IDENTIFICATION

Species: Oryza sativa

Locus: LOC_0Os01g14660

Gene Model: LOC_0s01914660.1
Description: OstEXPA-02
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Osativa_v7_0
KEGG: https://www.genome.jp/entry/T01015

EXTERNAL RESOURCES
http://rice.uga.edu/
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Query seq.
Superfanilies PLN0183

-+ Name Accession Description Interval E-value
[+ PLN00193 super family 133423 expansin-A; Provisional 5-252 9.77e-110
SEQUENCES

Peptide

>0OstEXPA-02

MEKKLLVVLFLSLCCASRLRGEAAQQWTSATATFYGGSDASGTMGGSCGYGNMY'S

AGYGTNTTALSSALYGDGASCGACYLVTCDASATRWCKNGTSVTVTATNYCPPNYS
ESGDAGGWCNPPRRHFDMSQPAWEAIAVY SSGIVPVRYARTPCRRVGGIRFGIAGHD
YYELVLVTNVAGSGAVAAAWVKGSGTEWLSMSRNWGENWQSNAYLTGQALSFRV
QADDGGVVTAYDVAPANWQFGSTYQSDVNFSY*

CDS (coding sequence)
>OstEXPA-02

ATGGAGAAGAAGCTGTTGGTCGTCTTGTTCCTAAGCCTGTGCTGCGCGTCTCGGC
TCCGCGGCGAGGCGGCGCAGCAGTGGACGTCGGCCACCGCCACGTTCTACGGCG
GCAGCGACGCGTCCGGCACCATGGGTGGATCGTGCGGGTACGGCAACATGTACA
GCGCCGGGTACGGGACGAACACGACGGCGCTGAGCTCGGCGCTGTACGGCGACG
GCGCGTCGTGCGGCGCGTGCTACCTCGTCACCTGCGACGCCTCGGCGACGLCGGTG
GTGCAAGAACGGCACGTCGGTGACCGTGACGGCGACCAACTACTGCCCGCCCAA
CTACAGCGAGTCCGGCGACGCCGGCGGGTGGTGCAACCCGCLCGLCGGLGCCACTT
CGACATGTCGCAGCCGGCGTGGGAGGCGATCGCCGTGTACAGCTCCGGCATCGTC
CCCGTCAGGTACGCGCGGACGCCGTGCAGGCGCGTCGGCGGCATCCGGTTCGGC
ATCGCCGGGCACGACTACTACGAGCTGGTGCTCGTCACCAACGTCGCCGGCAGCG
GCGCCGTGGCGGCGGCGTGGGTGAAGGGCTCCGGGACGGAGTGGCTGTCGATGA
GCCGGAACTGGGGGGAGAACTGGCAGAGCAACGCGTACCTCACCGGCCAGGCGC
TGTCGTTCAGGGTGCAGGCCGACGACGGCGGCGTCGTCACGGCGTACGACGTCGC
TCCGGCGAACTGGCAGTTCGGGTCCACCTACCAGTCCGACGTCAACTTCTCCTAC
TAG

Nucleotide
>OstEXPA-02

GTTTCAGCAGCGAGATGGAGAAGAAGCTGTTGGTCGTCTTGTTCCTAAGCCTGTG
CTGCGCGTCTCGGCTCCGCGGCGAGGCGGCGCAGCAGTGGACGTCGGCCACCGC
CACGTTCTACGGCGGCAGCGACGCGTCCGGCACCATGGGTAACCTGGACGAACA
CCTTAACTGCGTGACAGCTTTGATCACCATCCGGCCAATGCGGCAGTGCAGCACG
CATCGCTTAGCTGCTTTGATCATGCAGGTGGATCGTGCGGGTACGGCAACATGTA



CAGCGCCGGGTACGGGACGAACACGACGGCGCTGAGCTCGGCGCTGTACGGCGA
CGGCGCGTCGTGCGGCGCGTGCTACCTCGTCACCTGCGACGCCTCGGCGACGCGG
TGGTGCAAGAACGGCACGTCGGTGACCGTGACGGCGACCAACTACTGCCCGCCC
AACTACAGCGAGTCCGGCGACGCCGGCGGGTGGTGCAACCCGCCGCGGCGCCAC
TTCGACATGTCGCAGCCGGCGTGGGAGGCGATCGCCGTGTACAGCTCCGGCATCG
TCCCCGTCAGGTACGCGCGGACGCCGTGCAGGCGCGTCGGCGGCATCCGGTTCGG
CATCGCCGGGCACGACTACTACGAGCTGGTGCTCGTCACCAACGTCGCCGGCAGC
GGCGCCGTGGCGGCGGCGTGGGTGAAGGGCTCCGGGACGGAGTGGCTGTCGATG
AGCCGGAACTGGGGGGAGAACTGGCAGAGCAACGCGTACCTCACCGGCCAGGCG
CTGTCGTTCAGGGTGCAGGCCGACGACGGCGGCGTCGTCACGGCGTACGACGTCG
CTCCGGCGAACTGGCAGTTCGGGTCCACCTACCAGTCCGACGTCAACTTCTCCTA
CTAGGCCTGTCACCTGTGCAGGAATTTCTT





