IDENTIFICATION

Species: Oryza brachyantha
Locus: XP_006659063

Gene Model: XP_006659063.1
Description: ObEXPA-26
Family: Alpha Expansin

3D structure:

GENOME DATABASES
NCBI: https://www.nchi.nlm.nih.gov/genome/10862?genome assembly 1d=1593936
KEGG: https://www.genome.jp/entry/T02995

EXTERNAL RESOURCES
https://rice-genome-hub.southgreen.fr/organism/1941498
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DOMAIN ARCHITECTURE

superfanilies

Name Accession Description Interval E-value
[+ PLN00193 super family 33423 expansin-A: Provisional 27-252 3.50e-70
SEQUENCES

Peptide

>ObEXPA-26

MATVAVAVALLLLAVSSSPATPVEGGGWDNAHATFYGDDSGGETMQGACGYDNVF
ROGYGWETTALSVAMFAGGWSCGGCYEIRCQGSSACRAGAAVAVTATNLCPANYS
KPYENWCNPPLKHFDLSKKMFIRLVTDFRVGIVPVAFRRVPCGGKSGGVRFEMKGNL
WWVTVLVFNVGGAGDVRAMAVRGSRDGRWMGMSRNWGMIWNGDVRLEGEGLS
FRVATSDGRAIVFGDVVPPTWTVGQTFQGNGQF

CDS (coding sequence)
>ObEXPA-26

ATGGCCACTGTCGCCGTGGCGGTGGCGCTCCTACTCCTGGCCGTGTCATCGTCGC
CGGCCACCCCCGTGGAGGGCGGCGGCTGGGACAACGCCCACGCCACGTTCTACG
GCGACGACAGCGGCGGCGAGACCATGCAGGGGGCGTGCGGGTACGACAACGTGT
TCAGGCAAGGGTACGGGTGGGAGACGACGGCGCTGAGCGTGGCGATGTTCGCCG
GCGGCTGGTCGTGCGGCGGCTGCTACGAGATACGGTGCCAGGGTAGCAGCGCGT
GCCGCGCCGGCGLCGGCGGTGGCGGTGACGGCGACCAACCTCTGCCCGGCGAACT
ACTCCAAGCCGTACGAGAACTGGTGCAACCCGCCGCTGAAGCACTTCGACCTGTC
CAAGAAGATGTTCATCCGCCTCGTCACCGACTTCCGCGTCGGCATCGTCCCCGTC
GCGTTCCGCCGCGTCCCCTGCGGCGGCAAGTCCGGCGGCGTCCGCTTCGAGATGA
AGGGCAACCTGTGGTGGGTCACCGTGCTCGTGTTCAACGTCGGCGGCGCCGGCGA
CGTCCGCGCCATGGCCGTCAGGGGCTCCCGCGACGGCCGGTGGATGGGCATGTCG
AGGAACTGGGGCATGATCTGGAACGGCGACGTCCGGCTCGAAGGCGAGGGGCTC
TCGTTCCGCGTCGCCACCAGCGACGGCCGCGCCATCGTCTTCGGCGACGTCGTGC
CGCCGACATGGACTGTGGGACAGACCTTCCAGGGCAATGGCCAATTCTAA

Nucleotide
>ObEXPA-26

CCACTTCACCGCCCCCAACGTGAGGAGGTACCTGCGCCTCAAGGGACGGLTCGGC
GACACGACGCTCCGCGTGCTGAGCTCGGAGCTCGGCGGCAGCATGACGCTCCCCG
AGGTGGAGAAGCTCATGTTCCGCGTCAGGGCGGTCAGGCTCGCCATGCTTAGGCG
GTCCAAGGCGGCCCCCGLGGGEGEGGGGEGLGGGEGGCCGCCGGAGCAGGGGLCTCA
AGCTTGCAAGCCACCTCGTCGCGCTCGGCTCGTCGATCGTGAATCGGAGGGAGGA
GAAGACTATCACGCTAACCATGTTTGGTTAGCTTAGTTTCAGCAAATTTCGTCGA



ACACTCGAACTCGAGGGTAATTCGTCATGGCTCGCTCGATCGAAGCATTTAAGTT
TAGTAATTGTCGTTCAATAATTTCGTCCAGTGTAATGGACTGTTTTGGAATTGTAG
CAGTTTCCTCTTTTTAAATTATAAGAATTTGAAATTTGGATGGTTACATTTGGATT
TGAATTTAGAATTGGCCATTGCCCTGGAAGGTCTGTCCCACAGTCCATGTCGGCG
GCACGACGTCGCCGAAGACGATGGCGCGGCCGTCGCTGGTGGCGACGCGGAACG
AGAGCCCCTCGCCTTCGAGCCGGACGTCGCCGTTCCAGATCATGCCCCAGTTCCT
CGACATGCCCATCCACCGGCCGTCGCGGGAGCCCCTGACGGCCATGGCGCGGAC
GTCGCCGGCGCCGCCGACGTTGAACACGAGCACGGTGACCCACCACAGGTTGCC
CTTCATCTCGAAGCGGACGCCGCCGGACTTGCCGCCGCAGGGGACGCGGCGGAA
CGCGACGGGGACGATGCCGACGCGGAAGTCGGTGACGAGGCGGATGAACATCTT
CTTGGACAGGTCGAAGTGCTTCAGCGGCGGGTTGCACCAGTTCTCGTACGGCTTG
GAGTAGTTCGCCGGGCAGAGGTTGGTCGCCGTCACCGCCACCGCCGCGLLCGGLGL
GGCACGCGCTGCTACCCTGGCACCGTATCTCGTAGCAGCCGCCGCACGACCAGCC
GCCGGCGAACATCGCCACGCTCAGCGCCGTCGTCTCCCACCCGTACCCTTGCCTG
AACACGTTGTCGTACCCGCACGCCCCCTCTGCACCCATGCATGGACACGCATTAC
GACGTCCATCGCTCGCCGCCGGCCACCGCTGACACATCAGCAAGAGAGTAACTTA
CGCATGGTCTCGCCGCCGCTGTCGTCGCCGTAGAACGTGGCGTGGGCGTTGTCCC
AGCCGCCGCCCTCCACGGGGGTGGCCGGCGACGATGACACGGCCAGGAGTAGGA
GCGCCACCGCCACGGCGACAGTGGCCATGCTCGTGATCGATGAGGTAGCTAGCTT
GAAACAGCGATCGATTTGTGTGTAAAGATAGAGACGACGACGATCGAGTCGAGT
GAGCTATGTACAGGGTTGCAGCTGAGGTGGCGACAAAATTGGCATTCAATCAGC
AAGCCATGCCAGGTAAGCATACCATTCACCAAATGGCATGAAATTGAATTCATTC
ATCCAAGTTTAATTTCATAGTTCCAAATTTCTCTTATTTTTGAGGGAAAAAACACT
TGATATTTGACGAATCGAAGAATCGTTGTTCACAATTGAATTCTACGCGACTTAC
ATCAAAGACGCATTTGCACGTATTTTATTATTTTTTATAGAAGGATATTTTTACCC
GGCCTCTATATCCACTCGGATATATGCAGCCATTTTTATTTTGAGAAACATAGAA
ACTTAGCTCAAGTAGAGGACTTAGCCTCTCAAATACCCAAATCTGAAATTCATGT
TCCTATGGAGATTTAAACCCAGGACTTTGGATA






