
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010917068 

Gene Model: XP_010917068.2 

Description: EgEXPA-05 

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-05 

MVLECYKRSLVFLCRGMAFIGLVLFGFLPFVTAAHGYGGGWSSAHATFYGGSDASG

TMGGACGYGNLYSQGYGTNTAALSTALFNSGLSCGACYEIRCVNDRQWCLPGSIVV

TATNFCPPNSALPNDAGGWCNPPLQHFDLSQPVFQHIAQYRAGIVPVAYRRVPCRKR

GGIRFTINGHSYFNLVLITNVGGAGDVHAVSIKGSRTGWQPMSRNWGQNWQSNAYL

NGQALSFKVTTSDGRSVVSYNVVPAGWSFGQTFSGGHFR 

CDS (coding sequence) 

>EgEXPA-05 

TCTCTTTTGCCCACCTGTTCTTCTCCTTCTTTTTCTCTTCTTACACTCATCATTCGAA

GTAATCATTTTTCTCCTATGCTCATCATTTATCAATGGTCTTAGAATGTTATAAAA

GATCCCTTGTCTTTTTGTGCAGAGGAATGGCTTTTATTGGGCTTGTTTTGTTCGGTT

TTCTCCCTTTTGTCACTGCTGCGCATGGGTATGGAGGGGGATGGTCCAGTGCCCAT

GCGACCTTCTATGGAGGAAGTGATGCTTCTGGGACAATGGGTGGGGCTTGTGGTT

ATGGTAACTTGTACAGCCAAGGGTATGGGACTAACACTGCAGCTTTGAGCACTGC

TCTGTTTAACAGTGGATTAAGCTGTGGGGCTTGTTATGAGATAAGGTGTGTAAAT

GACCGCCAGTGGTGCCTGCCAGGTTCCATTGTGGTCACTGCCACCAATTTCTGCCC

ACCCAACTCTGCCCTCCCCAATGATGCTGGGGGCTGGTGCAACCCTCCCCTGCAG

CATTTTGATCTCTCTCAGCCTGTGTTCCAGCACATTGCTCAATACAGGGCTGGTAT

TGTACCTGTTGCTTATAGAAGGGTCCCATGCAGGAAGAGGGGGGGCATCAGGTTC

ACCATCAACGGTCACTCCTACTTCAACCTGGTGCTCATCACCAATGTTGGAGGTG

CTGGAGATGTGCATGCAGTGTCCATCAAAGGATCCAGGACTGGGTGGCAGCCAA

TGTCCAGGAACTGGGGCCAGAATTGGCAGAGCAACGCCTACCTCAATGGCCAGG

CTCTCTCCTTCAAGGTCACAACCAGCGACGGACGCTCTGTGGTCTCTTACAATGTG

GTTCCTGCTGGCTGGTCTTTTGGCCAAACCTTCAGTGGGGGGCATTTCCGTTAAAC

CTTTGAGAACCCCTCCTCCTTCTATCTTCCAAGCTTATAGTAGGCAGTCTCATTAA

ATGTCTGGGGTATATGTTGAAGTTAATGTGCCATTAGGAGTAGAAGAATGATGGG

TCAAGATTAGAAGGGCTTATTTTAATATGGCTCTTCATAGTATCTGGTTGTGGGTT

TCTCTATGCCTTCTTTCCAGGCCTTAAGAATGCTCTTGAAGGAGAAGAAGAGGGT

GGTGTTCGGCTTCTCTCTAGGGGCAAAAGTTGGCAGTGGAGGACTCTTTACCACC

CACCAAGTAGCATGTAGGGAGTTTGAACGGTTTTGGCTTCTTTTCTCTGTGTTCCT

TGGTTCTCTGGTGGTGAGCCTCTTAAAGGAAGAAAGCGCCCTTCCGAGGTTATGT



GATCAGCTGCTTCCTGAAAGGCTTTTGTAATATTGAGCCATGTGTATGGAAGTTC

AAATCTATAGTCACCTATTAATGAAAAGTAATGTTATAATTGGGTG 

Nucleotide 

>EgEXPA-05 

AGAGAGTCGTGATCACCTGGCTTGCCAAGTGAGTCGCCCCTTTTTGATGCATCGG

ACATTTTCCGTTGGAAGGGACCTTTATGGTAACATCCAGAAGGGATTGTTACGCT

GGTATCCCCTCTTCCGATTATATAACAAAAAAAAAAAAACACCACACATTTTAGC

AATTATGAATACAACTTACGACATATAGTACCATACAATATTTAATAGATACCAC

ACCATTTAATTATTGAGATAAATGACTAGCAAACAGTATGATTGTACATACTATG

CATGGTATATTATTGATAATAGCTGTCCATCTCATTAACAACTGTACAGCACTCTT

AGTGCAAAATGCACACTGCAAAAATCCTAAATCAAAAAAAAAAAAATACATCCA

TCATGATCCACCTACATAGCTAATGTTTAGATAACATGATTAGCATAATTAAGAC

ACTTTAAACACCTTAAATCACTCTAAAATCGGAAAATGAGAATGAAGATCTCAGT

ATTGGCACCCAATTATAACATTACTTTTCATTAATAGGTGACTATAGATTTGAACT

TCCATACACATGGCTCAATATTACAAAAGCCTTTCAGGAAGCAGCTGATCACATA

ACCTCGGAAGGGCGCTTTCTTCCTTTAAGAGGCTCACCACCAGAGAACCAAGGAA

CACAGAGAAAAGAAGCCAAAACCGTTCAAACTCCCTACATGCTACTTGGTGGGT

