
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010910535 

Gene Model: XP_010910535.1 

Description: EgEXPA-23 

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-23 

MACLGFLLVSLLPLFSPAHGYGHGWGWSRAHATFYGGGDASGTMGGACGYGNLYS

QGYGTNTAALSTALFNDGLSCGACYEIRCVDDHRWCLPGSIVVTATNFCPPNNALPN

NAGGWCNPPLQHFDLSQPVFQHIAQYKAGIVPVAYRRVPCKKKGGIRFTINGHSYFN

LVLITNVGGAGDVHAVSIKGSRTGWQPMSRNWGQNWQSNTYLNGLALSFKVTTSD

GRSVVSYNVAPSSWSFGQTFSGGQLH 

CDS (coding sequence) 

>EgEXPA-23 

AAAAAACTGCCCCCCTGCCCTTCAAACATCTATTTATTCCCCTTCCCTCCCCAAAA

GCACAAACCATCCTCCACTGCCCCCTCCCCACCTCCATACCTGGTTCCTTCCCCTT

TTCAAAACTCCATTCCAAGCAGATGGCTTGTCTTGGGTTTCTTTTGGTGAGTCTCC

TCCCATTGTTCTCTCCAGCCCATGGGTATGGGCATGGATGGGGTTGGTCTAGAGC

CCATGCCACTTTCTATGGAGGTGGAGATGCTTCTGGGACAATGGGTGGGGCTTGT

GGCTATGGAAATTTGTACAGCCAGGGATACGGGACTAACACTGCAGCACTGAGC

ACTGCTCTGTTCAACGATGGGCTGAGTTGCGGGGCTTGTTATGAGATAAGGTGTG

TGGATGACCACAGGTGGTGCCTGCCTGGCTCCATTGTGGTCACTGCTACCAACTT

CTGCCCTCCCAACAATGCCCTCCCTAACAATGCTGGGGGGTGGTGCAACCCACCG

TTGCAGCACTTTGACCTTTCTCAGCCTGTCTTCCAGCACATTGCCCAGTATAAGGC

TGGAATCGTTCCTGTTGCTTACAGAAGGGTCCCATGCAAGAAGAAGGGGGGAAT

CAGGTTCACCATCAATGGGCACTCCTACTTCAACCTGGTGCTCATCACCAATGTA

GGAGGGGCTGGGGATGTGCATGCAGTGTCCATCAAAGGGTCCAGGACTGGGTGG

CAGCCCATGTCAAGGAACTGGGGCCAGAACTGGCAGAGCAACACCTATCTCAAT

GGTCTGGCCCTCTCCTTCAAGGTCACCACCAGTGATGGCCGCTCTGTGGTCTCCTA

CAATGTGGCTCCTTCTAGCTGGTCCTTTGGCCAAACCTTCAGTGGTGGCCAACTCC

ATTGAACCCTCTTATATACCATCTATCCTTAGAGTAACTACAGTAATGTACCTGCT

ACTAGTAGGTCATACGTATTTGTTATATACTTGGTAGTCTATTGTCGGTATGGTGT

CTTAGTAGCATATCCTAAGAGGTCAAGATGAGAAAGGGTTTATTTTAAAGTGGCC

CTTCTTATCATATTGGATTGTGGGAATTGTTCCATTGGAAGTGGCCTTTTTTGTGG

GCCTTGTATCTTTTTGACGGTGGAGGAAAAAAGAGACTGCGTACTGCTTTCTCTTG

GTAGAAATTGGCAGAGGTGGACTCTTTACCACCCGCCAGTAGGCATGTAAGGAG

CTTGCTGTAGTCATCGCTCTTTGTACTTGTCTCCTTGTTTCTGTTTCATTTATTTGG



AAGTTTGCTTAGTTTCACAAGTGGTGATTGTAACCAGCTTCTAGCTGGGTATGTTA

CGTATGTACCTGTTATTTTGAGCCATATCAATGAGAGTAATTTAAAATTTTATGTT

TAAGAAATGCAAGTGGGTTCTTGTGT 

Nucleotide 

>EgEXPA-23 

TTATACTCCGAGCATAGTAAATTATGTGGCTGGAACTTCTCTTTTGCAATGATATT

CAAACCTTTCATTCCTTCACTCTTTTTTTTTTGTTGTTAATAAGACGGGATAATAAT

ATAAATCTAATATAAATATAATTAAAAAAATCAAAAAATAAAATATAATGAAAC

AAAGAAAGAGCACTGTTTATCTCTAAATAAATATATTAGATGTCCAGAAAAGAG

AGAACCCCTCGTTGCTCTCCAAACATTAAGCAACAACAGATGCACATGAACTGCC

CCACCCGCCCCTCATCCTTCCAATCTTTAAGCTTTACTTGCTATCACTAGCTAACA

ATTAAGAGCACAAGTATTTTATCCTTGCATCGGTAAAGATAGGCAGGTGAGGCCC

CACTTGACTAGATCTGAAACCTTCCACTTTAACTAGCTCAAGTTTGCATAATTAGA

GAGCTCCAACAAGCGCAACTTTGAAATGACAAAAGGTAGAACTAAAACATCATA

TGGACACAAGAACCCACTTGCATTTCTTAAACATAAAATTTTAAATTACTCTCATT

GATATGGCTCAAAATAACAGGTACATACGTAACATACCCAGCTAGAAGCTGGTTA

CAATCACCACTTGTGAAACTAAGCAAACTTCCAAATAAATGAAACAGAAACAAG

GAGACAAGTACAAAGAGCGATGACTACAGCAAGCTCCTTACATGCCTACTGGCG

