
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010938009 

Gene Model: XP_010938009.1 

Description: EgEXPA-21 

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-21 

MASPKFSLSNSALSFFFFASLCFFASQALGDSGWQNAHATFYGGGDASGTMGGACG

YGNLYSQGYGTNTAALSTALFNNGLSCGSCYEMRCADDPQWCLPGSIIVTATNYCPP

NYALPNDNGGWCNPPREHFDLAEPAFLQIAQYRAGIVPISYRRVPCVKKGGVRFTIN

GHSYFNLVLITNVAGAGDVHAVSIKGSNTGWQAMSRNWGQNWQSNGYLNGQSLSF

QVTSSDGKTVTSYNVVPANWQFGQTFEGEQF 

CDS (coding sequence) 

>EgEXPA-21 

CCAAGCAACAAACACCTCCATTCCTTCGTACTCCTCTCCAATGGCGTCCCCAAAG

TTCTCGCTCTCGAACTCCGCCCTCTCCTTCTTCTTCTTTGCTTCCTTGTGCTTCTTTG

CATCGCAAGCCTTGGGGGACTCCGGATGGCAGAACGCACACGCCACGTTCTACG

GCGGTGGCGATGCCTCCGGCACGATGGGAGGGGCTTGTGGATATGGCAACCTCTA

CAGCCAGGGGTACGGGACCAACACCGCGGCCCTCAGCACCGCTCTCTTCAACAAC

GGGCTCAGCTGCGGCTCGTGCTACGAGATGCGGTGCGCTGACGACCCCCAGTGGT

GCCTCCCAGGCTCCATCATCGTCACCGCCACCAATTACTGTCCCCCGAACTACGC

CCTCCCCAACGACAACGGCGGGTGGTGCAACCCTCCCCGCGAGCACTTCGACCTC

GCCGAGCCTGCCTTCCTCCAAATTGCCCAGTACCGTGCCGGCATCGTCCCCATCTC

CTACCGTAGGGTCCCCTGTGTGAAGAAGGGAGGGGTAAGGTTCACCATCAATGG

CCACTCCTACTTCAACTTGGTTCTCATCACCAATGTCGCTGGGGCCGGAGACGTG

CATGCGGTGTCGATCAAGGGGTCCAACACCGGATGGCAGGCCATGTCGCGAAAC

TGGGGCCAGAATTGGCAGAGCAATGGCTACCTCAACGGCCAGAGCCTCTCCTTCC

AGGTCACCTCCAGCGACGGGAAGACCGTCACCAGCTACAACGTCGTGCCGGCCA

ACTGGCAGTTCGGCCAGACCTTTGAGGGAGAACAATTCTAGGCCTCCATTGTTAG

GGGGGTCTTAAGGGTTTGGGGTTTGGGAGGATGGCCTCTCTTTGACTTTGAGAGA

GGTTTGGGCCTGGTTGAATGCTGAGGTGGCTTTATTAGCACCCGCTGAGATGGCC

TAAATAGTAGACATATTAGACATAGATGGTCGTCTTTGTTTCTTGTTGGCAATTTA

GATTGAATGCCTTGTGGAGATTAAGAAATCAAGGCCTTGGGTGTATAGAATTGGA

ATCCTCAACATATTATAATATGATTGTGTGGGGGATGGTATGTCAATTAGAGGAA

AGTATGATGTTTGCTTTGTGTATTTCAAACATAATATTTGTAATCGATTGTTCTCC

AATAATAATAAGCAATTTATTAATTGCAGCAA 

Nucleotide 



>EgEXPA-21 

CAATTGTACCAAATAAAGAAACTTATTTCTTCGTAGTTTAAAAACCCAATCACCA

AGCCGTTCACGGCTGGTAGTCTTTGGACATAGAGGTAAATTAAAGGTGACCTGCT

TTTCATCATCAAAAAAAGAAGGCAAAAAAAAAAAGGGTGACCTGCTAGTCTTCC

TAAGCCCTATGATTGGACCTTGCTAGGAGGACAAAAGGCTCCTAGATATCCAACT

CAGATCTCCCAGATCTGGCGCCGACATGAATCTGAAATTTATGCAGCTTGGTCTG

TTTTGGATTCCATAAATCCTGGCTTGGTCATCTTGCCAGGATTGGTTAGTCCTGTG

