
IDENTIFICATION 

Species: Elaeis guineensis 

Locus: XP_029120152 

Gene Model: XP_029120152.1 

Description: EgEXPB-03 

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-03 

MTISLPRSFASFSSFIALLAFLSLLNLCNCFKPRNLNLSSSIATSGWSPAEATWYGSPNG

AGSNGGACGYGDAVEKPPFSSMIAAGSPSIFMSGNGCGACYQVKCTENAAFYTIVGC

NYPGVDIAFQVGAGSNPNYLAVHILYEDGDGDLAAVDLKQGSPASDSWLPMQHSW

GAVWRLDSGSTLQAPFSFRLTTDESHKTLVANNVIPVGWQPGVTYRSVVNFNP 

CDS (coding sequence) 

>EgEXPB-03 

ATGACCATCTCACTTCCTCGATCCTTCGCTTCTTTCTCATCCTTCATTGCTTTGCTA

GCGTTCCTCTCTCTTCTTAACCTTTGCAATTGTTTCAAACCCAGAAACTTGAACTT

ATCCTCCTCCATCGCGACTTCAGGTTGGTCCCCGGCTGAAGCCACCTGGTATGGA

AGTCCTAATGGTGCTGGAAGCAATGGTGGTGCATGCGGGTATGGAGATGCAGTG

GAGAAGCCTCCATTCTCATCCATGATAGCTGCTGGAAGCCCTTCCATCTTCATGTC

GGGCAATGGATGCGGTGCTTGCTATCAGGTGAAGTGCACCGAAAACGCTGCGTTT

TATACAATAGTGGGCTGCAACTATCCCGGTGTTGATATCGCCTTCCAGGTGGGCG

CAGGCTCGAACCCGAACTACCTTGCTGTTCATATCTTGTACGAAGATGGGGATGG

AGATCTCGCAGCAGTCGATCTCAAGCAGGGATCGCCGGCATCTGACTCATGGCTT

CCCATGCAACATTCATGGGGTGCAGTTTGGAGGTTGGACTCAGGCTCGACGCTGC

AAGCACCCTTCTCCTTCCGGTTGACAACCGACGAGTCCCACAAGACGCTTGTAGC

TAATAATGTGATTCCGGTGGGATGGCAGCCGGGTGTGACCTATAGGTCTGTGGTT

AACTTCAATCCCTAG 

Nucleotide 

>EgEXPB-03 

ATTATGGGTTTGGCTCAAATTTAGTATGTTTAGTTTGCCAACTAAATCGCAATGCC

CATGTCGATGAGACGGATGGCGCATCTCTCAGCTGGTTGTGATTAGCAACCGGAC

CAGTCTAAACACAGCTTCTTTTTTTTTAAATTTAAAGGGAGGCAAAGATCTGTTTT

TCACTATATTCTTTAACAGACAACCTTCTAATTTTAGATTCTTCAACAGACAACCT

TCTAATTTTAGATTCTTCGTCAAGAAGTTAACAGCACATAACATTTGAATTACGTT

TTGACAAATTGGATTGCGGAGAGGAGAACATACCCGCCTCCTCTTTACTCCACAC

CCAGTTTTATTTCTTAAGCTAGAATCAACACCATATATGCTACCAAGGGTCTCACA



TACCCACATGCAGATAGACCCTAACACAGCCGATGCTTCATGTGCATTACATTGT

AAAATACTAATAACATATATATCCTTATAGTCCCCAAATGAAGAGTGCTAGCTAG

CTAGGGATTGAAGTTAACCACAGACCTATAGGTCACACCCGGCTGCCATCCCACC

GGAATCACATTATTAGCTACAAGCGTCTTGTGGGACTCGTCGGTTGTCAACCGGA

AGGAGAAGGGTGCTTGCAGCGTCGAGCCTGAGTCCAACCTCCAAACTGCACCCC

ATGAATGTTGCATGGGAAGCCATGAGTCAGATGCCGGCGATCCCTGCTTGAGATC

