IDENTIFICATION

Species: Oryza sativa Kitaake

Locus: OsKitaake03g394900

Gene Model: OsKitaake03g394900.1.p
Description: OskEXPA-19

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 PLNOQOS0O

+ Name Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A; Provisional 26-262 7.60e-117
SEQUENCES

Peptide

>0OskEXPA-19

MSPAPRVLVLVVATVVALQVSPAAGRIPGAYGGGEWQSAHATFYGGSDASGTMGG
ACGYGNLYSQGYGVNNAALSTALFNSGQSCGACFEIKCVNQPGWEWCHPGSPSILIT
ATNFCPPNYALPSDNGGWCNPPRPHFDLAMPMFLHIAEYRAGIVPVSYRRVPCRKKG
GVRFTINGFRYFNLVLITNVAGAGDIVRASVKGTSTGWMPMSRNWGQNWQSNSVLV
GQALSFRVTGSDRRTSTSWNAAPAGWHFGQTFEGKNFRV*

CDS (coding sequence)
>0skEXPA-19

ATGTCGCCGGCGCCGCGGGTGTTGGTGTTGGTGGTGGCCACAGTGGTGGCGCTGC
AGGTGTCGCCGGCGGCGGGGCGGATCCCGGGGGCGTACGGGGGCGGGGAGTGGL
AGAGCGCGCACGCAACGTTCTACGGGGGCAGCGACGCGTCAGGGACGATGGGCG
GGGCGTGCGGGTACGGGAACCTGTACAGCCAGGGGTACGGGGTGAACAACGCGG
CGCTGAGCACGGCGCTGTTCAACTCCGGGCAGAGCTGCGGCGCGTGCTTCGAGAT
CAAGTGCGTGAACCAGCCCGGGTGGGAGTGGTGCCACCCGGGGAGCCCCTCCAT
CCTCATCACCGCCACCAACTTCTGCCCGCCCAACTACGCCCTCCCCTCCGACAAC
GGCGGCTGGTGCAACCCTCCTCGCCCCCACTTCGACCTCGCCATGCCCATGTTCCT
CCACATCGCCGAGTACCGCGCCGGCATCGTCCCCGTCTCCTACCGCCGGGTGCCG
TGCAGGAAGAAGGGAGGGGTTCGGTTCACGATAAACGGGTTCAGGTACTTCAAC
CTGGTGCTGATCACGAACGTGGCCGGGGCCGGGGACATCGTGAGGGCGAGCGTG
AAGGGGACGAGCACCGGGTGGATGCCCATGTCGCGGAACTGGGGCCAGAACTGG
CAGTCCAACTCCGTCCTCGTCGGCCAGGCGCTCTCGTTCCGCGTCACCGGCAGCG
ACCGCCGCACCTCCACATCCTGGAACGCCGCACCCGCCGGATGGCACTTCGGCCA
GACCTTCGAGGGCAAGAACTTCCGGGTCTGA

Nucleotide
>0OskEXPA-19

ATTGCTACTACTACCACGCAGCGGGTGACACACACACACACAAAAAGTCACAAA
TCTCTACGTTTTTTTTCCTCGCGAGGCGTAGGGCGCGCATACGCGACGCGCGCCAT
TATTTGGTCCGCCTCGTGCCTCCATAAATACCGCCTCCGTCCCGTCCGCCTCCTCC
CCCACACTCCACTCCACTCCACTCTCGCCGCTCGCCGTTGCCACTCGCACTCACAA
TGTCGCCGGCGCCGCGGGTGTTGGTGTTGGTGGTGGCCACAGTGGTGGCGCTGCA



