IDENTIFICATION

Species: Oryza sativa Kitaake

Locus: OsKitaake03g043500

Gene Model: OsKitaake03g043500.1.p
Description: OskEXPA-10

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 b

+ Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 27-249 2.16e-135

SEQUENCES
Peptide
>0OskEXPA-10

MARSAFFFHCVAAVAACIAATAAALSGTATFYGGSDASGTMGGACGYGNLYSTGY
GTNTAALSSALFNDGAACGECYQITCDQSNSKWCKAGTSVTITATNLCPPDYSKPSN
DGGWCNPPRQHFDMAQPAWEQIGVYRGGIVPVNFQRVSCTRKGGVRFTINGNSYFE
LVLITNVGGPGSIKSVQIKGTKTGWVTMSRNWGANWQANNYLNNQAISFSVTSTAG
KTLVFEDVAPSNWQFGQTFTSGVQFY™*

CDS (coding sequence)
>0OskEXPA-10

ATGGCGCGGAGTGCCTTCTTCTTCCACTGCGTCGCCGCCGTCGCGGCGTGCATCG
CCGCGACGGCCGCGGCGCTCAGTGGCACGGCCACGTTCTACGGCGGGAGCGACG
CCTCCGGCACAATGGGCGGCGCGTGCGGGTACGGCAACCTGTACTCGACGGGGT
ACGGGACGAACACGGCGGCGCTGAGCTCGGCGCTGTTCAACGACGGCGCGGCGT
GCGGCGAGTGCTACCAGATCACGTGCGACCAGTCCAACTCGAAGTGGTGCAAGG
CGGGCACGTCGGTGACCATCACCGCGACCAACCTCTGCCCACCGGACTACTCCAA
GCCGAGCAACGACGGCGGCTGGTGCAACCCGCCGCGCCAGCACTTCGACATGGC
GCAACCCGCCTGGGAACAGATCGGCGTCTACCGCGGCGGTATCGTCCCCGTCAAT
TTCCAGAGGGTGTCGTGCACGAGGAAAGGAGGGGTGAGGTTCACCATCAACGGG
AACAGCTACTTCGAGCTGGTGCTGATCACCAACGTGGGCGGGCCGGGGTCGATCA
AGTCGGTGCAGATCAAGGGAACAAAGACGGGGTGGGTGACCATGTCCCGGAACT
GGGGCGCCAACTGGCAAGCCAACAACTACCTCAACAACCAGGCCATCTCCTTCTC
GGTCACCTCCACCGCCGGCAAGACGCTCGTCTTCGAGGACGTCGCGCCGTCCAAC
TGGCAGTTCGGCCAGACATTCACCAGCGGCGTGCAGTTCTACTAG

Nucleotide
>0skEXPA-10

CTCAGTACTCAGATACATTACCCGCACCGCCTAATTAAGCGCTCGCATCTGAAGC
CATTTCGAGGGACGTCATGGCGCGGAGTGCCTTCTTCTTCCACTGCGTCGCCGCC
GTCGCGGCGTGCATCGCCGCGACGGCCGCGGCGCTCAGTGGCACGGCCACGTTCT
ACGGCGGGAGCGACGCCTCCGGCACAATGGGTATAGTTTAGACATTTGCTAATTA
AGCCTGATCAGTTTTACACACACCAATGGACTGGTGCTGACAATGGCGTTTGTTG
TTGATCGACAGGCGGCGCGTGCGGGTACGGCAACCTGTACTCGACGGGGTACGG



GACGAACACGGCGGCGCTGAGCTCGGCGCTGTTCAACGACGGCGCGGLGTGCGG
CGAGTGCTACCAGATCACGTGCGACCAGTCCAACTCGAAGTGGTGCAAGGCGGG
CACGTCGGTGACCATCACCGCGACCAACCTCTGCCCACCGGACTACTCCAAGCCG
AGCAACGACGGCGGCTGGTGCAACCCGCCGCGCCAGCACTTCGACATGGCGCAA
CCCGCCTGGGAACAGATCGGCGTCTACCGCGGCGGTATCGTCCCCGTCAATTTCC
AGAGGTACGCACATACTCCGGTCACCGTCGTTTCGCCGGCCGGCGGCGCACAGAA
TCAAGTAGTGATCACGTACGTATACGTATGTGTGCAGGGTGTCGTGCACGAGGAA
AGGAGGGGTGAGGTTCACCATCAACGGGAACAGCTACTTCGAGCTGGTGCTGAT
CACCAACGTGGGCGGGCCGGGGTCGATCAAGTCGGTGCAGATCAAGGGAACAAA
GACGGGGTGGGTGACCATGTCCCGGAACTGGGGCGCCAACTGGCAAGCCAACAA
CTACCTCAACAACCAGGCCATCTCCTTCTCGGTCACCTCCACCGCCGGCAAGACG
CTCGTCTTCGAGGACGTCGCGCCGTCCAACTGGCAGTTCGGCCAGACATTCACCA
GCGGCGTGCAGTTCTACTAGCTAGCGGCTCGCGCGCGCGCGCGGLCGGCGCATGA
GCCGCCGCCGCCGTCGCGCGCTTGCCCAACGGCGAGCGGCGCATGCCACCTGLCG
CCATTTCCGTTCAATTTTTGCATTTGGAAAACTTGTCAAAAAGACCAGCTTATTTA
GCATCATTCTGATTGGGGAAAAAAATGTATTCTTAGCTAGGGGAACGCCACTGTG
GTTTGCATGGCTGAGGCGGGTTCCAACGGTGTTCGTCTGGCCGGGCGGCCTGATC
GATAGCCCGCCATGCCTAACCGCTTTTACGATGATTGCTGGGAAGGAAAACTATT
TAGACGACTTTGCTTGGACACGAGGTAAGGAGTGCAGGCACTGATCGATCCGTGT
AATGCTGAAATATGGCGCTCATTGGAAGGCGCAAACCACATGCGAGTTTACTGTT
TGACCCGATGATGATCTCAATGAAATGAATTGGCCATTGGCCCTGTAAATTGACT
G






