
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010923649 

Gene Model: XP_010923649.1 

Description: EgEXPA-14 

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-14 

MAMGAVSVANLAILILLASGVIAGGGWDTGYATFYGDMSGGETMQGACGYGDLFK

QGYGLETAALSTVLFNNGLTCGACYELRCYHDPNWCFPRTITITATNFCPPNPTKPND

NGGWCNPPRKHFDLSMPMFGDLVKDYHAGIIPIQFQRVPCIKNGGVRFEIKGNPYWIL

VLVYNVAGSGDVHAVSVKGSKTGWMSMSRSWGQNWQTWVQLLGQSLSFRVMTS

DERVLQSDNVVPANWQFGQNFEGKQFQE 

CDS (coding sequence) 

>EgEXPA-14 

ATGGCCATGGGTGCGGTTAGTGTTGCAAACTTAGCTATTTTGATACTTTTGGCCTC

TGGGGTGATCGCCGGAGGAGGTTGGGACACCGGCTATGCTACTTTCTATGGAGAC

ATGAGTGGCGGGGAGACGATGCAAGGAGCTTGTGGATATGGTGATCTCTTCAAG

CAAGGTTATGGCCTTGAGACAGCAGCTCTGAGTACGGTTCTCTTCAATAATGGTC

TCACTTGTGGTGCATGCTATGAGCTCCGATGCTACCATGATCCCAACTGGTGTTTC

CCAAGGACTATCACCATCACTGCCACCAACTTCTGCCCTCCCAACCCCACAAAAC

CCAACGACAATGGTGGCTGGTGCAACCCACCCCGCAAACACTTCGACCTCTCCAT

GCCCATGTTTGGAGACCTTGTGAAGGACTACCATGCAGGGATAATCCCCATTCAA

TTCCAAAGGGTCCCTTGCATCAAGAATGGTGGTGTGAGGTTTGAGATCAAGGGCA

ATCCTTACTGGATCCTTGTATTGGTATACAACGTAGCCGGCTCCGGAGACGTCCA

TGCTGTCTCGGTGAAGGGCTCAAAGACTGGGTGGATGAGCATGTCAAGGAGCTG

GGGCCAGAACTGGCAAACTTGGGTGCAATTGTTGGGGCAGAGCCTGTCATTCCGA

GTGATGACAAGTGATGAGAGGGTGCTGCAGTCTGATAATGTAGTTCCAGCAAATT

GGCAGTTTGGTCAGAATTTTGAAGGGAAGCAATTCCAGGAATGA 

Nucleotide 

>EgEXPA-14 

AGAAATGGAAACTGCCAGTTTATTCATTCTGAGTTTTCCCCTGTAGGGAATGAAT

AATGAATGAAGCCCCTCATATTCTTGGTTTATTTAGTTACAACCATCATTGTGATG

TCACAAATTCATATAGCAGTTTTACTTAATTGTACACAATCAACCACCACCTTGGA

TCAATCTGTGTAAAATGGGGTAACAATATACCGGCATTTTTTAAAAAAAATCCTT

CAATCTCCTCTCTTTGTTGCAAAATTTCTTATTTAACTTCGTAGATGATATTTAGAT

TTGTTGATCCTATGATGCACTGCTAAAATGTTATATGTATTCTCTTGTAAACAGAG



CAAGCTTTAATCAAAAAAAGAAAAAAGAAAAAAGAAAACAGAGCTAGTTCTTTA

ATTACATTATTGTGATTATTATTTGGCCGAAAACGATGCTCGAACCATCATTCATT

CAATCAGAAGATGAAACTAAATCACTACATTGATGGCCATTATTGTCAATTACAC

TCATTCCTGGAATTGCTTCCCTTCAAAATTCTGACCAAACTGCCAATTTGCTGGAA

CTACATTATCAGACTGCAGCACCCTCTCATCACTTGTCATCACTCGGAATGACAG

GCTCTGCCCCAACAATTGCACCCAAGTTTGCCAGTTCTGGCCCCAGCTCCTTGACA

TGCTCATCCACCCAGTCTTTGAGCCCTTCACCGAGACAGCATGGACGTCTCCGGA

