
IDENTIFICATION 

Species: Oryza brachyantha 

Locus: XP_006649425 

Gene Model: XP_006649425.1 

Description: ObEXPA-12 

Family: Alpha 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 

>ObEXPA-12 

MGSIFLQLVAVLALCFAPARSDWPPGPATFYGGADGSGTMGGACGYGNLYDQGYGI

NNAALSTALFNGGASCGQCYLIICDSSKAPNWCRLGKAVTVTATNFCPPNWDLPSDK

GGWCNPPRPHFDMSQPAWENIGIYQAGIVPILYQQVKCWKSGGVRFTINGFNYFELV

LVTNVAGSGSVASMSVKGSSTGWIQMSRNWGANWQCLAGLAGQALSFTVTSTGGQ

TIVFDSVVPAGWSFGQTYSTYKQFDY 

CDS (coding sequence) 

>ObEXPA-12 

TAGCTAGGGGAATATGGGGAGCATTTTCCTGCAGCTGGTGGCCGTTCTCGCGCTC

TGCTTTGCACCGGCGAGGTCGGACTGGCCCCCGGGCCCCGCCACGTTCTACGGCG

GCGCCGACGGCTCCGGCACGATGGGTGGCGCGTGTGGGTACGGCAACCTGTACG

ACCAGGGCTACGGCATCAACAACGCGGCGCTGAGCACAGCGCTGTTCAACGGCG

GCGCGTCGTGCGGGCAGTGCTACCTCATCATCTGCGACTCCTCCAAGGCGCCCAA

CTGGTGCAGGCTCGGCAAGGCGGTCACCGTGACGGCCACCAACTTCTGCCCGCCC

AACTGGGACCTCCCCAGCGACAAAGGCGGCTGGTGCAACCCTCCCCGCCCTCACT

TCGACATGTCCCAGCCCGCCTGGGAGAACATCGGCATCTACCAAGCCGGCATTGT

TCCCATCCTCTACCAACAGGTGAAGTGCTGGAAGAGTGGAGGCGTGAGGTTCACT

ATCAACGGGTTCAACTACTTCGAGCTGGTGCTGGTGACCAACGTGGCCGGAAGCG

GGTCGGTAGCGAGCATGTCGGTGAAGGGGTCCAGCACGGGGTGGATCCAGATGT

CGAGGAACTGGGGCGCCAATTGGCAGTGCCTCGCCGGATTGGCCGGCCAGGCTCT

CAGCTTCACGGTCACCTCCACCGGCGGCCAGACCATCGTCTTCGACAGCGTCGTG

CCGGCGGGGTGGTCGTTCGGCCAAACCTACAGCACATACAAACAGTTCGACTACT

AAGCTACTATAGGTTCAGACG 

Nucleotide 

>ObEXPA-12 

TCCTAGCCTTATCTCAAATTTGGAGCTCTGTCAAATAAACCCTGAACAAGAGATG

TAGTTAGAAACACTGTATCATTGTCTGGCTAACATTCAGTTCTTCCATAGCTTGCC

TGCTGGCTAGCAGAGATATTCTGTTCACTTTTAACTACTCAACTGGAAGAATGCT

AGCAATCTAGCATACGACCAATAACTTTTTTTTAATTTATGGAGGAACTAAAACA

GTAGAGCTTAGACCAGCACAACAATCATCATTACGCGTAAGTCAATCTCTGGACG



TTGTAGAGCCATGTGCATTCGATCATTGGAAGTTTGGAACAGTGATCGCAGGTTT

CAATAATGCATACGACAATCATTCCCTTGAACTTGATGTAATCCATGCCTCTGCA

AGCGTCCCAGATCATCCTATATAAGCACCACCATTGATGCAGACATCCCTCACCT

CCAATTCCATTCATCACAGCAACAACATCTAGCTGCACAGGGCCAAGAAAGGGA

GTACGTAGCTAGGGGAATATGGGGAGCATTTTCCTGCAGCTGGTGGCCGTTCTCG

CGCTCTGCTTTGCACCGGCGAGGTCGGACTGGCCCCCGGGCCCCGCCACGTTCTA

