTACAGATGCCATTTAATTTGCAAGTTTGC

GTTTGGCCTTTGAAAACCCATATACCTCTCTGATTCCTTAATTTCCTTCCACTCAA

ATTAACAGGAGGAGCGTGCGGATACGGCAATCTCTTCAAGCAAGGGTATGGCTT

GGAGACGGCAGCTGTAAGCAAAGCCCTCTTCAACGATGGTTCCACGTGTGGAGC

GTGCTACGAAATCCGGTGCTACAACGACTCACGGTGGTGCGCCCCCGGCAGCATC

ACCATCAGCGCCACCAATTTCTGCTGGCCGCATCCCGCCTCTTCCAACGAGTCCG

CCAGCAGGTGCAACCCACCCCGCAAACACTTCGATCTCCCCCAGCCCATGTTCTT

CAAGCTGGTGAACGACTACCGCGCCTCGATCATCCCGGTGCAGTTCCGGAAGGTT

CCCTGCGTCAAGAAAGGTGGCATCATGTTTGAGATGATGGGCGACCCCGACTTCA

TCCAAGTGTTAGTCTACAACGTGGGAGGCAGCGGAGACGTGGGGTTGGTCTGGGT

GAAGGTGAACGGGGCGGATGAGAGGTTCTGGCAAATGGATAGGGTGTGGGGCGG

CATTTGGAGGACCAATCTGAGGTTGGTAGGTTATAGTTTGTCATTCAAGGTGTCCT

CAAGTGATTATAAGAAGGAGGTGCAGTCAGATAATGTCATTCCGGCCAACTGGA

CTTTTGGGCAACGCTTTGAAGGGAAGCAGTTCTAATGGGGACAAACTTGGCGATA

GTCTGAGTTAATTAAGTTGTAGCTCTTTAACCTGCTAACGTTTGAGTGGGTAAAG

ATCATTTTAGCGATCTATATATCTAAGCTGGTTTAAATAACCTGCCACTTCTTTTTT

GTTCACTCGGTTCTTCCGTCTTAATGAAATTCTCGTTCTACTTTGATAACCAGCTA

GCTAGCTTCAAAATTTTCGAACGATCTGTGATTGAATCCGCTTGCTTACCTAATGC

GTATGAGTAGTCAGTGGCATGGGTTGGTTTTGGATACTGAATTCAATCTCGTTTGA

AATTTAATTCAAGGTAGGTCTCAGAGTTGCTTCTAAGATTTGCCAAGTGTGTGGTC

TACGTTTTCATGTTTGACTTGGCCTCTCAAAACTTAGGGGCCTTCATTAGCATATG

GACTTATAGGCCGTACATTACAACATACAATGCAACGTTTATTAATTTATTGTTCC

CATTACAATTTCCACAGTTTAGACTTTAGTTT 




