
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010939330 

Gene Model: XP_010939330.2 

Description: EgEXPA-01 

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-01 

MAEISIAIGCVAAAAWLMASGAMAQGGGWDTGTATFYGDMSGKETMQGACGYGD

LFKQGYGLETAALSTALFNNGATCGACYEIQCYNDPQWCVPGSITITATNFCPPNPSK

PSDNGGWCNPPRKHFDLSMPMFVKLVKDYHAGIIPVQFRRVPCVKKGGIKFEMKGN

PDFIEVLVYNVGGAGDVTAVSVKGSNSGWIKMDRDWGDIWKTNQKLLGQSLSFQV

TASDGRMVQSDDVAPANWNFGQNFEGKQF 

CDS (coding sequence) 

>EgEXPA-01 

ATGGCGGAAATCTCTATCGCAATTGGTTGTGTTGCAGCTGCTGCCTGGCTCATGG

CCTCCGGAGCCATGGCCCAAGGCGGTGGATGGGACACCGGAACTGCGACTTTCTA

CGGAGACATGAGTGGAAAAGAAACCATGCAAGGGGCGTGCGGATATGGGGATCT

CTTCAAGCAAGGATACGGGCTGGAGACGGCAGCCCTAAGCACAGCCCTCTTCAA

CAACGGTGCCACGTGTGGAGCGTGCTACGAAATCCAGTGCTACAACGACCCGCA

GTGGTGCGTCCCCGGCAGCATCACCATCACCGCCACCAACTTCTGCCCCCCGAAT

CCCTCCAAGCCCAGCGACAACGGCGGGTGGTGCAACCCACCCCGCAAACACTTC

GATCTCTCCATGCCCATGTTCGTCAAGCTGGTGAAGGACTACCACGCCGGGATCA

TCCCGGTGCAGTTCCGGAGGGTGCCCTGCGTCAAGAAAGGTGGCATCAAGTTTGA

GATGAAGGGCAACCCCGACTTCATCGAAGTGTTGGTCTACAACGTCGGAGGTGCC

GGAGACGTCACGGCGGTCTCGGTGAAGGGGTCGAACTCGGGTTGGATAAAAATG

GATAGGGATTGGGGCGACATTTGGAAGACCAACCAGAAGTTGTTAGGTCAGAGT

TTGTCATTCCAGGTGACCGCAAGTGATGGGAGGATGGTGCAGTCTGATGATGTTG

CCCCGGCCAACTGGAATTTTGGACAAAACTTTGAAGGGAAGCAGTTCTAA 

Nucleotide 

>EgEXPA-01 

CTTCTCTATTTCCTTTTCAAACTGTGCATGACCCAACGTGGTGGTGCGATTTGAAA

GATAGAGAAAATTGCACCGCATTTTCCTCCAAAATATTCTGGCAGCCCGTGTCAA

TAAATGGAAAAGATGAGCGAGTGCAAAGGAACCCGGACCTCAATAGGCCAGAAA

TCATTTTTTACAGTGTGTCATACTGAATTTGTGGTAATGATCACGTTTCATTGAAT

TAATTACCACCAAAAAGATATTAAGATGTCCTTTTTTACAGTGTGTCCTACCAAAT

TTGTGGTAATCATTCTTGCCTTAAAAAAAAAATTGTGGGAATCATCTCGTTTCATT



TAATTTACAAACCAGAAAGATGTTTAAATTGACGAGAAATCATCATATTAATTCT

AAATTTTGCGGATCCTCTGGTCACGTTAATTATTTACAATTAAAGATGTTTTTGTC

CTATAAATAGCATCTGATTTTGGGTATTCTGATCAGGTGGTAGCAAGAGAGTGGA

GATGGCGGAAATCTCTATCGCAATTGGTTGTGTTGCAGCTGCTGCCTGGCTCATG

GCCTCCGGAGCCATGGCCCAAGGCGGTGGATGGGACACCGGAACTGCGACTTTCT

ACGGAGACATGAGTGGAAAAGAAACCATGCGTGAGTATTCCTTTTTATCTTCAAC

TAGGAATTGTTGATACGTGGTTTTGAGAGCCTTTCCTCATTTTTTTCTCGTTACTCT