GACTGCTGCGAGATCTCCATCCCCATCTTCGTACAAGATATGAACAGCAAGGTAG

TTCGGGTTCGAGCCTGCGCCCACCTGGAAGGCGATATCAACACCGGGATAGTTGC

AGCCCACTCTGCAAGGCCACATCAAGAGCTTAGTTGGTTCGTGTCATGTTATCTCT

TTTGATTTAACTGAAGTATAGCAAAACAAAGGAAAGAGATTGGAAAACCTCGGA

GTACTCAATTCACCTTATTTTATTTTTTTCTTTTCTTTTTCCTTTTTTTTTTTTTTGCT

TGGTCTAGTCAACTTGATGACTCATTAGAAATATTTGATTGATCTAAATATTTTAT

AATTAATTTTTTGAATTAAATTTCCTGATAATAATGAAAAAAAATATATAAAAAT

CATGGATTTAATGGTAGCAAATATATGCAAAAGAAATAGAAGAATAATATGATA

AAAATGATCATCCAATATTTCAAGGAAGTCACAATCAATCATAGCAAGCCATTTA

GTCTAAAAATGTACATTGTATAAACTAATACAAAGAGGATAAACACTAAAGCTTT

TAGATCTTCTTGCTTATTATACTTACACATGTACAAAAAAATTGCATCCATCTCTG

GTCATTATTTTTGGAGAAATAGAAATCTGCTATGCATCACTTAATTTCTTGTCTCT

CAATTCTCACAAACTCAACCATGATTTACTCTAACCTACAACAACTCTATCTAACT

TGGCTTGACTCAATCAAGTTAAATTCTTNNNNNNNNNNNNNNNNNNNNGAGCAC

GCAGCGTTTTCGGTGCACTTCACCTGATCATGTTTAAATGTTATAAAACGATGGTT

AGACCAGATTAAAGAGCATGGGAATCGAGTGAAGCAGCAAAAGGCCTTCGATAA

ATGTGGCATCGGTGAGTGTTTATTTAATTTGAAGGCTTTATTTGTACACCTGATAG

CAAGCACCGCATCCATTGCCCGACATGAAGATGGAAGGGCTTCCAGCAGCTATCA

TGGATGAGAATGGAGGCTTCTCCACTGCATCTCCATACCCGCATGCACCACCTAT

AGATATACAAGTAGAAGACATGCATGTGCTCATCATGTCATACTAAAATATAGTA

TAATGAATTCATGCATGCTATCATATCTCATCTATTTGGGAAGGATGAAACGGTA

AGTACCATTGCTTCCAGCACCATTAGGACTTCCATACCAGGTGGCTTCAGCCGGG

GACCAACCTGAAGTCGCGATGGAGGAGGATAAGTTCAAGTTTCTGGGTTTGAAAC

AATTGCAAAGGTTAAGAAGAGAGAGGAACGCTAGCAAAGCAATGAAGGATGAG

AAAGAAGCGAAGGATCGAGGAAGTGAGATGGTCATGGTCACTGTTGTTATTTGTT

AAGCTAGCAGAAGCTAACGAGGGATCGATGAGGAGCTGGATATGGGTTTCAAAA

GAGAAGCTAACGAGGGATCGATGAGGAGCTGGATATGGGTTTCAAAAGAGAGTA

TTGAGGGAGTAGTATTTATAGAGCGGAGCTGAGAATAGGATCGAACTGGGTAGC

ATGGTGGATAGGTCAAGTTTCTCTCTCCGACGTGCATGGAAGAGGTTTTCCTGCT

AGCTAGCTTTCTTCATTTTACCGACATGGCTAAAGAGATAGACATGAAATTTTATT

TTTTTCAATTAATTTATTGGTTCCATGTATCGGAGGGAATCAAAAAAAAAGAAAA

CTCATAATTCTTTTTAAATTTTTCTCTAAGCATTTTAACCTTATCTTTTAATCTTAC

CATTTAAATATTTATGGTATCATCTTACCATTTAAATATTTATGGTGTTGTTAATCT

CTTTATTAACGTGCTTTTAATTTATGACTATTGGGCTC 

 




