IDENTIFICATION

Species: Oryza sativa Kitaake

Locus: OsKitaake05g206300

Gene Model: OsKitaake059206300.1.p
Description: OskEXPA-24

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 PLNO00S0O

Name Accession Description Interval E-value
[+] PLNO0O50 super family ci31535 expansin A; Provisional 1-246 4.84e-124
SEQUENCES
Peptide

>OskEXPA-24

MAIAGVLFLLFLARQASAAGYGGWQSAHATFYGGGDASGTMGGACGYGNLYSQG
YGTNTAALSTALFNDGAACGSCYELRCDNAGSSCLPGSITVTATNFCPPNYGLPSDD
GGWCNPPRPHFDMAEPAFLHIAQYRAGIVPVSFRRVPCVKKGGVRFTVNGHSYENLV
LVTNVAGAGDVRSVSIKGSRTGWQPMSRNWGQNWQSNAFLDGQSLSFQVTASDGR
TVTSNNVAHPGWQFGQTFEGGQF*

CDS (coding sequence)
>0OskEXPA-24

ATGGCGATCGCTGGCGTTCTCTTCCTCCTCTTCTTGGCACGGCAAGCCTCCGCCGC
CGGGTACGGCGGGTGGCAGAGCGCCCACGCCACGTTCTACGGCGGCGGCGATGC
TTCCGGCACCATGGGCGGGGCTTGCGGTTACGGCAACCTGTACAGCCAAGGGTAT
GGCACGAACACCGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGLCGGLGTGC
GGGTCGTGCTACGAGCTGCGGTGCGACAACGCCGGGAGTTCGTGCCTGCCGGGCT
CCATCACCGTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTCCCCAGCGA
CGACGGCGGCTGGTGCAACCCGCCCCGCCCTCACTTCGACATGGCCGAGCCGGCA
TTCCTCCACATCGCCCAGTACCGCGCCGGCATCGTCCCCGTCTCCTTCCGCAGGGT
GCCGTGCGTGAAGAAGGGTGGGGTCAGGTTCACCGTGAACGGGCACTCCTACTTC
AACCTGGTGCTGGTGACCAACGTGGCCGGCGCCGGCGACGTCCGCTCCGTCTCCA
TCAAGGGGTCGCGCACCGGGTGGCAGCCCATGTCGCGGAACTGGGGCCAGAACT
GGCAGAGCAACGCGTTCCTCGACGGCCAGAGCCTCTCCTTCCAGGTCACCGCCAG
CGACGGCCGCACCGTCACCAGCAACAACGTCGCCCACCCCGGCTGGCAGTTCGGC
CAGACCTTCGAGGGTGGCCAGTTCTAG

Nucleotide
>0OskEXPA-24

ACACTGCCAAGCTCCGCTTCAAGTGAGCTAGTCTAGCCAGCGTTTAGACACCATC
ACCAGCAATGGCGATCGCTGGCGTTCTCTTCCTCCTCTTCTTGGCACGGCAAGCCT
CCGCCGCCGGGTACGGCGGGTGGCAGAGCGCCCACGCCACGTTCTACGGLGGLG
GCGATGCTTCCGGCACCATGGGTGAGTAGTAGAATCTCATGCGCAGCCGGCGAAT
GCAGCGTGTTGCTGTAGCTCAACGGCGAGAATGACGATCGAAATGGTCTTTAATT
TGCAGGCGGGGCTTGCGGTTACGGCAACCTGTACAGCCAAGGGTATGGCACGAA



CACCGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCGGLCGTGCGGGTCGTG
CTACGAGCTGCGGTGCGACAACGCCGGGAGTTCGTGCCTGCCGGGCTCCATCACC
GTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTCCCCAGCGACGACGGCG
GCTGGTGCAACCCGCCCCGCCCTCACTTCGACATGGCCGAGCCGGCATTCCTCCA
CATCGCCCAGTACCGCGCCGGCATCGTCCCCGTCTCCTTCCGCAGGTCACATTCTC
TTCGCCTTCACAGACTCTCAGCTGGTTTCTACCGTAGTAGTAGAATCGAACAAGTT
TAAACAACCTTGAGAAAAAAAAACACGTTAAAACTTAAAACGTACCAATAGTGG
TCAGTTATGACTTGCGACTTTAGTCCTGTACTACCGCCACGTCCTGGCACGATCGG
CCGGATCAATTAAACACGCGACGTCGGTCGGTTTCAACTTTACGCCGGGCCCCAC
ATTAGGCTCGGCCGCGTGCCATGAGTGACCATTAGTTTCCGCTGGGACCAGCCTG
CGGATTTGATACGTTGCATGCAGATAGGCCGCTGCTGCTGCTGCAGCAGCAACTG
CGCCACGTACAGTGGCTACGCATGTGCATGCTGCGTCGTGCCATTGTCACGTACT
GCCTCACACCGATTCGGTCGCGGGATTCACCTCACCGCGAGATCGAGCAAGAAA
GAAAAAAAACATATGTACTCCAGTATTAACCGCGCGGTCTCGTGTGATTTTCCTTT
TTGCTGCAGGGTGCCGTGCGTGAAGAAGGGTGGGGTCAGGTTCACCGTGAACGG
GCACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCLCGGCGACGTC
CGCTCCGTCTCCATCAAGGGGTCGCGCACCGGGTGGCAGCCCATGTCGCGGAACT
GGGGCCAGAACTGGCAGAGCAACGCGTTCCTCGACGGCCAGAGCCTCTCCTTCCA
GGTCACCGCCAGCGACGGCCGCACCGTCACCAGCAACAACGTCGLCCCACCCCGG
CTGGCAGTTCGGCCAGACCTTCGAGGGTGGCCAGTTCTAGCCGCCACCGACATCG
CCGTCTCCGACACCCACATATAATAGCACGGTGTCCTTCTTCGTCTTCGTTCTCGT
CGTCGTCTTTCTTCCTTGAGAGATTATTTATTTTGAGCAAGAGAGAAAGAAAAGC
CTCTTCGTTATAGTGGAGAAGAGGTTTTGGGCTATGCTGAGGCTGCTAATTAGCA
CCCGCTTAGACGTTTTCCTTCTCTGGACTTCGTCCAATAATGACTGGACCGGTCCA
CCATCATCAAGTGTAGTGGTAGTAGTAAAGGGGAGTACTAAGCTTAGTACTACTT
GAAGAAAAAATCAATAATAATTGTATTGATTAAATTTCTACTTTTGAGCGTTTTCT
TGTACCGGAGTGATGGCCTTGCAACGGAATTAAAAACCGCGAGGCCGTGTTTTAT
TTATCAAGGGGACTATTGATGTTGTACTTTGTCGTAGCTAGCGGCTGTAGCTTCTC
TGTTCCTGTATTGTTTGGGTGTAATGGAGGAGTAATCAATTAAGGTGTACTTATTC
CTTTGTGAGGGATTTAATTGATGCGTACTTAATCCCCCC