GGTGGTAAAGAGTCCACCTCTGCCAATTTCTACCAAGAGAAAGCAGTACGCAGTC

TCTTTTTTCCTCCACCGTCAAAAAGATACAAGGCCCACAAAAAAGGCCACTTCCA

ATGGAACAATTCCCACAATCCAATATGATAAGAAGGGCCACTTTAAAATAAACCC

TTTCTCATCTTGACCTCTTAGGATATGCTACTAAGACACCATACCGACAATAGACT

ACCAAGTATATAACAAATACGTATGACCTACTAGTAGCAGGTACATTACTGTAGT

TACTCTAAGGATAGATGGTATATAAGAGGGTTCAATGGAGTTGGCCACCACTGAA

GGTTTGGCCAAAGGACCAGCTAGAAGGAGCCACATTGTAGGAGACCACAGAGCG

GCCATCACTGGTGGTGACCTTGAAGGAGAGGGCCAGACCATTGAGATAGGTGTT

GCTCTGCCAGTTCTGGCCCCAGTTCCTTGACATGGGCTGCCACCCAGTCCTGGACC

CTTTGATGGACACTGCATGCACATCCCCAGCCCCTCCTACATTGGTGATGAGCAC

CAGGTTGAAGTAGGAGTGCCCATTGATGGTGAACCTGATTCCCCCCTTCTTCTTGC

ATGGGACCCTGCATGGACCACAAAGAAGGCCGAAAGAGAGATGCAAGACCTTAG

TGCTCGCATGGACCAGATAATAGGACAGAATTAAAAGAAGGGAGGAGAAAAAG

ATAACAGAAGAAGGCATAGCATGTGAACAAAAGTAGAGCTAGAGAAGAGGAAA

AAGAGAGAGCATGGTGACCCACAAGATTTCTGATGACACGCATGTCACAAGATA

GATGGGCAGTATGGGTGCTTCAATTAAACATGAAGAAAAAACAAATAAATCGTT

AAAATGTTTATTAAAAAAATGAGACCCTAACATTTTCAGCATAGTGCAGGGTTTC

CTTTCTTCATTGTAATCACTGACCTCCCTGGAAGAAAATTTAGTGATGGCTTCAAA

AGGGATAGATGAGTTTTACCAACATACCATGAAAAAGGTTAGTATTTAAGCTGAT

CATGATTCGAAAAAAAAAAAAAAGATCAGAAACTGTCCCAGACTGAATGAAGTT

GAGAAAATCAACAGAAACACATCGTTTTCTTTTCTTCTAGCCTACCTGAAAAGGG

AGTTAGTTTACGGCTTCAAAAGGACCAGATGAACACTAGCAACACAATGGAGTC

GACAAAACCATTTAAAATCCAAATAGAACAATAAAACTACAAAAGTTCACAATC

ATGGAAGTGGTTATTGTAATCTAAACCCAAAAGCGGTATCACAGAGGAGAAGAA

GACATATGGGAGGAATATAGAAAGCATGAGAGATCTAGCAACAAACAACCTTCT

GTAAGCAACAGGAACGATTCCAGCCTTATACTGGGCAATGTGCTGGAAGACAGG

CTGAGAAAGGTCAAAGTGCTGCAACGGTGGGTTGCACCACCCCCCAGCATTGTTA



GGGAGGGCATTGTTGGGAGGGCAGAAGTTGGTAGCAGTGACCACAATGGAGCCA

GGCAGGCACCACCTGTGGTCATCCACACACCTTATCTCATAACAAGCCCCGCAAC

TCAGCCCATCGTTGAACAGAGCAGTGCTCAGTGCTGCAGTGTTAGTCCCGTATCC

CTGGCTGTACAAATTTCCATAGCCACAAGCCCCACCTACAAACAAAGAATTACAT

GAAAAGAAAACAGAAAGAGAAAGGTCATATCACACTCAATAGGAATCCAGTAGT

TTGAACTGAATGGATAATCATGTTAGCTTACCCATTGTCCCAGAAGCATCTCCAC

CTCCATAGAAAGTGGCATGGGCTCTAGACCAACCCCATCCATGCCCATACCCATG

GGCTGGAGAGAACAATGGGAGGAGACTCACCAAAAGAAACCCAAGACAAGCCA

TCTGCCTGCAAAAATAGTGGAGTTCTAAGTCGAGGAATTATAGCTATGTGGGAAT

AATGAGCAAAGGTTAGGAGAGAAATTAGTACTTGGAATGGAGTTTTGAAAAGGG

GAAGGAACCAGGTATGGAGGTGGGGAGGGGGCAGTGGAGGATGGTTTGTGCTTT

TGGGGAGGGAAGGGGAATAAATAGATGTTTGAAGGGCAGGGGGGCAGTTTTTTA

CCCACCTTTGTAACTGTCCCCCTGGGAACTATTTAGGGGCAAACAGGGCAGCAAT

GTGAAAGTGGCGGGATGAAATTATGAGGACCAGCTTCCATTCAAAAAAAGGAAT

TATGAGGACCAGCCTTTGTGGGATTGGGAGTACTTTTGTTTTTCTGAAGAGCCTTG

AGAAGCAAAAGACTGAGTAGACTTCCAAAACAAGTGGCATTTATCATACATGCA

TGACTACTAGGAAGATCATAATGGTTTTGGTGCTTTTTAAGGGACTGAAATGCCC

TTTACACATAATGGCATTAGCAGAATTAATAGGTTTAAGGAAGTCTTATCCTTTCT

TGGATGTGGGATTAACAGAGTCTTGACATCAATTACTTGGATGCAGGTTTCCCTC

GCTCCTTTCCAGCCTTTATATTTGTGTTTTGAGGCTCAATAGTTAATTGTAACATA

GACACTTCATAACGACGTTGATGTGAAGTCAATTATCTTATAAAAGGATCATTAC

TCC 




