
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_010919901 

Gene Model: XP_010919901.1 

Description: EgEXPB-02 

Family: Beta 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 

>EgEXPB-02 

MTFSLPRSFASFSSFIALLLAFLSLLNPCTCFKPRNLNLSSYIATSGWSPAGATWYGSP

NGAGSDGGACGYGDAVEKPPFSSMIAAGNPSMFMSGNGCGACYQVKCTGNAACSG

NPVTVVITDECPGGRCVAEPVHFDMSGTAFGAMALSGQADQLRNAGVLQVLYTRV

GCNYPGVNIAFQVDAGSNPNSFAVHILYEDGDGDLAGVDLKQGSPGSNAWLPMQHS

WGAVWRLDSGSTLQPPFSLQLTTAESRKTLVANNVIPVGWQPGATYRSVVNFNP 

CDS (coding sequence) 

>EgEXPB-02 

ATGACCTTCTCACTTCCTCGATCCTTCGCTTCTTTCTCATCTTTCATTGCTTTGCTTC

TAGCGTTCCTCTCTCTTCTTAACCCTTGCACTTGTTTCAAACCCAGAAACTTGAAC

TTATCCTCCTACATCGCCACTTCAGGTTGGTCCCCGGCTGGAGCCACCTGGTATGG

AAGTCCTAATGGTGCTGGAAGCGATGGTGGTGCATGCGGGTATGGAGATGCAGT

GGAGAAGCCTCCATTCTCATCCATGATAGCTGCTGGAAATCCTTCTATGTTCATGT

CAGGCAATGGATGTGGTGCTTGCTATCAGGTGAAGTGCACCGGAAACGCTGCGTG

CTCGGGGAACCCGGTAACGGTCGTGATCACGGACGAGTGCCCCGGCGGTAGGTG

TGTTGCGGAGCCCGTCCACTTCGACATGAGTGGTACCGCGTTCGGGGCCATGGCA

TTATCTGGCCAAGCCGATCAGCTTCGCAATGCCGGAGTGCTCCAAGTACTTTACA

CCAGAGTGGGCTGCAACTATCCCGGTGTTAATATCGCCTTCCAGGTGGACGCAGG

CTCGAACCCCAACTCCTTTGCTGTTCATATCTTGTACGAAGATGGGGATGGAGAT

CTCGCAGGCGTCGATCTCAAGCAAGGATCGCCGGGATCTAACGCATGGCTTCCCA

TGCAACATTCATGGGGTGCAGTTTGGAGGTTGGACTCAGGCTCAACGCTGCAGCC

ACCCTTCTCCTTACAGTTGACAACCGCCGAGTCCCGCAAGACGCTTGTAGCTAAT

AATGTGATTCCAGTGGGATGGCAGCCGGGTGCAACCTATAGGTCCGTGGTCAACT

TCAATCCCTAG 

Nucleotide 

>EgEXPB-02 

TATACCATCGTCGCAGGGGGTATGTAAGTATACCCTCAAGTTTAGTAAGTTTAGT

TCGCCAACAAAGTCGCAATGCCCATGTCGATGAGACGGATGGCATATCTCTTAGC



TGGTTGTGATTAGCAACTGGACCAGCCTAAACACAGCCTTTTTTTTTTTTTGGTTC

TTTTATTATGATTTAAAGGGAGGTAAAGATTTGTTTTTCACTATATTCTTTATATAT

AGACAACCTTCTAATTTTAGATTCTTCGTCAAGAAGTGAAAAGCACATATATAAC

ATTTGAATCACATGGTAACAAATTGGATTGCGGAGAGGACAACATACCCGCCTCC

TCTTTTCTCCACATCCAGTTTTATTTCTTGAGCTATAATTAACACCATACTACCAA

GTGTCTCACTGACCCACATGCTGACCCTAACACAGCCCTTCATCATGTGCATTACA

TGGTAAAATAGTAATAACATTATAGCCCCCAAATGAAGAGTACCCGGCTAGCTAG

CTAGGGATTGAAGTTGACCACGGACCTATAGGTTGCACCCGGCTGCCATCCCACT

GGAATCACATTATTAGCTACAAGCGTCTTGCGGGACTCGGCGGTTGTCAACTGTA

AGGAGAAGGGTGGCTGCAGCGTTGAGCCTGAGTCCAACCTCCAAACTGCACCCC

ATGAATGTTGCATGGGAAGCCATGCGTTAGATCCCGGCGATCCTTGCTTGAGATC

GACGCCTGCGAGATCTCCATCCCCATCTTCGTACAAGATATGAACAGCAAAGGAG

