IDENTIFICATION

Species: Oryza sativa Kitaake

Locus: OsKitaake01g103700

Gene Model: OsKitaake01g103700.1.p
Description: OskEXPA-01

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/OsativaKitaake v3 1
KEGG:-

EXTERNAL RESOURCES
https://rice-genome-hub.southgreen.fr/bio data/185326



https://phytozome-next.jgi.doe.gov/info/OsativaKitaake_v3_1
https://rice-genome-hub.southgreen.fr/bio_data/185326
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Query seq,
Superfanilies PLNOD193

Name Accession Description Interval E.value
[+] PLN00193 super family 33423 expansin-A; Provisional 21-250 2.85e-122
SEQUENCES

Peptide

>0OskEXPA-01

MAAARMLVLLASLCALLLTASAAKWTPAFATFYGGSDASGTMGGACGYGDLYGAG
YGTRTAALSTALFNGGASCGACFTIACDTRKTQWCKPGTSITVTATNFCPPNYALSG
DAGGWCNPPRRHFDMSQPAWETIAVYRAGIVPVNYRRVPCQRSGGIRFAVNGHSYF
ELVLVTNVGGSGAVAQMWIKGSGTGWMAMSRNWGANWQSNARLDGQALSFRVQ
ADDGRVVTAADVAPAGWSFGATYTSSAQFY*

CDS (coding sequence)
>0skEXPA-01

ATGGCGGCCGCCAGAATGCTCGTGCTCCTGGCCTCTCTCTGCGCTCTCCTGCTCAC
GGCGTCCGCGGCCAAATGGACTCCTGCCTTCGCGACGTTCTACGGCGGCAGCGAC
GCCTCCGGCACCATGGGCGGCGCATGCGGGTACGGCGACCTGTACGGCGCCGGG
TACGGGACGCGGACGGCGGCGCTGAGCACGGCGCTGTTCAACGGCGGCGCGTCG
TGCGGCGCCTGCTTCACCATCGCCTGCGACACCCGCAAGACGCAGTGGTGCAAGC
CGGGGACGTCCATCACCGTGACGGCGACCAACTTCTGCCCTCCAAACTACGCCCT
GTCCGGCGACGCCGGCGGGTGGTGCAACCCGCCGCGCCGCCACTTCGACATGTCG
CAGCCGGCGTGGGAGACGATCGCGGTGTACCGCGCCGGGATCGTGCCCGTGAAC
TACCGCCGCGTGCCGTGCCAGCGGAGCGGCGGCATCCGGTTCGCCGTGAACGGG
CACAGCTACTTCGAGCTGGTGCTGGTGACGAACGTCGGCGGCAGCGGCGCGGTG
GCGCAGATGTGGATCAAGGGGTCCGGGACGGGGTGGATGGCGATGAGCCGCAAC
TGGGGCGCGAACTGGCAGAGCAACGCGCGCCTCGACGGGCAGGCGCTGTCGTTC
CGGGTGCAGGCCGACGACGGCCGCGTCGTCACGGCGGCCGACGTCGLCGLCCGGLG
GGGTGGTCGTTCGGCGCCACCTACACCTCCTCGGCTCAGTTCTACTGA

Nucleotide
>0skEXPA-01

ACAACACAAGAAGCCAGTTACAATAATTTAGAAGCAAAAGAAAAACTGTACCGA
GCTTGCATTGCAGTGACGCGACAATGGCGGCCGCCAGAATGCTCGTGCTCCTGGC
CTCTCTCTGCGCTCTCCTGCTCACGGCGTCCGCGGCCAAATGGACTCCTGCCTTCG
CGACGTTCTACGGCGGCAGCGACGCCTCCGGCACCATGGGTTAGTAGCAAATTAA
GCTCAGCTAATCACCATGCATGTGTTAATTAATCTTTTGCAAAGTTTAATTGGCAT
TTACAATAATGGAGTTTGGTCTCTCTCTCGTCTCGTGTGTGATATCCAGGCGGCGC



ATGCGGGTACGGCGACCTGTACGGCGCCGGGTACGGGACGCGGACGGLCGGLGLT
GAGCACGGCGCTGTTCAACGGCGGCGCGTCGTGCGGCGCCTGCTTCACCATCGCC
TGCGACACCCGCAAGACGCAGTGGTGCAAGCCGGGGACGTCCATCACCGTGACG
GCGACCAACTTCTGCCCTCCAAACTACGCCCTGTCCGGCGACGCCGGCGGGTGGT
GCAACCCGCCGCGCCGCCACTTCGACATGTCGCAGCCGGCGTGGGAGACGATCG
CGGTGTACCGCGCCGGGATCGTGCCCGTGAACTACCGCCGCGTGCCGTGCCAGCG
GAGCGGCGGCATCCGGTTCGCCGTGAACGGGCACAGCTACTTCGAGCTGGTGCTG
GTGACGAACGTCGGCGGCAGCGGCGCGGTGGCGCAGATGTGGATCAAGGGGTCC
GGGACGGGGTGGATGGCGATGAGCCGCAACTGGGGCGCGAACTGGCAGAGCAAC
GCGCGCCTCGACGGGCAGGCGCTGTCGTTCCGGGTGCAGGCCGACGACGGCCGC
GTCGTCACGGCGGCCGACGTCGCGCCGGCGGGGTGGTCGTTCGGCGCCACCTACA
CCTCCTCGGCTCAGTTCTACTGATGAGCATTAATTGCAAGCCTATCTCATTTAATT
AATCTGGACCGTTCGATGTAGTATATTGTATGCTTTGATCGACGTGGCATAGGAT
GGAAGAGGCCGCCCACGAAGAAAATTTGGGACTTGTGTATATATCATTGTACCGC
ACTTTGTTTTTTTCTTTTTTGATTTGCTACTGTACTATACGCACGTAAGTTGTGCTT
TTTCTTGTATTTGTATTGGCACATGGAAGTATCGTGTGGAGATTGCTTTAATTAAT
TCCA






