IDENTIFICATION

Species: Oryza sativa Kitaake

Locus: OsKitaake03g043800

Gene Model: OsKitaake03g043800.1.p
Description: OskEXPA-13

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 PLNOOLSS

Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 8-247 5.48e-116
SEQUENCES
Peptide

>0OskEXPA-13

MGNIVLQLLAILALCIAPARSGWLQGTATFYGGADGSGTMGGACGYGNLYDQGYGI
NNAALSTPLFNNGASCGQCYLIICNYDKAPSGCRMGTAITVTGTNFCPPNYDLPYGG
WCNTTRPHFDMSQPAWENIGIYSAGIVPILY QQVKCWRSGGVRFTITGLNYFELVLVT
NMAGSGSIASMSVKGSSTGWIQMSRNWGANWQCLAGLAGQALSFTVTSTGGQTIVF
DSVVPAGWSFGQTFSTYQQFDY*

CDS (coding sequence)
>0OskEXPA-13

ATGGGGAACATTGTCCTGCAGCTGCTCGCGATTCTTGCACTCTGCATTGCACCGG
CGAGGTCCGGCTGGCTCCAGGGCACCGCCACGTTCTACGGCGGCGCCGACGGCLTC
CGGCACCATGGGTGGTGCGTGCGGGTACGGGAATCTGTACGACCAGGGCTACGG
CATCAACAACGCGGCGCTGAGCACGCCACTGTTCAACAACGGGGCGTCGTGCGG
GCAATGCTACCTCATCATCTGCAACTACGACAAGGCGCCCAGCGGGTGCAGGATG
GGCACGGCGATCACCGTGACGGGCACCAACTTCTGCCCGCCCAACTATGACCTCC
CCTACGGCGGCTGGTGCAACACGACCCGCCCTCACTTCGACATGTCCCAGCCCGC
CTGGGAGAACATTGGCATCTACAGCGCTGGCATCGTCCCGATTCTCTACCAACAG
GTGAAGTGCTGGAGAAGTGGGGGAGTGAGATTCACCATCACCGGGTTGAACTAC
TTCGAGCTGGTGTTGGTGACGAACATGGCCGGGAGCGGGTCGATCGCGAGCATGT
CGGTGAAGGGCTCAAGCACGGGGTGGATTCAGATGTCGAGGAATTGGGGCGCCA
ATTGGCAGTGTCTCGCCGGACTGGCTGGTCAGGCGCTCAGTTTCACCGTCACCTC
CACCGGCGGCCAGACCATCGTCTTCGACAGCGTCGTGCCGGCGGGGTGGTCGTTC
GGGCAAACCTTCAGCACCTACCAGCAGTTCGACTACTAA

Nucleotide
>0skEXPA-13

ATCCATTCTTCCCAACAATATCTAGCTGCACCTGCGCAGGAGACCTAGCTATAGC
TACAGGAAATCATGGGGAACATTGTCCTGCAGCTGCTCGCGATTCTTGCACTCTG
CATTGCACCGGCGAGGTCCGGCTGGCTCCAGGGCACCGCCACGTTCTACGGCGGC
GCCGACGGCTCCGGCACCATGGGTACGTCGTCGTCGTCTACTCCATTTCCTCTCGC
ATCGCATTGTGTCAACCATTGCACGGCAATGCATCATCATGCATAATGCAAGACA
CAATCTGATGGAATATATATGTTGGAACAAGTGCATATGGGATGGTCTCGATGGG



ATTAACCGCTGATGTGCATATGTGTGCAAACAGGTGGTGCGTGCGGGTACGGGAA
TCTGTACGACCAGGGCTACGGCATCAACAACGCGGCGCTGAGCACGCCACTGTTC
AACAACGGGGCGTCGTGCGGGCAATGCTACCTCATCATCTGCAACTACGACAAG
GCGCCCAGCGGGTGCAGGATGGGCACGGCGATCACCGTGACGGGCACCAACTTC
TGCCCGCCCAACTATGACCTCCCCTACGGCGGCTGGTGCAACACGACCCGCCCTC
ACTTCGACATGTCCCAGCCCGCCTGGGAGAACATTGGCATCTACAGCGCTGGCAT
CGTCCCGATTCTCTACCAACAGTAAGAATAATACTATCAGTAGAGACCACCGTAA
AAGCACTCTAAAACGAAGAAGTTGTGTGTGTGTGTGTGTGTGTGTATATATATAT
ATATATATATATATATATATATATATATATATATATATATATATATATATATATAT
ATATATATATATATATATATATATGCATGATATCATGAAATAGTTAACACGTTGTG
GTGTGATGGATTATATTGAAGGGTGAAGTGCTGGAGAAGTGGGGGAGTGAGATT
CACCATCACCGGGTTGAACTACTTCGAGCTGGTGTTGGTGACGAACATGGCCGGG
AGCGGGTCGATCGCGAGCATGTCGGTGAAGGGCTCAAGCACGGGGTGGATTCAG
ATGTCGAGGAATTGGGGCGCCAATTGGCAGTGTCTCGCCGGACTGGCTGGTCAGG
CGCTCAGTTTCACCGTCACCTCCACCGGCGGCCAGACCATCGTCTTCGACAGCGT
CGTGCCGGCGGGGTGGTCGTTCGGGCAAACCTTCAGCACCTACCAGCAGTTCGAC
TACTAAGCTATATATGTTCAGACATCAGGAACATCAAGATCGTCGTCTGAAATGT
GAATGTCTGATCGATCGAGCATTCATACTTCGTTTTCATTTGTAATTAAGCTAGAG
CGCTCTAAGATCGAGCATTGTTTATTGGGATCATTAATTCATTTGATTGTTCAGTT
GCTAATTGATGGATGTAAATTAAGTTGCAATATATCCAAGGCAATCATTATTAAA
TGATATGAAATT