TCTCTGATTATTTCAAAATCTTAAATTGAAGGTGGATGCTGATTCCCCCAAAAGA

GAACAGAGGATTTCTCATTTGTCTGTGGTAGAAGGGAGGCTGAAAAGCTCATTAT

AATTTAATTTTTGTCAAGATATATGCAAAATATTTTTAACTTGATATCGAAGATAT

GCAGGATCTTTAAGATTTTAGAACCGGGATCCTTATATAGTGTTTTTTCTAGCAAT

GCATGTATCACACATGTATGTGTGACTAGGCATGTTTTGGCTCTTGCTCTAATATT

GGAATAGAAGGGCTATATAACGTAGTCATGCATGATTTATTTCTTCTTCGGTGAA

TCATATTTTTTAAACCAATCTAAATTATAGATATTCACGGAAATCAGTAAACAAA

ATGAAAAAAAAATTCAATAGTGTTTGCTAGTCATTCATTTTATAATGGACGAGTA

CAATGCATAGTACGCTCTGGTGCCGTACATGTTTGATTTGCTAGTACGTACAAAG

CCACGGTACATGATAGGTGTTGCCACCCCAGCACCCTAGTTTTTCATTTGCACGTT

CGATGCTTTATGCAACAAATTAGCTAGTTAGCATACATTATGTCATTATGGATGAT

TACACGCAATCAAGATAGCAGCATCATGCAACTGGATGGATGTATGGCAAGTTCC

TACATGCAATTTGGCCATTAATTAATTAGCTTCTCATTTCTTTGCATCACCGATAT

ATATATATATATAGTGTCCTAGCTTAGTTTCAGTTGACATCATGCAACGTGTTTGG

CCTTTGAAAATAAACCTCTCTGATTCCTTGAGATTCCTTCCACTCAAACAGAAGG

GGCGTGCGGATATGGGGATCTCTTCAAGCAAGGATACGGGCTGGAGACGGCAGC

CCTAAGCACAGCCCTCTTCAACAACGGTGCCACGTGTGGAGCGTGCTACGAAATC

CAGTGCTACAACGACCCGCAGTGGTGCGTCCCCGGCAGCATCACCATCACCGCCA

CCAACTTCTGCCCCCCGAATCCCTCCAAGCCCAGCGACAACGGCGGGTGGTGCAA

CCCACCCCGCAAACACTTCGATCTCTCCATGCCCATGTTCGTCAAGCTGGTGAAG

GACTACCACGCCGGGATCATCCCGGTGCAGTTCCGGAGGGTGCCCTGCGTCAAGA

AAGGTGGCATCAAGTTTGAGATGAAGGGCAACCCCGACTTCATCGAAGTGTTGGT

CTACAACGTCGGAGGTGCCGGAGACGTCACGGCGGTCTCGGTGAAGGGGTCGAA

CTCGGGTTGGATAAAAATGGATAGGGATTGGGGCGACATTTGGAAGACCAACCA

GAAGTTGTTAGGTCAGAGTTTGTCATTCCAGGTGACCGCAAGTGATGGGAGGATG

GTGCAGTCTGATGATGTTGCCCCGGCCAACTGGAATTTTGGACAAAACTTTGAAG

GGAAGCAGTTCTAATGCGGATCGATGGGGACGAACGGGGAAGTCCCAGTTAATT

AACTTGTAGCTTTTTAACCTACAACGGTTGAGTTGGTAAAGATCATTTTAATGATC

TCTCCAAGTAGATTTGAATAAATTTTGCTCACCAAGTTATTTACCCGGGTCTTCTG

TCATGCTGAAGTCCTGGTTATGTTTTGATAACGAGCTTCAAAATTTTCAAACGACC

TGCGATTGAATCCGCTTGGTTACGTAATGCACATGTTGAGTCAATGGCATGGATT

GGTTTTGGATAATGACTCGATTCTTTGTCGTTTAAAATTAGGTCAGAGCTTCTGCT

AAGATTTGCAAGTATGGTCTACGTCATGGTGTTTGACTTGACATAACTTGGCCTAT

CATGGACATGAAGACAGCAAACTTAGGGGCCTTCATTAGCATATGAAACTTATGG

GCCATACAGTACGGGGCTAATTTTTTTGACGTAATATACAATACAAAGTTTATTA

GTTATTGTTCAGATT 




