IDENTIFICATION

Species: Oryza brachyantha
Locus: XP_006648529

Gene Model: XP_006648529.1
Description: ObEXPA-06
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
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Query seq. HAPAARAFAPPSDNGGUCNPPRPHFDMAQPAWEKIGIYRAGI IPYMYQRVPCVKKGGYRF T INGHDHFNLYLYTNVATTGS IKSHDVMMGSNS TOWTPHARNWGANWHSLS YL TGAMLSFRYANMDGOTLYFRNYVPSGWTFGOTFASTLAFD
Superfanilies

+ Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 12-152 1.87e-74
SEQUENCES

Peptide

>ObEXPA-06

MAPAARAFAPPSDNGGWCNPPRPHFDMAQPAWEKIGIYRAGIIPVMYQRVPCVKKG
GVRFTINGHDHFNLVLVTNVATTGSIKSMDVMMGSNSTDWTPMARNWGANWHSLS
YLTGQMLSFRVANMDGQTLVFRNVVPSGWTFGQTFASTLQFQ

CDS (coding sequence)
>ObEXPA-06

ATGGCTCCGGCAGCTCGAGCTTTCGCCCCCCCCAGCGACAACGGCGGCTGGTGCA
ACCCGCCGCGCCCCCACTTCGACATGGCGCAGCCGGCGTGGGAGAAGATCGGCA
TCTACCGCGCCGGCATCATTCCGGTCATGTACCAAAGGGTTCCATGTGTGAAGAA
GGGCGGGGTGCGGTTCACCATCAACGGGCACGACCACTTCAACCTGGTGCTGGTG
ACCAACGTCGCGACCACCGGGTCGATCAAGTCGATGGACGTGATGATGGGCTCC
AACTCGACGGACTGGACGCCCATGGCGAGGAACTGGGGCGCGAACTGGCACTCG
CTCTCGTATCTCACCGGGCAGATGCTCTCGTTCAGGGTGGCCAACATGGACGGGC
AGACGCTGGTCTTCAGGAACGTCGTGCCGTCCGGGTGGACGTTTGGGCAGACATT
TGCAAGCACCCTGCAGTTCCAGTGA

Nucleotide
>0ObEXPA-06

AGGTAAGGAGTATCCGGACGTAGAATAATCTCTGCAAATAATTAAGCCGTCCATT
TCAGGATTTCACCATCGGAAGTCAAGCAAACCAAGAGATATTCTCCCAAATTACA
TCATTGTTTGTGTCAAGCAAATCAATTGTTTGGGCTACACGTGTCTGCGTGTTCAT
TAACTTCCAAAGCAAAAGAAAAATAAATCATTGGATAAACTAACCCGTAAGACC
TGCTGCGGCTGCATGTGCACACGCCACACGCTTCGTTAACTCAGGGTGATCGATA
TATATCTTGTTGAATTAATTAATCCAAAGAGGCTATATATATCGACCTAGTAATTA
TTCATCTCACCATCATATCATCGATCTCACAGTTAAATTAGCTACTCATTGGAACC
AAATCCACACAGCTAAATCACACGTTCGTACAGTCTACACTAGTATCTTGAAGCT
GCAGCTTGATTTCAGAGCTAGCTACAACTTTCAGTGCCTCTTGGTCACGCCGACG
GACATGGCTCCGGCAGCTCGAGCTTTCGCGTTGGTGCTGGTCGCATTCGGCTGCG
CGCTGCTGGCCTGCACAGCCGACGACGCGGCCAACACGAAGACGGCGACGGCTC
CGACGTCGCCGTCTAGTGCCGCCGCCGCNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN



NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNAGCCCCCCCAGCGACAACGGCGGCTGGT
GCAACCCGCCGCGCCCCCACTTCGACATGGCGCAGCCGGCGTGGGAGAAGATCG
GCATCTACCGCGCCGGCATCATTCCGGTCATGTACCAAAGGTATGCATGATCTAC
ACCTTATAACCCAAAACAACATAGTGAGTTTTTTCGTGAAAAAAGTTAAGCGACA
TATTTAACAAAAAATAATTCGTGAATAAAAATCCTAAATAAACTCTAAATTTGCA
GTCAAAAATTTAAATTTTAACTTATAAGAATATAAGCAGAAACAAAAAAGATAA
GATGATACTCCCTCCATATTTTTATATATGACACCGTTGATTTTTAGAATCACATT
TGACCATTCGTCTTATTTAAAATTTATATCCAAATATGCAAAATTATAATACATAA
TTAAAGTTTCTATAATAATAAATCATATTATAATAAAATAATTAATAATTATATGA
TTTTTTTAATAAGACGAATGGTCAAACGTGGATCTAAAAATCAACGGCGTTATAG
AGGGAGTATTTTGTTTCTCGACATCGCTTACGACAATATGGCATATTTATAACACA
TTATTTGTGACACGGTTCCACAGGGTTCCATGTGTGAAGAAGGGCGGGGTGCGGT
TCACCATCAACGGGCACGACCACTTCAACCTGGTGCTGGTGACCAACGTCGCGAC
CACCGGGTCGATCAAGTCGATGGACGTGATGATGGGCTCCAACTCGACGGACTG
GACGCCCATGGCGAGGAACTGGGGCGCGAACTGGCACTCGCTCTCGTATCTCACC
GGGCAGATGCTCTCGTTCAGGGTGGCCAACATGGACGGGCAGACGCTGGTCTTCA
GGAACGTCGTGCCGTCCGGGTGGACGTTTGGGCAGACATTTGCAAGCACCCTGCA
GTTCCAGTGAGCTCTTGATCCGGCTGGCTGGATATGCTCAGCTGATCGACCGATTT
GGGATGGGGATTTGCATGTTGTATTATTGTGTGTGTGTGTATACGTTGTAAAGGTC
GGTGCTTTGATTTAGTATTGCACCGCCTCTTGTTTTTTGATGTTGTTTATGGCTGAT
TTGTTTGGTGTATATGTGTACTTCTGTTCATCTTCATCCTCCTCATTGTATAAAGAA
TTCTTTAAGTTAATTTGTAGCACTTTATTTTCAGTCTCACCTTCAACTAAGTTTGTT
ATTAAATTAAGATGGATAGTTCATAAATAAAAGGTAATTAAACGTCTGAGTTAAT
ACTCATCAACTGTCTCATTCCGATTAGACCTATCAACACTCTACTACTCGTCATTG
TTTTTTTATAGAGTTTTTTATTGTCCTTGAAAAAATATCTCAGGGTATCACACTTC
GTAGTGTAAAAAGTGTGGTACCTTGAGATACCAAAAATTTGTACTAAAAAACTTA
GTACC






