IDENTIFICATION

Species: Oryza sativa Kitaake

Locus: OsKitaake02g118400

Gene Model: OsKitaake02g118400.1.p
Description: OskEXPA-07

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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DOMAIN ARCHITECTURE

Superfanilies PLN001S3
"

List of domain hits

Name Accession Description Interval E-value
[+] PLNDO193 super family cl3342 expansin-A; Provisional 398-270 2 11e-137

SEQUENCES
Peptide
>0skEXPA-07

MTTDMAPARAFVLVLLAVASASTAAANTATTTPTNPVAAPTQWQKAHATFYGGAD
ASGTMGGACGYGNLYSQGYGTRNAALSTALFNDGASCGQCYKIACDRKRAPQWCK
PGVTVTITATNFCPPNWNLPSDNGGWCNPPRPHFDMAQPAWEKIGVYSAGIIPVIYQR
VPCVKKGGLRFTINGHDYFQLVLVTNVAAAGSIKSMEVMGSNTADWMPMARNWG
AQWHSLAYLTGQGLSFRVTNTDDQTLVFTNVVPPGWKFGQTFASKLQFK*

CDS (coding sequence)
>0skEXPA-07

ATGACGACAGACATGGCCCCAGCTCGAGCGTTCGTGTTGGTGCTGCTCGCAGTCG
CCAGTGCATCGACGGCCGCGGCCAACACAGCGACGACGACGCCCACAAACCCGG
TGGCTGCGCCGACCCAGTGGCAGAAGGCGCACGCGACGTTCTACGGCGGCGCGEG
ACGCGTCGGGCACCATGGGCGGGGCGTGCGGATACGGCAACCTGTACTCGCAGG
GGTACGGCACGCGGAACGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGLGT
CGTGCGGGCAGTGCTACAAGATCGCCTGCGACCGCAAGAGGGCGCCGCAGTGGT
GCAAGCCCGGCGTCACCGTTACCATCACCGCCACCAATTTCTGCCCGCCCAACTG
GAACCTTCCCAGTGATAATGGTGGCTGGTGCAACCCACCACGGCCGCACTTTGAC
ATGGCACAGCCGGCCTGGGAGAAGATCGGCGTCTACAGCGCAGGCATCATACCG
GTCATCTATCAAAGGGTTCCTTGCGTGAAGAAGGGTGGCCTGCGGTTCACCATTA
ACGGTCACGACTACTTCCAGCTAGTACTGGTGACCAACGTCGCGGCGGCAGGGTC
AATCAAGTCCATGGAGGTTATGGGTTCCAACACAGCGGATTGGATGCCGATGGCA
CGTAACTGGGGCGCCCAATGGCACTCACTGGCCTACCTCACCGGTCAAGGTCTAT
CCTTTAGGGTCACCAACACAGATGACCAAACGCTCGTCTTCACCAACGTCGTGCC
ACCAGGATGGAAGTTTGGCCAGACATTTGCAAGCAAGCTGCAGTTCAAGTGA

Nucleotide
>0OskEXPA-07

GAAGATCAACACAAAGCAACAGAGCAGTGTTGCTTTCAGAGATAGATAGCTCCA
GATAATTAACTCGGTCATCAAGTCTCAAGGGCCTAGTTACAGAGTTATCCGATCA
TGACGACAGACATGGCCCCAGCTCGAGCGTTCGTGTTGGTGCTGCTCGCAGTCGC
CAGTGCATCGACGGCCGCGGCCAACACAGCGACGACGACGCCCACAAACCEGGT



GGCTGCGCCGACCCAGTGGCAGAAGGCGCACGCGACGTTCTACGGCGGCGCGGA
CGCGTCGGGCACCATGGGCGGGGCGTGCGGATACGGCAACCTGTACTCGCAGGG
GTACGGCACGCGGAACGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCGTC
GTGCGGGCAGTGCTACAAGATCGCCTGCGACCGCAAGAGGGCGCCGCAGTGGTG
CAAGCCCGGCGTCACCGTTACCATCACCGCCACCAATTTCTGCCCGCCCAACTGG
AACCTTCCCAGTGATAATGGTGGCTGGTGCAACCCACCACGGCCGCACTTTGACA
TGGCACAGCCGGCCTGGGAGAAGATCGGCGTCTACAGCGCAGGCATCATACCGG
TCATCTATCAAAGGTACCAATACAAATACTCCAATTATTTTGGACATTATGGAGA
GAACAGTGCATATCCTGACCGCTGCTTCCATATGAAAATATCCTACTCTTGCGAT
GATTTCTACAGGGTTCCTTGCGTGAAGAAGGGTGGCCTGCGGTTCACCATTAACG
GTCACGACTACTTCCAGCTAGTACTGGTGACCAACGTCGCGGCGGCAGGGTCAAT
CAAGTCCATGGAGGTTATGGGTTCCAACACAGCGGATTGGATGCCGATGGCACGT
AACTGGGGCGCCCAATGGCACTCACTGGCCTACCTCACCGGTCAAGGTCTATCCT
TTAGGGTCACCAACACAGATGACCAAACGCTCGTCTTCACCAACGTCGTGCCACC
AGGATGGAAGTTTGGCCAGACATTTGCAAGCAAGCTGCAGTTCAAGTGAGAGGA
GAAGCCTGAATTGATACCGGAGCGTTTCTTTTGGGAGTAACATCTCTGGTTGCCT
AGCAAACATATGATTGTATATAAGTTTCGTTGTGCGTTTATTCTTTCGGTGTGTAA
AATAACATACATGCTTTCCTGATATTTTCTTGTATATATGTACACACACACGACAA
ATCCTT