GGTAAAGAGTCCTCCACTGCCAACTTTTGCCCCTAGAGAGAAGCCGAACACCACC

CTCTTCTTCTCCTTCAAGAGCATTCTTAAGGCCTGGAAAGAAGGCATAGAGAAAC

CCACAACCAGATACTATGAAGAGCCATATTAAAATAAGCCCTTCTAATCTTGACC

CATCATTCTTCTACTCCTAATGGCACATTAACTTCAACATATACCCCAGACATTTA

ATGAGACTGCCTACTATAAGCTTGGAAGATAGAAGGAGGAGGGGTTCTCAAAGG

TTTAACGGAAATGCCCCCCACTGAAGGTTTGGCCAAAAGACCAGCCAGCAGGAA

CCACATTGTAAGAGACCACAGAGCGTCCGTCGCTGGTTGTGACCTTGAAGGAGAG

AGCCTGGCCATTGAGGTAGGCGTTGCTCTGCCAATTCTGGCCCCAGTTCCTGGAC

ATTGGCTGCCACCCAGTCCTGGATCCTTTGATGGACACTGCATGCACATCTCCAG

CACCTCCAACATTGGTGATGAGCACCAGGTTGAAGTAGGAGTGACCGTTGATGGT

GAACCTGATGCCCCCCCTCTTCCTGCATGGGACCCTGCGGTCCAAAAGCAAGCCA

GCAGAGAGAAAAATAAGGATGGTAGTAGTGGGAATGACTAAAGAAGAGAAAAC

ATTATATGCGGTGATAAGAAGTAGACAGCTTGGCATAAGCAGGAGGAAGAAAAA

AGGCAGCAGGCTGACCCACAACATTTTACTGGTGTTCTTATAATATGTGACAATT

GGTCAGTCCATATATCACCTTGCTATGAACGATAGTCAATTTGGAAGGATGAATA

CCAATAGTCATCGAGTAATATAATTATGAAGCTGATCCCCCGCAAAGATCAATAA

TTTTCTTTGGAAATGTGTTGAGCTCAATGAGCAATGCTAGTATATCTAAGATCACA

AAGAGGAATTACTATAATACATGAAAGCTTAACAAACCCCACAGAGAGCAGAGG

TTGCTTTTTATGTATGTCTGTCAGATCTGTAACCATAAAACTTATGTAAAGTAAAT

AATACAAGATTCCATAGCAGGTGTAATCTGTTAGCCGCAAAATGTGACTTAAGAT

TTAGGAAGGTATCACCTAAACCCCAAGAGTAGGGGACTAAGCAAGTTCTTATATT

TTTTAGAAATACAATGGGATGCCATCACCCTGGCTTTGAACCAGGGACCTTTCGC

ATGTGAAACATGCCAACCAACTAATCTGAGTCTGGTTGGTTAGCGACTAACAAAT

AGACATGATTGCAATTATAGAATCAATGACATGGCAAGATTAGAAAGAGGAGAA

ATTAAAAAAAAAATCATTGGAAAAAATAAATGAATAAATAAATAAGCATGTAGT

TCAAAAACAAATGTTCCCACCTTCTATAAGCAACAGGTACAATACCAGCCCTGTA

TTGAGCAATGTGCTGGAACACAGGCTGAGAGAGATCAAAATGCTGCAGGGGAGG

GTTGCACCAGCCCCCAGCATCATTGGGGAGGGCAGAGTTGGGTGGGCAGAAATT



GGTGGCAGTGACCACAATGGAACCTGGCAGGCACCACTGGCGGTCATTTACACA

CCTTATCTCATAACAAGCCCCACAGCTTAATCCACTGTTAAACAGAGCAGTGCTC

AAAGCTGCAGTGTTAGTCCCATACCCTTGGCTGTACAAGTTACCATAACCACAAG

CCCCACCTGCCAGGAAATAGTGATAAATGGTCATTACTCATTACACTTGCATGGT

AGCACAATTAGTCTCTCTCTTACTGTAATGCCATCCATGTCTTGAGAACCATAACA

ATGCAAAGCATACCCATTGTCCCAGAAGCATCACTTCCTCCATAGAAGGTCGCAT

GGGCACTGGACCATCCCCCTCCATACCCATGCGCAGCAGTGACAAAAGGGAGAA

AACCGAACAAAACAAGCCCAATAAAAGCCATTCCTCTGCACAAAAAGACAAGGG

ATCTTTTATAACATTCTAAGACCATTGATAAATGATGAGCATAGGAGAAAAATGA

TTACTTCGAATGATGAGTGTAAGAAGAGAAAAAGAAGGAGAAGAACAGGTGGGC

AAAAGAGAGAAGGCTTGATGTCTTTGTGAAGATAGGAGAGGAAGATGGGAGGCC

TTAAATAGATGTTGGAGCAGGCAAGTTGCATGTTTTTACCCCACTTTTCCAAGTTC

CAGCTGACACTTGGGACTTCTAAAGTGGTATGGTAAGAGAAAAACCAGATTTGAT

GGCAAGAAAGGTGGTTTTAGGATGGAAACCGCGTGGTTTTGGAGTTATCCTGGAG

ATATGAAACCACCCAAAGTCCACCAAAACTAGGTGGCATTGCTTCTAGGACTGTG

GGCAAAGCTACAAGGGCCACATGCATGGGCCCTGCATGCTGCTAGGTGACTGCG

AAGCTCTTCGTTCTACGATTTTTTTAGCTTCTTCCAAGGTTATTAGCTCTTGTTTGT

CCATGGACTTGTTAATAGGAAACATTTTCACTGTGGTGAAATGGACAAGGAAAGC

ACAAAAGTTAAGGACACAGACCACCAAAAGGGAATATAGAAAAGAGTACAGCG

ACAACAACTGCCGC 




