
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010931357 

Gene Model: XP_010931357.1 

Description: EgEXPA-16 

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-16 

MAIPKCSLTIALFLLFSSSLLVPGILGDSSWQSAHATFYGGGDASGTMGGACGYGNLY

SQGYGTNTAALSTALFNNGLSCGACYEMKCTDDARWCLPGTIVVTATNFCPPNYAL

ANDNGGWCNPPLRHFDLAEPSFLQIARYRAGIVPVSFRRVPCVKKGGVRFTINGHSYF

NLVLITNVAGAGDVHAVSIKGSKTGWQAMSQNWGQNWQSNAYLDGQSLSFQVTAS

DGRTITSYNVVPAGWQFGQTFEGVQF 

CDS (coding sequence) 

>EgEXPA-16 

TCCCTTTACAAGCAAACTAAATCCCATCTTTCCTTTCTCTTTCTATTAGCTACATTC

CTTCAGAGAACCTCTCCAATGGCAATCCCAAAATGCTCTCTCACCATTGCTCTCTT

TCTCCTCTTCTCCTCCTCCCTCCTCGTGCCCGGAATCTTAGGGGATTCGAGCTGGC

AGTCCGCGCATGCCACGTTCTACGGTGGTGGCGATGCGTCAGGAACAATGGGAG

GGGCTTGTGGTTATGGCAACCTCTACAGCCAAGGTTACGGCACGAACACCGCCGC

GCTTAGCACGGCCCTCTTCAACAATGGTCTCAGCTGCGGCGCATGCTACGAGATG

AAGTGCACCGACGACGCCAGGTGGTGCCTCCCTGGGACTATCGTGGTCACTGCCA

CCAACTTCTGCCCTCCAAACTACGCCCTCGCTAACGACAACGGAGGGTGGTGCAA

CCCTCCCCTCCGGCATTTTGACCTGGCAGAGCCCTCCTTCCTCCAGATCGCTCGGT

ACCGGGCCGGGATCGTGCCCGTGTCCTTCAGAAGGGTGCCATGTGTCAAGAAGG

GTGGTGTTCGGTTCACCATCAATGGTCACTCCTACTTCAATTTGGTCCTGATCACC

AACGTCGCGGGTGCAGGCGACGTGCATGCTGTGTCCATCAAGGGATCCAAGACT

GGGTGGCAGGCGATGTCGCAGAACTGGGGCCAGAACTGGCAGAGCAATGCATAC

CTTGATGGACAGAGCCTCTCCTTCCAAGTCACCGCAAGCGATGGGAGGACTATCA

CTAGCTACAACGTCGTGCCTGCCGGGTGGCAATTCGGGCAGACCTTCGAAGGAGT

ACAATTCTAATTTCCAAGCAGAACAAGGCTAGCAAGCCTAATTATCAATATCTTG

TAGTATTTGTATTGGCTAATATTAGATTAGGAGAGATTGAAAGAGTGTCTTGTAT

CGAGAGAGGTATGGTTACGCCGAGGTTGCTATCATTTAGCACCCGCAAAGGCTTA

AGCGGTATAGATGGACATATAGACAGAAGAGATGTAAAATTGTTTTCAGTGTCTT

GCTCTAGTGCATAGGTTGCCCGAGGCCTGGGATTGTAGGGATGGGGAAGTTAGGC

GAGCACCTTTCTCGGGTTGGCCCGCGTCCTCGTCATATGGTTAAGGGATGTGTTTA

TGAGAATGCTATTTAGCCCGCATGATGGGTAACAAGCTGTTCTGTAGACATACAG



ATGCTTGTCATTTGTCACTTAACATCGTTTGCCTCTTCTGGTACAATATATTACTA

GGACCAAAGTCAAATTTGGCTGAGCT 

Nucleotide 

>EgEXPA-16 

AGCATGTGAAATCGAAGAACTTCTCTCATCTCCGTACAGCACCAATCGAGAACGA

TGAGACATTTCTTGGTGACATCTCAGGTGCAGATATGGTCACTGGAGCTCATCTA

GGTGTTTGGGACATGAAAAAATTTGCTTACCAATGATGACAACGAACCAGGATTT

TGATGGGGATCGAGGGACACGTTTCAAAAATCGTCATGTCTCATGCAACCTCCGA

TCATTTTTTATACTTAAATTAGAGGTTGGTTTAGTTGTCGTACTCCCGTTCTTAAG

GTTAAATTTTTTTGGGGACAGAATCCAAAATTCTGGACCGCATAATTATAGTATG

AGCGGGTCTTTATCTCTCTCCCAGAAAAGATTCAAAAAAAATTAGTTGAAGTGAA

AAAAAAAAAGGAATGGAAGATTTGTGTGACATCCAGTAAAAATTAAAAAAAGAA

