IDENTIFICATION

Species: Oryza sativa Kitaake

Locus: OsKitaake03g223300

Gene Model: OsKitaake03g223300.1.p
Description: OskEXPA-18

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 PLN00193

List of domain hits ol

+! Name Accession Description Interval E.value
[+] PLN0O193 super family cl33423 expansin-A; Provisional 28-254 6.54e-122

SEQUENCES
Peptide
>0OskEXPA-18

MDMAMSSRLALCLAVVAACAAGGAVADWSPATATFYGGSDGSGTMGGACGYGNL
YDQGYGVDNAALSQALFNDGASCGQCYLIVCDTSRAPQWCKAGTAVTVTATNLCPP
NWALPSDGGGWCNPPRPHFDMSQPAWEQIGVYQAGIVPVLYQRVRCWRQGGVRFT

VAGLNYFELVLITNVAGSGSVASAWIKGTNTGWIQMSRNWGANWQSLAGLAGQAL

SFAVTTTGGQYLQFQDVAPAWWQFGQTFSTYQQFDY*

CDS (coding sequence)
>0skEXPA-18

ATGGACATGGCCATGTCGTCGCGGCTGGCTCTGTGCCTCGCGGTGGTCGCGGCGT
GCGCGGCGGGCGGCGCGGTGGCCGACTGGTCACCGGCGACGGCGACGTTCTATG
GCGGGAGCGACGGGTCCGGGACGATGGGCGGCGCGTGCGGGTACGGCAACCTGT
ACGACCAGGGGTACGGCGTGGACAACGCGGCGCTGAGCCAGGCGCTGTTCAACG
ACGGCGCGTCGTGCGGGCAGTGCTACCTGATCGTCTGCGACACGAGCAGGGCGC
CGCAGTGGTGCAAGGCCGGCACGGCGGTGACCGTGACGGCGACCAACCTGTGCC
CGCCCAACTGGGCGCTCCCGAGCGACGGCGGCGGGTGGTGCAACCCGLLCGLGGL
CGCACTTCGACATGTCGCAGCCGGCGTGGGAGCAGATCGGCGTGTACCAGGCCG
GGATCGTGCCGGTGCTGTACCAGCGGGTGAGGTGCTGGCGCCAGGGCGGGGTGC
GGTTCACCGTCGCCGGCCTCAACTACTTCGAGCTCGTGCTCATCACCAACGTCGC
CGGCAGCGGATCGGTGGCCAGCGCGTGGATCAAGGGGACCAACACCGGGTGGAT
CCAGATGTCGCGGAACTGGGGCGCCAACTGGCAGTCGCTCGCLCGGGLCTCGLCGG
CCAGGCGCTCAGCTTCGCCGTCACCACCACCGGCGGCCAGTACCTGCAGTTCCAG
GACGTGGCGCCGGCGTGGTGGCAGTTCGGCCAGACCTTCTCCACCTACCAGCAGT
TCGACTACTAG

Nucleotide
>0OskEXPA-18

ATCACTCGCAACACCAAAGCAGAGTTAGCTAGTACTACTACACTTGCAACGCTCC
ATCAAAAGTTTTGCATGGACATGGCCATGTCGTCGCGGCTGGCTCTGTGCCTCGC

GGTGGTCGCGGCGTGCGCGGLCGGGCGGCGCGGTGGCCGACTGGTCACCGGCGAC
GGCGACGTTCTATGGCGGGAGCGACGGGTCCGGGACGATGGGCGGLCGLCGTGLGG
GTACGGCAACCTGTACGACCAGGGGTACGGCGTGGACAACGCGGCGCTGAGCCA



GGCGCTGTTCAACGACGGCGCGTCGTGCGGGCAGTGCTACCTGATCGTCTGCGAC
ACGAGCAGGGCGCCGCAGTGGTGCAAGGCCGGCACGGCGGTGACCGTGACGGCG
ACCAACCTGTGCCCGCCCAACTGGGCGCTCCCGAGCGACGGCGGCGGGTGGTGL
AACCCGCCGCGGCCGCACTTCGACATGTCGCAGCCGGCGTGGGAGCAGATCGGC
GTGTACCAGGCCGGGATCGTGCCGGTGCTGTACCAGCGGGTGAGGTGCTGGCGCC
AGGGCGGGGTGCGGTTCACCGTCGCCGGCCTCAACTACTTCGAGCTCGTGCTCAT
CACCAACGTCGCCGGCAGCGGATCGGTGGCCAGCGCGTGGATCAAGGGGACCAA
CACCGGGTGGATCCAGATGTCGCGGAACTGGGGCGCCAACTGGCAGTCGCTCGC
CGGGCTCGCCGGCCAGGCGCTCAGCTTCGCCGTCACCACCACCGGCGGCCAGTAC
CTGCAGTTCCAGGACGTGGCGCCGGCGTGGTGGCAGTTCGGCCAGACCTTCTCCA
CCTACCAGCAGTTCGACTACTAGATGATGAGTAAAATGGTTCGTCATTTTAACGG
AGCTTAGCTAGCAATAGCAAAGCTGTACTTCCTTCCACCGCTTATTCCTTTATTCC
TGTGCTGCTCGATCGTCACACGATCGATGCTGATAATCTGTTTCCTAAATTTTTCC
TTGATTCTATTGCCAATATTAATTATGTA