ATGCCGAGCATCCATCACACGTTGCAAACTTGAACAAACCTGTTGTGCAAACAGG

TCAGGTTAAGGACCACATCTTTTTCCTGAGGCCAAATAGAATCCTCAAACATGGC

TTCTGGTCCATGTCAGAAGATCCTTAGAAAAAAATAATATAATAATAACGGAACA

ATCCATTGCTGCAATTAATAAATTGCTTATTATTATTGGAGAACAATCGATTACAA

ATATTATGTTTGAAATACACAAAGCAAACATCATACTTTCCTCTAATTGACATACC

ATCCCCCACACAATCATATTATAATATGTTGAGGATTCCAATTCTATACACCCAA

GGCCTTGATTTCTTAATCTCCACAAGGCATTCAATCTAAATTGCCAACAAGAAAC

AAAGACGACCATCTATGTCTAATATGTCTACTATTTAGGCCATCTCAGCGGGTGC

TAATAAAGCCACCTCAGCATTCAACCAGGCCCAAACCTCTCTCAAAGTCAAAGAG

AGGCCATCCTCCCAAACCCCAAACCCTTAAGACCCCCCTAACAATGGAGGCCTAG

AATTGTTCTCCCTCAAAGGTCTGGCCGAACTGCCAGTTGGCCGGCACGACGTTGT

AGCTGGTGACGGTCTTCCCGTCGCTGGAGGTGACCTGGAAGGAGAGGCTCTGGCC

GTTGAGGTAGCCATTGCTCTGCCAATTCTGGCCCCAGTTTCGCGACATGGCCTGCC

ATCCGGTGTTGGACCCCTTGATCGACACCGCATGCACGTCTCCGGCCCCAGCGAC

ATTGGTGATGAGAACCAAGTTGAAGTAGGAGTGGCCATTGATGGTGAACCTTACC

CCTCCCTTCTTCACACAGGGGACCCTACCAGATATTTATCACGTAGTACAGTTCAT

AAAGTCGATCACTTTTGAGATATGACTTGAGAGATTGGTTATATAGACAATGCTC

ACCTACGGTAGGAGATGGGGACGATGCCGGCACGGTACTGGGCAATTTGGAGGA

AGGCAGGCTCGGCGAGGTCGAAGTGCTCGCGGGGAGGGTTGCACCACCCGCCGT

TGTCGTTGGGGAGGGCGTAGTTCGGGGGACAGTAATTGGTGGCGGTGACGATGA

TGGAGCCTGGGAGGCACCACTGGGGGTCGTCAGCGCACCGCATCTCGTAGCACG

AGCCGCAGCTGAGCCCGTTGTTGAAGAGAGCGGTGCTGAGGGCCGCGGTGTTGG

TCCCGTACCCCTGGCTGTAGAGGTTGCCATATCCACAAGCCCCTCCTGCAACCAA

AAAAAACCAATTTGCACCAATGAGGAGAAGTTGGCAAGCAGCTAAATTAAACAG

CGAGCCAAGTCTTGTTATCCCGGAGAACAAATCGACTCACCCATCGTGCCGGAGG

CATCGCCACCGCCGTAGAACGTGGCGTGTGCGTTCTGCCATCCGGAGTCCCCCAA

GGCTTGCGATGCAAAGAAGCACAAGGAAGCAAAGAAGAAGAAGGAGAGGGCGG

AGTTCGAGAGCGAGAACTTTGGGGACGCCATTGGAGAGGAGTACGAAGGAATGG

AGGTGTTTGTTGCTTGGTTGGCGAAGGGGGGGAGGGAGGTGAGGGCTATATATA

GGGGAGAGGAGTATAAAGAGACGAAGGAGGTTGTTGTCACGCTGGCCCCGGGCA

AAGGCTTGGAACGGATTGCAGCGATTATGGAAATCAAGCGCACATGCAAATGTT

CTGGGTGAAGTACCAGCTGAGCCCAATTGGGGTCCTCACGCACATGCACCTCCTC

CCAAGGAATCTTCTCTCCGTGTCCCGGTCCAATTTTCCACCGCTACGAAAATATTT

TTATTTCTTTCTTTCTTTTTCTCTGAGAGCACCGCTATATAAATGTGATATTGATAT

ATATGAATTATTCTATCCAAGTATAGATGTGGATATAGAGGAGGCGTGGATATGT

CCATGTTCCAAATAATAATATTATTAATATAACTTAAGCTATCAAGGGAACTTTAT

ACAACTGCACAATTAAGTGCACTATGAAAGTACCAAATGGTTGGTAAAGATTACA

TTGAAGAAGCATGCAATTGTG 


