IDENTIFICATION

Species: Oryza brachyantha
Locus: XP_006651052

Gene Model: XP_006651052.1
Description: ObEXPA-13
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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SEQUENCES

Peptide

>0ObEXPA-13

MGSIFLQLVAVLALCFAPARSDWLPGTATFYGGADGSGTMARPHFDMAEPAWLQIG
IYEAGIIPVLYQQVKCWRSAGVRFTINGFNYFELVLVTNVAGSGSVASMSVKGSSPG
WIQMSRNWGANWQCLAGLAGQALSFTVNSTGGQTIVFDGVVPAGWSFGQTYSTYK
QFDY

CDS (coding sequence)
>ObEXPA-13

ATGGGGAGCATTTTCCTGCAGCTGGTGGCCGTTCTCGCGCTCTGCTTTGCACCGGC
GAGGTCGGACTGGCTCCCGGGCACCGCCACGTTCTACGGCGGCGCCGACGGLCTCC
GGCACGATGGCCCGCCCTCACTTCGACATGGCCGAGCCCGCCTGGCTCCAGATCG
GCATCTACGAGGCCGGCATCATCCCCGTCCTCTACCAGCAGGTGAAGTGCTGGAG
GAGTGCAGGCGTGAGGTTCACCATCAACGGGTTCAACTACTTCGAGCTGGTGCTG
GTGACCAACGTGGCCGGGAGCGGGTCGGTAGCGAGCATGTCGGTGAAGGGGTCC
AGCCCGGGGTGGATCCAGATGTCGAGGAATTGGGGCGCCAATTGGCAGTGCCTC
GCCGGATTGGCCGGCCAGGCTCTCAGCTTCACGGTCAACTCCACCGGCGGCCAGA
CCATCGTCTTCGACGGCGTTGTGCCGGCGGGGTGGTCGTTCGGCCAAACCTACAG
CACCTACAAACAGTTTGACTACTAAGCTAGCTTCATACGTCAAGAGCAATTAATA
GAGCATCGTCTGATCATCGAGCATTCATTCTCTTTTTTCATTTCTTATTGATTAGCT
CGAGAGCTAGCTCCGCGATCG

Nucleotide
>0ObEXPA-13

GCAAGAATGATTGTATGGCTAACATTCAGTTCAGCTACAGCCTGCGTAGCGTACA
TGCTGGCTAGCAGAAACATTCGCGTGCATGCATGATCAGAGCATTTCTGTTCTTG
CTGCGCACAACGACCTGTTCAGCTTTGAACTTTTAGCTGCACCCCAAGCAGTAGA
GCTTAGACCAGCAAAACCAATCATAATTACGCGTAATTCAATCTCTGGACGTTGC
AGAGCCATGTGCATGCGATCGTTGGAACAGTGATCGCATGTTTCAATAATGCATG
CGACAATCATTCCCTAGCTAAAGCTTGGTATGCAATCCATGCCCGTTCTGTTCACA
GGCCTCCTGGATCACCATGCTATATAAGCACCAGCATTGCCGCAGACATCCTCAC
CTCCAAAACTATTCATCGCAAAACAATATCTATCTAGCTAGTAGCTACATAGTTT
GCAACGAGGTTAATCTTCTCTCCATCGACTGCACAGAATCGAGCTAGCTAGGGGG



CGACATGGGGAGCATTTTCCTGCAGCTGGTGGCCGTTCTCGCGCTCTGCTTTGCAC
CGGCGAGGTCGGACTGGCTCCCGGGCACCGCCACGTTCTACGGCGGCGCCGACG
GCTCCGGCACGATGGGTAAGTCGTCTACTCTCTAGACTGCAGCTTCTGTCGTTGCC
ATGATGCCAATGCATTGCCATGATGGTCTATGGATTAACCGGGTCGTGCATGCGT
GCATGTGCGTGTGCAGGTGGTGCGTNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNACCCCGCCCCGCCCTCACTTCGACAT
GGCCGAGCCCGCCTGGCTCCAGATCGGCATCTACGAGGCCGGCATCATCCCCGTC
CTCTACCAGCAGTAAGCTCATTGACCGACATGACAATAATTTTGGTTACATTTGTT
CGTGATCTTAGGGCCCCTTTGAATCATAGAAATGAAAAAAATATAGGATTTTAAC
AGAAATGTAAGTGTAAAATAGAGGATTGCAAAACACAGAAAAAATATAGAAATG
ACCGTTTGATTGGACCAAAAAGAAAACACAGAAATTTGAGGAGAGATAAAAACT
CAAATGATTAAATTTCCTCCAAAACTTACATGGGAAGAGACATTCCATAGGAATT
TCATAGGATTCGTTCATTTGATTCAAAGGGCTTTATAGGAAAAATTTCTATAGAA
ATGAAATGCTCGAAAATTCCTACGAATTTTCTTTGAATCAAAGGAGGCCTTAGTA
ATTGACCATCTGTCGTGATGAATTGCAGGGTGAAGTGCTGGAGGAGTGCAGGCGT
GAGGTTCACCATCAACGGGTTCAACTACTTCGAGCTGGTGCTGGTGACCAACGTG
GCCGGGAGCGGGTCGGTAGCGAGCATGTCGGTGAAGGGGTCCAGCCCGGGGTGG
ATCCAGATGTCGAGGAATTGGGGCGCCAATTGGCAGTGCCTCGCCGGATTGGCCG
GCCAGGCTCTCAGCTTCACGGTCAACTCCACCGGCGGCCAGACCATCGTCTTCGA
CGGCGTTGTGCCGGCGGGGTGGTCGTTCGGCCAAACCTACAGCACCTACAAACAG
TTTGACTACTAAGCTAGCTTCATACGTCAAGAGCAATTAATAGAGCATCGTCTGA
TCATCGAGCATTCATTCTCTTTTTTCATTTCTTATTGATTAGCTCGAGAGCTAGCTC
CGCGATCGAGCATTGTTTCTTCAGTTTGTTAGAGCAAGTTCAATAGTTAGCCAACT
GCTAGATTCAATTCATCTATAATCAATCTAATAGTCAATTTATACAATAGTTACCT
ACCAAACATCAATACATAGTCCCACATGTCATACATACATTTTATCCTGGAGTCC
GTGTGCAGCTGACTATAAATTATAAATTAGTAGTCCACCTCTCTTTTCTCTTCCCT
CTTATCTTTTTAAAATATGCTTACAGCTGTCTTATAGCCTGCTATGGTACCTGGTC
TTAATTGATGGGTGTAAATTAATTAAACTGTAAATCCAAGGCAGTCGTTAATAGA
TGTGAAATTGTTACTCCTGCCGAAGATCTTTTCATGCATCATAAACCAGTACTCCC
TCTGAAAAAAAATCAATTCTTCGGTTTCCGTATCCAACGTTTGACTATCCGTCTTA
TTTAAAAAAAATTTCAGGAAATTAAAAAAATTAGTCACACGTAAAGTACTATTCA
TAATTAT