GCGTAAAATGTCGTCAGACTTGCATAAAAAAAAAAGAGCCACCAACCCAATCAA

TTCATGAGCTCAGCCAAATTTGACTTTGGTCCTAGTAATATATTGTACCAGAAGA

GGCAAACGATGTTAAGTGACAAATGACAAGCATCTGTATGTCTACAGAACAGCTT

GTTACCCATCATGCGGGCTAAATAGCATTCTCATAAACACATCCCTTAACCATAT

GACGAGGACGCGGGCCAACCCGAGAAAGGTGCTCGCCTAACTTCCCCATCCCTAC

AATCCCAGGCCTCGGGCAACCTATGCACTAGAGCAAGACACTGAAAACAATTTTA

CATCTCTTCTGTCTATATGTCCATCTATACCGCTTAAGCCTTTGCGGGTGCTAAAT

GATAGCAACCTCGGCGTAACCATACCTCTCTCGATACAAGACACTCTTTCAATCT

CTCCTAATCTAATATTAGCCAATACAAATACTACAAGATATTGATAATTAGGCTT

GCTAGCCTTGTTCTGCTTGGAAATTAGAATTGTACTCCTTCGAAGGTCTGCCCGAA

TTGCCACCCGGCAGGCACGACGTTGTAGCTAGTGATAGTCCTCCCATCGCTTGCG

GTGACTTGGAAGGAGAGGCTCTGTCCATCAAGGTATGCATTGCTCTGCCAGTTCT

GGCCCCAGTTCTGCGACATCGCCTGCCACCCAGTCTTGGATCCCTTGATGGACAC

AGCATGCACGTCGCCTGCACCCGCGACGTTGGTGATCAGGACCAAATTGAAGTAG

GAGTGACCATTGATGGTGAACCGAACACCACCCTTCTTGACACATGGCACCCTGC

ACATTGCATGGCTTAATGAACTCACTGACGCTTTTTTTGGTGGACCATGGAAATAT

ATAAATTACATGAGAATAGCTAAAGTAGAAAATGCCAAGATGGTACAACTGGCT

CTAGGTGACTGTCAAGAACTAGTATGAGGCATAGAGCCTCGGAGCCCACCACCA

GATGACCCAATTTGGTCCTGACACAAACCCAGAAACTAAGACCGGTTGGGCTCGT

TGGTGTTGGGTTCATGAGTGGGACATGGCTCACCTTCTGAAGGACACGGGCACGA

TCCCGGCCCGGTACCGAGCGATCTGGAGGAAGGAGGGCTCTGCCAGGTCAAAAT

GCCGGAGGGGAGGGTTGCACCACCCTCCGTTGTCGTTAGCGAGGGCGTAGTTTGG

AGGGCAGAAGTTGGTGGCAGTGACCACGATAGTCCCAGGGAGGCACCACCTGGC

GTCGTCGGTGCACTTCATCTCGTAGCATGCGCCGCAGCTGAGACCATTGTTGAAG

AGGGCCGTGCTAAGCGCGGCGGTGTTCGTGCCGTAACCTTGGCTGTAGAGGTTGC

CATAACCACAAGCCCCTCCTATATATAAAGACACAACAACATCCCCATTAGAAGT

GATCAAGAAAGAATCAGACGTTGTTAGTGCAAAAATTTGTAGGCTTAGTTAATCA

CCCATTGTTCCTGACGCATCGCCACCACCGTAGAACGTGGCATGCGCGGACTGCC

AGCTCGAATCCCCTAAGATTCCGGGCACGAGGAGGGAGGAGGAGAAGAGGAGA

AAGAGAGCAATGGTGAGAGAGCATTTTGGGATTGCCATTGGAGAGGTTCTCTGA

AGGAATGTAGCTAATAGAAAGAGAAAGGAAAGATGGGATTTAGTTTGCTTGTAA

AGGGAAGGGAAGTGTATTTATAGGAGAGGGAGGGATGGGGGGGCGTTCCATAAA

TTTCTTTGTAAAGGGAGACAGGTCTCGCGGTTCTCATGTCCGAGCAGCGCACAGC



CTTTGAAACGGACGGCAGAAAATAACAAATCGGACGCACATGCAGCTGGTACCG

TTGAGGGCCGACTGGTGAGGCCATGGACCCCCTCCCCTACTCTGGACGCTTGCAT

CCGTCTCTCTTCGTGTCACCTTCCAAAATAAGCCACATCGACCCACGTATTTGATG

CTTATATTGTTATGTGCATATATTAGATTAACTATGGTAATGTTACCATATTTACA

ATTAATCAGACCACAAACATTAAGACAACCATAGAGTTCATCCGTCTAAGACCCA

AATGCAAAGAGAGTAGAGGAAGAATTCCGGTGAAGCAACATCGCAAACAAAGA

GCCTTGGTCTGAAGAGTACAGAGTTTTGAAGGAACAGAGAGTCTTTAGCTTTGTC

CAGATACTCATA 