GGTGTCGCCGGCGGCGGGGCGGATCCCGGGGGCGTACGGGGGCGGGGAGTGGCA
GAGCGCGCACGCAACGTTCTACGGGGGCAGCGACGCGTCAGGGACGATGGGCGEG
GGCGTGCGGGTACGGGAACCTGTACAGCCAGGGGTACGGGGTGAACAACGCGGC
GCTGAGCACGGCGCTGTTCAACTCCGGGCAGAGCTGCGGCGCGTGCTTCGAGATC
AAGTGCGTGAACCAGCCCGGGTGGGAGTGGTGCCACCCGGGGAGCCCCTCCATC
CTCATCACCGCCACCAACTTCTGCCCGCCCAACTACGCCCTCCCCTCCGACAACG
GCGGCTGGTGCAACCCTCCTCGCCCCCACTTCGACCTCGCCATGCCCATGTTCCTC
CACATCGCCGAGTACCGCGCCGGCATCGTCCCCGTCTCCTACCGCCGGTAAATAT
AATCTCTCACCACCATTCTTGCTGCTAGTACTGCATTTCTTGGTGACGACATTCGC
CTTGGTTAGAGGAGCAGGAACAGTAGTACTTCTAGGCTTGTTTTCTTGGTCCAAT
GGAAGCTTTTGTTTTGTTTTGTTTTCATTTCATTTCGCGTCTTTTGAGACGGCGTGG
GGCTGCTGCTGCTGCTGCTTCTGCTTCTGCAGCGTTTTGGACTCCAGCCACTTCTG
CTTCCGCACTGCTTTATTACTGTAGTAAATAAATTTGATACGGTATACTCCAGCGC
GTAGTGGCTGCACGGCCAGGTGAGTAATATTTTCCGAGTGGGATGGAAATGTGCA
CCGACGGCGCGGCTTTAAAAGCGGAGGAGCGTGATAGTAGCGGCTAGAAACGCT
GCTCACTGCCCGTAAAAAGTTGGCTTGGTACGTAGCTATAAATGGGGTGTCCCGT
GTTCGCTTTGCCCTTGTGCATGTACTCGTGTACCGGCGCTACGCACCGTGGCTCGC
ATTGAGCCGAGCCCAAACTCTGCTTAGCGCTTAATCACTGCCAATTTTTTTTCCAT
ACATTTGCTTGTAGTAGATCTCATGCTAGTGGTTACATTCCCATGCTTTAATTAAC
AGTACAGTAGAAAGGAGGAGTAGATTTTTGGGAGCATTGGCCTGAATAATTGTAC
CACTACACCATAAAGGGACACAAAAGATGTACAGGGAAAAAACAGCACTGTTAC
TGTGCAAATGTGTGTAGTGTAAGACCACTGGGCGCACTGGCAGCAGCGAGAGGC
CCAGAGAAACATCCAACGCGAGTCAAGCGTGTAGTTGGGAGGAGTAGTAGAATT
CCGTAGGGCCAAGGCGCACAGGCAAAACGCGCACACGCGCTTTTGACCTTTTTCG
CTTTCCGCTGTGTTGTCCTGGCCCGGTTGGGTGGTTGGGTTGGTGCCGCCCCGTGA
TCCCGCTCCGTACCCGCGCCTCCCTCGCTTCGCTCTCCGCAACCTTGGCGTGGCGT
CTCGCCGTCTCCCATGCCCTGGCGGGAAAGACGACGGTGTGAGGTGATGAGGTG
AAATGGCAGGTCTGCCCCTCCGTTCCTTCTGTGGCTGGTCCCCTACTGCAGGGGCC
TTCCCGTCCTTTCGTCCTGCCGGCACAACGTTACTACGCGTGAGGAGGCTGTGTG
GCCCCATCTCTGCATGAACGACTGCACTCTCTTCCTGGTCATATGTCCTTGCCTCC
TTTTGGCTCCTTGCTACCTATAGTTACAGCGAAATAATATTTGCTCCTACTACTAG
TATTGTTCTGTTGATCTTGATTTTAATGTGATAATAATGCGTGGTTAATGAGTGAT
GAAAATGTTGGCGTGTGTGTGGTTTGCAGGGTGCCGTGCAGGAAGAAGGGAGGG
GTTCGGTTCACGATAAACGGGTTCAGGTACTTCAACCTGGTGCTGATCACGAACG
TGGCCGGGGCCGGGGACATCGTGAGGGCGAGCGTGAAGGGGACGAGCACCGGGT
GGATGCCCATGTCGCGGAACTGGGGCCAGAACTGGCAGTCCAACTCCGTCCTCGT
CGGCCAGGCGCTCTCGTTCCGCGTCACCGGCAGCGACCGCCGCACCTCCACATCC
TGGAACGCCGCACCCGCCGGATGGCACTTCGGCCAGACCTTCGAGGGCAAGAAC
TTCCGGGTCTGAATTGAATGAAGCAAAACTGCAATATACCCTCTTATTTACTCATC
TAGTAATTACTGTCATTATAGCGAGCAGGTGTGTTTTTTACCTTGGTTAAGTTTGG
GTTCTTCTTCGGTTGGTGGCCTTGTCAAAGTGAGGGGCCGGGGGAAAACAGGTGG
TAAAGACTAGTACTAGTGTCAATTAGGGTTAAACTGGTAAATTGCTAGTACTGCT
GTTACTCATCATCATCATCGCTAGTGGTCACTGCTAGTAGTAGTTGTGCTAGTGCA
TGTATGGTTATGGATACTGCATCATGTTGGTTGGTGATGGATTTTGTCCATGTTTT
GCCAAGGGGTTTGGTTTGGAGTTGGGGGTGATGGGGAGGATTTGTGCTCAAAGA
GTGGCTGAAGTGGCTGCAAAGCTGCAGCTGAATTTGGGGGTGGTGAGTGTAGCCC
GCAGCCGCTTGTGCCGTGTCATTTGTCTCTATGGCACTTGATGTTTATCATGGACT




TGATTTATCATTATGGTGATTGGAGCTTGTAAGAAGATTAATTGCCTCTGTTCCTC
TCGCTCTGTGTGTGTGTTTTATGTGATGTTCTGGTTGAGCATTTCAGCTTTGTAGTG
CTGGAATGATGATTCTTGCCGGCTTCTTTCCGTG






