
IDENTIFICATION 

Species: Oryza brachyantha 

Locus: XP_006647630 

Gene Model: XP_006647630.1 

Description: ObEXPB-01 

Family: Beta Expansin  

3D structure: 

 
GENOME DATABASES 

NCBI: https://www.ncbi.nlm.nih.gov/genome/10862?genome_assembly_id=1593936  

KEGG: https://www.genome.jp/entry/T02995  

EXTERNAL RESOURCES 

https://rice-genome-hub.southgreen.fr/organism/1941498  

https://www.ncbi.nlm.nih.gov/genome/10862?genome_assembly_id=1593936
https://www.genome.jp/entry/T02995
https://rice-genome-hub.southgreen.fr/organism/1941498


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>ObEXPB-01 

MALATELLPSVVAPAVLACCVLLSFASGGVDRHRKLPGWPVGGATWYGPANGSGT

DGGACGYQGDVGQPPFNSMIAAGSPSIYESGKGCGSCYQVKCTGNPSCSGKPATVVL

TDLCPGGPCLEEPVHFDLSGTAFGAMANPGQADQLRNAGKLQVQYIRVPCNWQGV

DIAFRVDAGSNQYYLAVLVEDEAGDGDLSAVDLMQPGGGGAWAAMQRSWGAVW

KYDSGPAPLQAPMSIRLTSGSGRTLVASDVIPDGWQPGGTYRSIVNFKWRD 

CDS (coding sequence) 

