IDENTIFICATION

Species: Oryza sativa Kitaake

Locus: OsKitaake02g117900

Gene Model: OsKitaake02g117900.1.p
Description: OskEXPA-04

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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List of domain hits *

-+ Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A; Provisional 31-261 2 36e-140

SEQUENCES
Peptide
>0OskEXPA-04

MAGVARMLAAVVCAIMPAAAMAAGGVGALEPSGWVRAHATFYGGADASGTMGG
ACGYGNLYAQGYGTRTAALSTALFNDGLACGQCYKLVCDRKTDRTWCKPGVSVTI

TATNFCPPNWDLPSDSGGWCNPPRPHFDMAQPAWEKIGIYRGGIIPVIYQRVPCMKK
GGVRFTINGHDYFQLVLLTNVGAAGSIKAMDVKGSKSPDWMAMAHNWGAQWHSL
AYLTGQGLSFRVTITDGQTLVFPNVVRPGWRFGQTFASNIQFK*

CDS (coding sequence)
>0OskEXPA-04

ATGGCGGGCGTCGCTCGCATGCTCGCGGCCGTGGTCTGCGCGATCATGCCGGCGG
CGGCGATGGCGGCCGGCGGLCGTGGGLCGCGCTGGAGCCGAGCGGGTGGGTGAGGG
CGCACGCGACGTTCTACGGCGGCGCGGACGCGTCGGGAACCATGGGLCGGGGLGT
GCGGGTACGGCAACCTGTACGCGCAGGGGTACGGCACGAGGACGGCGGCGCTCA
GCACGGCGCTGTTCAACGACGGCCTCGCCTGCGGGCAGTGCTACAAGCTCGTCTG
CGACCGCAAGACGGACCGGACGTGGTGCAAGCCGGGCGTCTCCGTCACCATCAC
CGCCACCAACTTCTGCCCGCCCAACTGGGACCTCCCCAGCGACAGCGGCGGLTGG
TGCAACCCGCCGCGCCCCCACTTCGACATGGCCCAGCCCGCCTGGGAGAAGATCG
GCATCTACCGCGGCGGCATCATCCCCGTCATCTACCAAAGGGTTCCTTGCATGAA
GAAGGGCGGGGTGCGGTTCACCATCAACGGGCACGACTACTTCCAGCTGGTGCTG
CTGACCAACGTCGGGGCGGCCGGCTCGATCAAGGCCATGGACGTGAAGGGCTCC
AAGTCGCCGGACTGGATGGCCATGGCGCACAACTGGGGCGCCCAGTGGCACTCG
CTGGCCTACCTCACCGGCCAGGGCCTCTCCTTCCGGGTCACCATCACCGATGGCC
AGACGCTCGTCTTCCCCAACGTCGTTCGCCCCGGATGGAGGTTCGGCCAAACGTT
CGCGAGCAACATACAGTTCAAGTGA

Nucleotide
>0OskEXPA-04

GTTTCACCATTCCTCGAACACCATCATCCACAAACACACAAGTACATCTCGATCG

AAGCTAGCTAGACTAGAGCACGCACACGTACGATCTCGTCCATGGCGGGCGTCGC
TCGCATGCTCGCGGCCGTGGTCTGCGCGATCATGCCGGCGGCGGCGATGGCGGLC
GGCGGCGTGGGCGCGCTGGAGCCGAGCGGGTGGGTGAGGGCGCACGCGACGTTC
TACGGCGGCGCGGACGCGTCGGGAACCATGGGCGGGGCGTGCGGGTACGGCAAC



CTGTACGCGCAGGGGTACGGCACGAGGACGGCGGCGCTCAGCACGGCGCTGTTC
AACGACGGCCTCGCCTGCGGGCAGTGCTACAAGCTCGTCTGCGACCGCAAGACG
GACCGGACGTGGTGCAAGCCGGGCGTCTCCGTCACCATCACCGCCACCAACTTCT
GCCCGCCCAACTGGGACCTCCCCAGCGACAGCGGCGGCTGGTGCAACCLGLLGC
GCCCCCACTTCGACATGGCCCAGCCCGCCTGGGAGAAGATCGGCATCTACCGCGG
CGGCATCATCCCCGTCATCTACCAAAGGTAAACAACACAATCACATATGTCTAGT
GGTCGTTGCAGTGACCTGAATAGCACTCTAAGGTTCTAAGTTCAGATCTTCATAG
GAGTGAATTTCAGATTATGTTGTTTGAGGGACTGAGTTTCCGATTCAAGACGATTT
GAGAGGCTGGATAAAAAATACCATTCTCTAAAAAAAAATTATCACCTTCGACATC
GCAACATCGATCAAGCATTGATGATTGATTCTACTGGGTGGCGGAGTCAAAAAAA
AACATTCACATATAAGGCTGAGCTAATGAAAGTTCAAATATTTTCACAACCACAT
AGTATTTTTTAAGATTATAATGAGAGCTATGGATCTAGGCATTAGGCTCGAGTCC
TGGCTGCCCCATGCCTGATGCGGCCTCAAATTTGTACTACCACCGTAAAAATCAC
TTTATTTTTGATGTTTTTGTGTAGGGTTCCTTGCATGAAGAAGGGCGGGGTGCGGT
TCACCATCAACGGGCACGACTACTTCCAGCTGGTGCTGCTGACCAACGTCGGGGC
GGCCGGCTCGATCAAGGCCATGGACGTGAAGGGCTCCAAGTCGCCGGACTGGAT
GGCCATGGCGCACAACTGGGGCGCCCAGTGGCACTCGCTGGCCTACCTCACCGGC
CAGGGCCTCTCCTTCCGGGTCACCATCACCGATGGCCAGACGCTCGTCTTCCCCA
ACGTCGTTCGCCCCGGATGGAGGTTCGGCCAAACGTTCGCGAGCAACATACAGTT
CAAGTGAGCCACCTGATCGATCGAAGCTTCTATATAGGCGCAGCTAGCATCGTCG
TGCATATGCGTGAAGGATTTAATTTGGCGTCCAAACTTTATATATACTTCTTTTCC
AAAATGATCGATCACTCTCTCAATTTGGATGCTGATGGGGGTTGATTTACTATGGT
ATTGTGTAATTAATTACCAGCCTGAAACCAACATTTTCATTGGGCTTTTGTATGTA
TGTGCGATGTACATAAAGAGTTCGATCTAAATGATTCTTATGGAAGTATGATTAT
CACGCGATTTGAGTAAACTCCAAATTTGGTGTTTAGTTGAGTAGACCATAAGTTG
GATTCCCTTGAGGAGATAATTACAAGGTTCTTAATTAGTGTGTTAAATTTGTAACA
CCTTCTGGTATATAGCTATTTTGGTTCAAAA