CGGCGGCGCCGACGGCTCCGGCACGATGGGTACGTCCGCCTCTAGCATTGTTTTG

TCAAACCATGCATGCGTTTCTGCAATACGCAGTCTGAATATCCCACTGAATGTTCC

AACGCATTTTTGCTTGCAGGGAAGGGTGATCATTTGGTTTTTTCTTATAAAAAGTA

ATTTATGAATAAAACTTTTATTTATGTATTCTTAACGAAAACAAAGGCTAAAAAA

TAAAGTACGATGACAAACTTTAAAATCAAATCTAAATTTAGGGTTAATAATTTAA

ATTTTGTATATAAACATAAGTAAAAGCGAAATGATGGGCATGCGGCTAACCGGAT

GTGCATGTGCAGGTGGCGCGTGTGGGTACGGCAACCTGTACGACCAGGGCTACG

GCATCAACAACGCGGCGCTGAGCACAGCGCTGTTCAACGGCGGCGCGTCGTGCG

GGCAGTGCTACCTCATCATCTGCGACTCCTCCAAGGCGCCCAACTGGTGCAGGCT

CGGCAAGGCGGTCACCGTGACGGCCACCAACTTCTGCCCGCCCAACTGGGACCTC

CCCAGCGACAAAGGCGGCTGGTGCAACCCTCCCCGCCCTCACTTCGACATGTCCC

AGCCCGCCTGGGAGAACATCGGCATCTACCAAGCCGGCATTGTTCCCATCCTCTA

CCAACAGTAAGCACATTAACCGACCTGACAATAACTTAAAAGGGTATTATACTAC

CAGTAAGTACATTGACCGACCTGACAATAACTTAAAAATGTATTATACTACACCG

GTAGAACTAATCTCATCCATTGATTTGATAGAGTATTTTGGTATTTTCTTAATTAA

TTGATTAGTAGTAATTTGTAATTTTATTTTTTGGCAATAAAGATCACAATAAAAAA

AGACAATATTACCCCCTTCAAATTTCTACTACACCTAATTGTTAGTAAAATAATTT

AATCACAGCCGTTCGATAAAAATAGATCCGCTGTGTGGATTAAATTCACCGGAGA

CGGTCCCTAATTTTGGTTACATTTGTTCGTATGATGAACTTAGCCATTGACATCTG

TCGTCGTGATGAATCGCAGGGTGAAGTGCTGGAAGAGTGGAGGCGTGAGGTTCA

CTATCAACGGGTTCAACTACTTCGAGCTGGTGCTGGTGACCAACGTGGCCGGAAG

CGGGTCGGTAGCGAGCATGTCGGTGAAGGGGTCCAGCACGGGGTGGATCCAGAT

GTCGAGGAACTGGGGCGCCAATTGGCAGTGCCTCGCCGGATTGGCCGGCCAGGC

TCTCAGCTTCACGGTCACCTCCACCGGCGGCCAGACCATCGTCTTCGACAGCGTC

GTGCCGGCGGGGTGGTCGTTCGGCCAAACCTACAGCACATACAAACAGTTCGACT

ACTAAGCTACTATAGGTTCAGACGTACGCCAAGAACATCAAGATCGATTGTCGTC

TGAAATCTGATTATCTGATCGATCGAGCATTCGTACTTCGTTTCTTTTGTAAGCTG

CAGAGATCAACGACCGAGCATTGCTTGTTGGGATCATTCATTTGATTGTTCAATTG

CTAATTGACTGGTGTAACTGAATTTGCAATCCAAGGCAATCATTGTTACCTGATGT

GAAATTGCTACTGAAGATCCCATTCCATCAGTTTTTCCGTACATCATGAAATGTAC

TGGGACATGCTAGAAATTCCTTCATCACGAGTTTGTATGCAAAAACAGATATCCC

AGCGTAAACGTTTATTCTTTTAGAAAATAGATTAAAATCCGGCGTCTGCTTTCAA

ACCGGAGGTATGCAGGATGCAGCTAACATAACACAAAAGCGTATAGACTCGATA

CCTTACATGTTTAACACACATAAAAGAGACTTCCAAGAGCATATGGACTCAACCA

CACCACCGCGAACAACCATACAACTA 