>ObEXPB-01 

ATGGCGTTGGCAACCGAGCTCCTCCCGTCCGTCGTCGCTCCCGCGGTTCTCGCCTG

CTGCGTCCTCCTCTCCTTCGCGTCCGGCGGCGTCGACCGCCACCGGAAGCTCCCC

GGCTGGCCCGTCGGCGGCGCGACGTGGTATGGCCCTGCCAACGGCTCCGGAACC

GACGGCGGCGCATGTGGGTACCAGGGAGACGTCGGGCAGCCGCCGTTCAACTCC

ATGATCGCCGCCGGCAGCCCGTCCATCTACGAGTCCGGCAAGGGCTGCGGCTCTT

GCTACCAGGTGAAGTGCACCGGCAACCCCTCTTGCTCCGGCAAACCGGCGACCGT

CGTCCTCACCGACCTCTGCCCCGGCGGCCCGTGTCTCGAAGAGCCCGTCCACTTC

GACCTGAGCGGGACGGCGTTCGGCGCCATGGCCAACCCCGGCCAGGCCGATCAG

CTCCGCAACGCCGGCAAGCTCCAAGTCCAATACATCAGGGTGCCGTGCAACTGGC

AGGGGGTGGACATCGCCTTCAGGGTGGACGCCGGATCCAACCAGTACTACCTCGC

CGTGCTCGTCGAGGACGAGGCCGGCGACGGCGACCTGTCGGCGGTGGACCTCAT

GCAGCCCGGCGGCGGCGGGGCGTGGGCGGCGATGCAGCGGTCGTGGGGCGCCGT

GTGGAAGTACGACTCCGGGCCGGCGCCGCTGCAGGCGCCGATGTCCATCCGCCTC

ACGTCCGGCTCCGGCAGGACGCTCGTCGCCAGCGACGTCATCCCCGACGGCTGGC

AGCCCGGCGGCACGTACCGGTCTATCGTGAACTTCAAGTGGAGGGATTGA 

Nucleotide 

>ObEXPB-01 

TTGATATCACTGTTACTAATTAGTTGCAAGTTGAGTTTTAGTTGACGATTTTGGAT

CACACTCGCACCCTGTGGGTAGGCAGTTCTCATCCCAATTTAGCTACCATCCCCTA

ATTATACGCTGTGCATTATATAATAGATTCAACTTCGCAAATTAATTATGTATCAT



GCAGATGATCACCAAATCTGCAAATTCATCTCCGAGAACATACGTCGTATCACGG

AAATCCCCAATCTGCTAGAACCCTTCAAGTTCCCGCCGTAAATTCCACATCCGCG

TTCCTCTTATCTTATCGCACATCCATGGCAGTTCGTGATGGTAAAAGATAAGAGA

TAATACGGCCGACAAATGAGCAAAAGGAATTTCGTCTTCCTCTGCACCACAGCCG

TCTACCTGCCACTGCAGTCTGCAGCTGCCTATATAAATAGACAGACGGCAGCAGG

AGAGAGCAGCCCGTCACTGCTGGCTGCTGTTTTTGGTTCTACACCAGTCGACGCG

ACATGGCGTTGGCAACCGAGCTCCTCCCGTCCGTCGTCGCTCCCGCGGTTCTCGCC

TGCTGCGTCCTCCTCTCCTTCGCGTCCGGCGGCGTCGACCGCCACCGGAAGCTCCC

CGGCTGGCCCGTCGGCGGCGCGACGTGGTATGGCCCTGCCAACGGCTCCGGAACC

GACGGTATATCTACATCACAGCCGGACTCGATCACAGGACGACCATATATATATA

TATATACATTTCCAGTAAGAAACGCATATATGTCAATGTGCCAGGCTTAGTGCTG

ACGAGTTAAGCGCGCTTCCTGTTGAATGCAGGCGGCGCATGTGGGTACCAGGGA

GACGTCGGGCAGCCGCCGTTCAACTCCATGATCGCCGCCGGCAGCCCGTCCATCT

ACGAGTCCGGCAAGGGCTGCGGCTCTTGCTACCAGGTTCGCCTTGATAGCTGATA

GCTGGTATCATTAATACTCTTGTTACTTTCCAGGAACAAGACAGTCAACTCTAAC

GTATACTCGTTTGTTTGCTACCGTATCATTTGGGAATTGAATTCTGCAGGTGAAGT

GCACCGGCAACCCCTCTTGCTCCGGCAAACCGGCGACCGTCGTCCTCACCGACCT

CTGCCCCGGCGGCCCGTGTCTCGAAGAGCCCGTCCACTTCGACCTGAGCGGGACG

GCGTTCGGCGCCATGGCCAACCCCGGCCAGGCCGATCAGCTCCGCAACGCCGGC

AAGCTCCAAGTCCAATACATCAGGTAATCACTATGCTTACCTGTATCTATACATCT

ATCAATCAATCTGATATGTATCCTATAGCTAGAAACAGTCGATCAAGTGTACGTA

GTATATCTCACATTGTCACGTGCATCTAAACGCATCCGGGACAATTTTCTTTGGAT

TAATTTGCTTGTCACGACGCACGCAAACCACGGGGCCCCGTGCATGCATGGCAGC

CGCGTCGTGACCGGGCCGGTCGACCTAGCCGTGTGGTCTCTTCCTCCTCGCCCTCT

TGGCTTTTGCTCCGTCCGTGATCGATCTACACAACGCTACCGGCGCTGCTGCGTAT

GCGTGCAGGGTGCCGTGCAACTGGCAGGGGGTGGACATCGCCTTCAGGGTGGAC

GCCGGATCCAACCAGTACTACCTCGCCGTGCTCGTCGAGGACGAGGCCGGCGAC

GGCGACCTGTCGGCGGTGGACCTCATGCAGCCCGGCGGCGGCGGGGCGTGGGCG

GCGATGCAGCGGTCGTGGGGCGCCGTGTGGAAGTACGACTCCGGGCCGGCGCCG

CTGCAGGCGCCGATGTCCATCCGCCTCACGTCCGGCTCCGGCAGGACGCTCGTCG

CCAGCGACGTCATCCCCGACGGCTGGCAGCCCGGCGGCACGTACCGGTCTATCGT

GAACTTCAAGTGGAGGGATTGATATATATAGGTGGCCAGTGTGGTTGCACGCGCT

CGCCGGCTTTTGCTCCGGCAGGGCGCGTTTGGTGCAGTGTGTCGTCGTTGTTGCGC

AAGTGTTTGTGGTGTTTTGTGTCAGCTGCTCGATTGATGTTGATAGAAAAATAAA

CAGAAAGACTTCGGAATCTTTTGCGGTCGTTGCGGCCCGTGTGGTGTGTGCCGTC

GGTCATCGCCGGCGTTGACGCGAGCCGCGCGCGCGGCTGGCTGCTGGCTTTCACC

TTGGTGAGCCTTGGAGCCTAGCGTTGCAACGTACGCGTCTACGCGATGGCAGAGG

GGACTGACAGAGAGCTTATTGCTGGTGCCGGTGGATACCCAGCGCGAGCTGCAC

AGTTGGGCTGCACGGCCTTGTAATTCTAGGCCGACGTAGATATTTTGGTTTGGCTA

AAGGTAAAAAAAGTCCATGTATCCTCCCTCATCTTAATTTTTTTTTGTTAGATGTT

GGCCTCGTCTCGCCTTGGTTGAGTA 




