IDENTIFICATION

Species: Oryza brachyantha
Locus: XP_006662383

Gene Model: XP_006662383.1
Description: ObEXPA-28
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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Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 29-255 5.88e-126

SEQUENCES
Peptide
>ObEXPA-28

MATRFLAVVLALSVTSSSAAAAVVGGGGWLRGTATFYGGEDASGTMGGACGYGDL
YTQGYGVYNAALSSALFNDGASCGQCYLIMCDASRTPQWCKPGTAVTITATNLCPA
NWALPNDNGGWCNPPRPHFDMAQPAWETIGIYRAGIVPILY QQVKCWKQGGVRFTI
SGFNYFELVLVTNVGGSGSVKSVSIKGTNTGWIALTRNWGANWQCNSALAGQALSF
QVTSTGGQTLYIEGAVPAWWGFGMTFTSNHQFDY

CDS (coding sequence)
>0ObEXPA-28

ATGGCGACGAGGTTCCTCGCCGTCGTCCTGGCGCTCAGCGTCACGTCGTCGTCGG
CGGCGGCGGCGGTGGTGGGGGGCGGGGGCTGGCTGAGAGGGACGGCGACGTTCT
ACGGCGGGGAGGACGCGTCGGGCACGATGGGCGGCGCGTGCGGGTACGGGGACC
TGTACACGCAGGGGTACGGCGTGTACAACGCGGCGCTGAGCTCGGCGCTGTTCAA
CGACGGCGCGTCGTGCGGGCAGTGCTACCTCATCATGTGCGACGCCTCCCGGACG
CCCCAGTGGTGCAAGCCCGGCACCGCCGTGACCATCACCGCCACCAACCTCTGCC
CTGCCAACTGGGCCCTCCCCAACGACAACGGCGGCTGGTGCAACCCTCCCCGLCCC
CCACTTCGACATGGCCCAGCCCGCCTGGGAGACCATCGGCATCTACCGLCGLCCGGC
ATCGTCCCCATCCTCTACCAACAGGTGAAGTGCTGGAAGCAGGGAGGGGTGAGG
TTCACGATATCGGGGTTCAACTACTTCGAGCTGGTGCTGGTCACGAACGTCGGTG
GCAGCGGGTCGGTGAAGTCGGTGTCGATCAAGGGGACGAACACGGGGTGGATCG
CGCTGACGAGGAACTGGGGCGCCAACTGGCAGTGCAACTCGGCGLCTCGLLGGLC
AGGCGCTCTCCTTCCAGGTCACCTCCACCGGCGGCCAGACGCTGTACATCGAGGG
CGCCGTGCCGGCGTGGTGGGGGTTCGGCATGACCTTCACCAGCAACCATCAGTTC
GACTACTAG

Nucleotide
>0ObEXPA-28

TATTTTAGCTTATAAAGCCAAACACATTTTTAGTTGGAGTTTACCTTTATATTTCC
GAAAGAGGAGTAATAAGTACAGTTACAAAGTAGAGTATATAGTTCACGAAACTG
TTGACCCAAAATGGTTAATTTTAAGAACATTCTTTGTTCAAAGAATCATATCTACT
CAAATGCATGGCGAATCCGGGGAGATGAACTATTTTCATCATCTTAATAAAACCC
AAATGGCGGAAATTCCACATGCATATATAAGCAAATCATAACTCGGTTGACAATT




GATGTACACAAACCAGCAAAACAAATAGAGAGAGAGAAAAAAAAGAAAAAAAA
TCCCAATTACATACCAGAAGAATCCAGATCAGCCCACATTACACACACAACCATC
AAGTTTAGCCGCAGGACTAATTTACCATAGCCAGGAGCATCATCAGGCACATGCA
TTAATTCCGTCACTAATAATCCTGAGGACTAATTAATCAAATCAGATGAGATTGT
AATTAACTAGTAGTCGAACTGATGGTTGCTGGTGAAGGTCATGCCGAACCCCCAC
CACGCCGGCACGGCGCCCTCGATGTACAGCGTCTGGCCGCCGGTGGAGGTGACCT
GGAAGGAGAGCGCCTGGCCGGCGAGCGCCGAGTTGCACTGCCAGTTGGCGCCCC
AGTTCCTCGTCAGCGCGATCCACCCCGTGTTCGTCCCCTTGATCGACACCGACTTC
ACCGACCCGCTGCCACCGACGTTCGTGACCAGCACCAGCTCGAAGTAGTTGAACC
CCGATATCGTGAACCTCACCCCTCCCTGCTTCCAGCACTTCACCCTAACATATAAA
AGTTTGGATTTTTTTAAGGTACCCACGAGAATTATTATAAGCCGTTCGTTACTTTA
GATCTACCCGTCAGTAGTGTAGTAAAAATTTTATAAGAATAAAATTAGAACTAAA
ATACAATAAAATTATGTGTCATATACCATTCTAAAATAGATAAATTGATAAAAAT
ATCTTACCAAAGTTTGGAATAAAAATATTTAATATACTTATAAAATACATAGTTA
GATATAAATTTTACTACACTAATATATCTATAAGTAAGTAAAAGGTACAGTAACA
TTGTCCAAAAGTTTAGGTTTATCGTATACTAACAGTAGAGATCACCGGGAATGGG
ACGTACTGTTGGTAGAGGATGGGGACGATGCCGGCGCGGTAGATGCCGATGGTC
TCCCAGGCGGGCTGGGCCATGTCGAAGTGGGGGCGGGGAGGGTTGCACCAGCCG
CCGTTGTCGTTGGGGAGGGCCCAGTTGGCAGGGCAGAGGTTGGTGGCGGTGATG
GTCACGGCGGTGCCGGGCTTGCACCACTGGGGCGTCCGGGAGGCGTCGCACATG
ATGAGGTAGCACTGCCCGCACGACGCGCCGTCGTTGAACAGCGCCGAGCTCAGC
GCCGCGTTGTACACGCCGTACCCCTGCGTGTACAGGTCCCCGTACCCGCACGCGC
CGCCCATCGTGCCCGACGCGTCCTCCCCGCCGTAGAACGTCGCCGTCCCTCTCAG
CCAGCCCCCGCCCCCCACCACCGCCGCCGCCGCCGACGACGACGTGACGCTGAGC
GCCAGGACGACGGCGAGGAACCTCGTCGCCATTAATTGTCGCCGGTACGTACTCT
CTAACCGTAGGAGATATCAGCACTGGTTAGTACTGTGTGTCAAAGAACTTGACCG
GAACGTACAGAGACAAAAAAGGAATTGAGCGAGCTATATCTTTTGATCAACTTTG
ATCGACCGATTTGCAGATATTGTGGCGAAGAAATTAACATGGAAGCACAGGCTAT
ATAACACGGGACAAGCTGCAGGGGAGGCAGAGGGAATGACGGTCGTTGGCTGGG
AATGGGTTTTGTGTCGATGATTGCACGGCGGCATCCCAGTTGCTAGCTCAGCTCTC
ACATGCAAGCTGCCCTGCCTCCATGTCAAACTAACCCATGGAAAAAAAAAAAAC
TCATCAGCCAAAGATAATAAATTTTTGTGCACAATTCTATAACTCGTTTTGCAGTA
GGATGGATTGTGCCACCACCGGCATGTGTTCTTCATCATTTCATTCGCTAGGTAGG
TGTATTAGCTTTAAGAGATTAGAAGACCCTGCGAAG