TTGGGGTTCGAGCCTGCGTCCACCTGGAAGGCGATATTAACACCGGGATAGTTGC

AGCCCACTCTGCGAGGCCACGTCAAGAGCTTGGTTCGTGTCATATTATCTTTTTTG

ATTTAGCTGAAGTATAGCAAAACAAAGGTGAGAGATTGGAAAGCCTCGAAGCAC

TCCATTCACCTTATTTTATTCTTTTTTGCTTGGACTTGTCATATTTGATTGATATAC

ATATTTATAATTGATTATTTGAATTAAATTTTCTGATAATAATGAAAAAAATATAT

AAAAATCATGTATTTAACGGTAGGAAATATATGCAAAAGAAATAGAAGAATAAT

ATGATAAATATGATCATCAAATATTCGATGGAAGTCGCAATCAATCATAACGAGC

CATTTAGTCTAAAAACATATATAGTATAAACTAATACAAAGAAGATAAACACTAA

AGTTTTAAGATCTTCTTGCTTATTTTACGAACTTACACATGTCCAAAAAAATTGCA

TGCATCTCTGGTTATTATTTTTGGAGAAATATAAATCTGCCATGCATCAGTTAATT

TCTTGACTCTCAATTCTCACAAACTCAACCATGATTTACTCTAACCTATGACAACT

CCGTCTAACTCGACTTAGATCGATAGAGTTAAATTCTTGAATAATAAAAAAATAA

AAACATGACTCAGCCTTAATTTTGGATTCAAATCAATTGAGTCACAAGTTGATTC

ATTTTCTGAATCTGCAAGGTGTTGCACTTAGCAAATAGTTACTCAAAATCTTGGAC

CCTTGCACACTCGGACTTCAAAGTTAGTATTCAGAATACACCATCGCAACGTAGA

AAGTCAGTTAGCACTTTTGTAATTAGTTCATTCATCATAGCGATCATTCTTGCATG

GGAATTCTACCTGGTGTAAAGTACTTGGAGCACTCCGGCATTGCGAAGCTGATCG

GCTTGGCCAGATAATGCCATGGCCCCGAACGCGGTACCACTCATGTCGAAGTGGA

CGGGCTCCGCAACACACCTACCGCCGGGGCACTCGTCCGTGATCACGACCGTTAC

CGGGTTCCCCGAGCACGCAGCGTTTCCGGTGCACTTCACCTGATCATATGTTTAA

ATGTTGTAAAACGATGGTTAGACCAGATCAAAGAGCATGGGCATCGAGTGAATT

AAGCAGCAAAAGGCCTTCAATAAATGTGGCATCGGTGAGTATTTATTTGTACACC

TGATAGCAAGCACCACATCCATTGCCTGACATGAACATAGAAGGATTTCCAGCAG

CTATCATGGATGAGAATGGAGGCTTCTCCACTGCATCTCCATACCCGCATGCACC

ACCTATATATATATACACAAAGTAGAAGACGTGTGCTCATTATGTCATACTAAAA

TATAATATAATGCATTCATGTATGCTATCATATCTCATCTCTTTGGGAAGGATGAA

ACGGTAAGTACCATCGCTTCCAGCACCATTAGGACTTCCATACCAGGTGGCTCCA

GCCGGGGACCAACCTGAAGTGGCGATGTAGGAGGATAAGTTCAAGTTTCTGGGTT

TGAAACAAGTGCAAGGGTTAAGAAGAGAGAGGAACGCTAGAAGCAAAGCAATG

AAAGATGAGAAAGAAGCGAAGGATCGAGGAAGTGAGAAGGTCATGGTCACTGTT

GTTAATTAAGCTAGCAGATGCTTACGAGGGATCGATGAGGAGCTGGATATGGGTT

TCAAAAGAGAGTATCGAGGGAGTAGTATTTATAGAGCGGAGCTGAGAATAGGAT

GGAACTGTGCAGCATGGTGGATATATAGGTCATGTTTCTCTCTCCGACGTGCTTGC

CGTAAAGTATGCCGGAGGATTTCCTGCCAGCTAGCTTTCTTCATTTTACTGACATG

GCTAAAGAGATTGGCTAGAAAAAAATATTTTTTTCTATTAATTTGTTGGTTCCATT



GGAGGGAATCCAAAAAAAGAAAAACACAGAATTTTTTTAAACTTTTTCTATAAGC

ATTTTAATCTCATCTTTTAATCTTACTATTTAAATATTGATGGTGTCATCTTACCAT

TTAAATGTTTATGGTGCTATTAACCTCTTCATTACCATGCTTTTAATTTGACCATTG

GGCTCCTAATTACAGGCCCTTAATAAGAAATACAATGATTAGAA 

 




