
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010935158 

Gene Model: XP_010935158.1 

Description: EgEXPA-18 

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-18 

MEMGATFGLLIMLSMSCMLFIVEGLTSSGWIKGSATFYGGSDASGTMGGACGYGNL

YSTGYGIRTAALSTALFNDGAACGQCYKIMCDHQTDTQWCKRGVSVTITATNFCPPN

YALPNDDGGWCNPPRQHFDMAQPAWEKIGIYRGGIVPVIYQRVACKKHGGVRFTVN

GRDYFELVLVSNVAGAGSIQSMAVKGSKTGWLSMSRNWGANWQSNAYLNGQSLSF

RVTTTDGQSLVFPDIVPSNWQFGQTFSSRLQFKL 

CDS (coding sequence) 

>EgEXPA-18 

GACTAGGAGCCAGCTCTCATCTTCTTTTTCCACTTAGCATCTTGGTCTCATTGTGA

GATATGGAGATGGGTGCCACCTTTGGGCTTCTAATCATGCTGTCAATGAGCTGCA

TGCTGTTCATTGTTGAGGGCTTGACATCCTCTGGGTGGATCAAGGGCTCGGCGAC

ATTTTATGGGGGAAGCGATGCGTCGGGAACTATGGGTGGAGCATGCGGCTATGGT

AACCTGTACTCTACGGGGTATGGGATTAGAACAGCCGCTTTGAGCACAGCCTTGT

TCAATGATGGGGCTGCGTGCGGGCAGTGCTACAAGATCATGTGTGATCACCAGAC

GGACACTCAATGGTGCAAAAGAGGTGTGTCGGTGACCATCACCGCCACCAACTTC

TGCCCTCCAAACTATGCACTTCCCAATGATGACGGTGGATGGTGCAACCCACCTC

GCCAGCATTTCGACATGGCCCAGCCTGCATGGGAGAAGATTGGGATCTACCGTGG

TGGGATCGTGCCGGTGATTTACCAGAGGGTTGCATGCAAGAAGCATGGAGGAGT

AAGGTTCACCGTCAATGGAAGGGACTACTTCGAACTTGTCCTCGTGTCGAATGTT

GCAGGCGCCGGATCAATCCAGTCGATGGCCGTCAAAGGTTCCAAAACTGGCTGG

CTGTCGATGTCCAGAAACTGGGGTGCAAACTGGCAATCCAATGCCTATCTCAATG

GCCAGTCCCTCTCCTTCAGAGTCACAACAACTGATGGCCAGTCCTTGGTCTTTCCT

GACATTGTTCCCTCAAATTGGCAATTTGGTCAGACCTTCTCTAGCCGGTTGCAGTT

CAAGCTCTAAGGTCCAGAGTTGGAGAGTAAAGATGGCAGAGGCATGCTTAATAT

TTTGCTAGAGTTGCCCGCCATCCTAGTGATGCTAATCTGAAGTCGAACCTGTAACT

CGAAGCATCGAAACATTCAGATTAATGTTCCGGTTCGAGCTTGTTAGGAGGTCAT

TGTTTTCATTCCGCAAATAAAGATCCAAGAGTGCATGGCAATGAAAATATGTGCT

TCAACGGTCCATGAATGTAAATCTTCCTATTTACATGTAATCATATATGACTGTGC

CCTGATATTTAG 

Nucleotide 



>EgEXPA-18 

ATAATAAAAATTGGAAGGAGGAGGAAAAAGTACTCTTGGTTCCTTAACAATCTTC

CTTGTTGTGGTTGTTATTGCTGAACTAATAATAACCAATGAGTTAAAGTGATCTAG

CTGATGCGTTACAAAAACTATATGTCTTGGCTTGTACCACTCAAGCTACTTTTTGG

GCAACTTCAAGTCAAGCCAAAACTCTAGTATTTATTGAGATCTTTTCTTAGCTTTT

CACAGACAATCTCATTGGAGACTATGAAATTAGCTAATTGAAATTTGTTAGTCTTT

GTGAAAAGGTTCTATGTGAGAAACCTTAGTAAGAAATCATCCATTAGAACTTCAC

CAATATGAAGGAATCAAATGCATTACTTATTAAGAAATCTAACCTCTCAAATGCC

TTGTTAGGTGATTAGCTTGTTAATCTTAATAGGAAGTGTTGAGACTTGCCCTATAA

TATGAGCAATAACAAACACATACAAACAACAACCCTTAAGCTGCATCATCAAGT

GCTAAATATCAGGGCACAGTCATATATGATTACATGTAAATAGGAAGATTTACAT

TCATGGACCGTTGAAGCACATATTTTCATTGCCATGCACTCTTGGATCTTTATTTG

CGGAATGAAAACAATGACCTCCTAACAAGCTCGAACCGGAACATTAATCTGAAT

GTTTCGATGCTTCGAGTTACAGGTTCGACTTCAGATTAGCATCACTAGGATGGCG