GCCGGCTACGTTGTATACCAATACAAGGATCCAGTAAGGATTGCCCTTGATCTCA

AACCTCACACCACCATTCTTGATGCAAGGGACCCTTTGGAATTGAATGGGGATTA

TCCCTGCATGGTAGTCCTTCACAAGGTCTCCAAACATGGGCATGGAGAGGTCGAA

GTGTTTGCGGGGTGGGTTGCACCAGCCACCATTGTCGTTGGGTTTTGTGGGGTTG

GGAGGGCAGAAGTTGGTGGCAGTGATGGTGATAGTCCTTGGGAAACACCAGTTG

GGATCATGGTAGCATCGGAGCTCATAGCATGCACCACAAGTGAGACCATTATTGA

AGAGAACCGTACTCAGAGCTGCTGTCTCAAGGCCATAACCTTGCTTGAAGAGATC

ACCATATCCACAAGCTCCTTCTGCATTAGAAAAGATCATGAAAATGTTGGGACTC

TTATGAGCATTAGGACTCTTTTTTGAAAAGAAATGAAGCTATTACTCCATAAGAA

TAGGCTATATATATATAATAAAAAAAAAAAACATTGAAACAATTGGTCTCTCTCA

TTAAACCTATCAGTTCCTCCCCCTAATGCTTCTCTCATCCTTCAATGGTGCATTGA

ACGTGCAGCAACGCAGCAACCTTTTTTTTTTAGAAGGAAAAGGAAGGTTAATACC

ACCCGGCTTTTATTCAAATCAACATGCAGATGATCAGAAAATTACAAAGGATCAT

AAAAGCTGAAGTACTGCAGAAGAACAATACCGGATTACAGATTCTATGCATCTCC

CGCATACCGAGATCAAAGAACACAGAAAAAAAGATGCCCATTGAGACACAGTTC

TTAGACATTGAACCTCCTGAAAGCCTAGGAAGATTCCCAAAGGGAACTGTCCTAA

TTGGCAACTCCCAGTCACAGATCAGCAAGCAAATCAACTAGACTTTTTGATCTTG

TGCCAACCCAACTTAACGCAGCAACCTTTTTAGTAACACCATTTTGCCACTTTTGT

TATTAGTAAGGTTTTAAATCCCGTGGATGGGGCTGTCCCGATTGTTTTATGGAACG

GGAGGTGTTGCCATCCCATTTTAATTATCCTAATATTAAGATCGGAGATGTCCTGA

GATGTATCAATTGAAATATTGGGACAATGATGGGATGGTCTTATCTTGATATATT

GGGATAGTGCTCTATCCCAATGTCCTACGGGATATTCCATCGGGACTTGAATCCTT

AATCTCTAGTACTAATTTGCTACAACCCCTCATTTGTGAACGTGGAGCACGCAAA

AAAAAAAATCTAGAGATGAAGACTCAAAGAGGAACATGTATAAATATAGACAGA

TATGAATACCCACGCATCGTCTCCCCGCCACTCATGTCTCCATAGAAAGTAGCAT

AGCCGGTGTCCCAACCTCCTCCGGCGATCACCCCAGAGGCCAAAAGTATCAAAAT

AGCTAAGTTTGCAACACTAACCGCACCCATGGCCATCTGTCTCTAAACTCTCCCTT

TCTGTCCTTTCTAGTTGTGTGGGAACTAACTTGGTGAGCTCGTATTTAAAAGCAAG

AAGAAGAGAGAAACTAACGAGCAGAATCTGATCTCATTAACTCTAAACATCTCA

AATATCCAATAGGATTTCTCCGTGAGTTATGATATGAAGGGAAAGGATTAATACA

AATTAATAGAATGCAGAGTGAGACAGAAGGGTTAATCTGTTAATGTTAAGAAGT

CTCAGAGTCCTGACACTGAACCTTTCAATTTATATTATAGCACGGTCAGTCAACTT

GCAACAGTAGAGGTACGCAATGCCACTGTTTTCCAAAGTCGTTGTGAGTCAACGG

GCTTGTTATGAATCTTGTTTCAACCCTAGTTGCTAGAAGTTCCAACGACTATAGGA

ACATGGGGCCGCTTTGATTGATTGGATAACTCTATGGTAGGGGTGGCAATCAGAT

TGAGTCCGACCAGATATAGATTAGGTTGGAGATAGAATA 