GGCAACTCTAGCAAAATATTAAGCATGCCTCTGCCATCTTTACTCTCCAACTCTGG

ACCTTAGAGCTTGAACTGCAACCGGCTAGAGAAGGTCTGACCAAATTGCCAATTT

GAGGGAACAATGTCAGGAAAGACCAAGGACTGGCCATCAGTTGTTGTGACTCTG

AAGGAGAGGGACTGGCCATTGAGATAGGCATTGGATTGCCAGTTTGCACCCCAGT

TTCTGGACATCGACAGCCAGCCAGTTTTGGAACCTTTGACGGCCATCGACTGGAT

TGATCCGGCGCCTGCAACATTCGACACGAGGACAAGTTCGAAGTAGTCCCTTCCA

TTGACGGTGAACCTTACTCCTCCATGCTTCTTGCATGCAACCCTGCATTGTTACTC

AATACAATTAGTCAAGTTTAATGTTGATGTCATAAGAATCAACAAAAAGAAGAG

ATTGTTTTTTGATTCTACGAAGATGTTGGAAAAGAAATGAAAGAGAAATAAAGTT

GAAGATGAGAAAATGAAGATCTAATATTATTCTCATCAAATCTCTGCATCATTAT

CCTTCTTAATCAAGAAATCAAATTCTAAATTGCATCGTTAAGTTTGGCCATGGTCC

ATTTTTACTGCGCTATCAAGGACAGATACTGGTAGGCAAAATTTGAACATAGTCA

GGGAATCTGATCCGGGATTGGTGCACAGATTCCGAACTTGTCAAGTTGGCAAAGC

AACCAATTGTCTGCTAACGCAACCAGCCAGAATTATCAAATTCTGTGATATGGAA

TTAGATCCAGCTCATCTGGCAGATGAGACAGCCCTGCCAACGAGCAACCTAGCTA

GTCAAAATTTTGTCGGCTGCTTACCTATTATCTGATTCGTAAGTTTAGAGACCAGA

TGGAGGAGAGGGGTTGTATCCTTCGCGTTAAAAAAGGATCCCCCTTCCTTTGCAT

GAATCCATCATTAGATCGCACACTAATTGCTTTGAGATCTATGCACATAGATGAA

TGAGATATTTTGGAGTGCTTTGAGAGCTGTGTGGATCGCTATCCAATGGTAGATTT

TGCAGAAGAAGATCAATCATTCTTTCGTGCAAAAGATACAATCCAAGCCTATAAA

GGAAGACAAAAAAAAAAAAATAGAGAGAACCACCTCTGGTAAATCACCGGCAC

GATCCCACCACGGTAGATCCCAATCTTCTCCCATGCAGGCTGGGCCATGTCGAAA

TGCTGGCGAGGTGGGTTGCACCATCCACCGTCATCATTGGGAAGTGCATAGTTTG

GAGGGCAGAAGTTGGTGGCGGTGATGGTCACCGACACACCTCTTTTGCACCATTG

AGTGTCCGTCTGGTGATCACACATGATCTTGTAGCACTGCCCGCACGCAGCCCCA

TCATTGAACAAGGCTGTGCTCAAAGCGGCTGTTCTAATCCCATACCCCGTAGAGT

ACAGGTTACCATAGCCGCATGCTCCACCTATAAACGATCCACTGAGATTCAGTCT

CAAGCCATGTGTACTAACAAAATAGCCACATGCATTAACAAAGTAACAATAGCA

TGCCATGAGCTAAGGCAACAGATATGGAGGATTAGAGGAATTATATCCATACCC

ATAGTTCCCGACGCATCGCTTCCCCCATAAAATGTCGCCGAGCCCTTGATCCACC

CAGAGGATGTCAAGCCCTCAACAATGAACAGCATGCAGCTCATTGACAGCATGA

TTAGAAGCCCAAAGGTGGCACCCATCTCCATATCTCACAATGAGACCAAGATGCT



AAGTGGAAAAAGAAGATGAGAGCTGGCTCCTAGTCTTAGAGGTTGCAATGGAAT

GCTCACACCTTGTTGTGGGTCTTTAAATAGGGAGGAGAAGGCACATACATCATTG

GTGCAAGCTAGCACATGTGACTTCTGCAAGGACACCCATAACTTGCGGGTTTGTA

ATAGTATTATTCTTGTACTTAACTGATAAGGCCGACTCTTATCTTTGCTATCCCTG

GGAGATCTCATCACTCCCATGTTCTCCACCTTAGAAAAGGCTTTTATTATTTGTTC

TCTCTTTGTTTATTTGGATGCTATGGCTGTATATGTTCCCTTGGTTCTTTTAGATTG

GTGGGAATATTAAATGAGAGGCATCACATGATCACATGCCCCTAACAGTGGTGCA

CATGGACTCTGTAACTTTGTAGATTTGGTAGCTTGGATTTTAACTTTATGCTATCC

TATTCTGATGAGGAGATCAGTTCCTATGACTGTAGGTGAGTTATAATTATATGCC

AAGTGAGTTAAACTTGATACTTAGCTAGGAAAAAAA 




