IDENTIFICATION

Species: Oryza sativa Kitaake

Locus: OsKitaake06g284503

Gene Model: OsKitaake069284503.1.p
Description: OskEXPA-27

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

Query seq.
Superfamilies ey

List of domain hits ol

+ Name Accession Description Interval E-value
[+] PLND0193 super family cl33423 expansin-A; Provisional 26-262 3.01e-144

SEQUENCES
Peptide
>OskEXPA-27

MARRGHVFAVVAFVSYALLAAASTTVEAFAASGWSKGTATFYGGSDASGTMGGAC
GYGNLYTQGYGTRTAALSTALFDDGASCGQCYALTCDARADPRWCRAGASVTVTA
TNFCPPNYALPSDDGGWCNPPRPHFDMAQPAWERIGVYRGGIVPVAFRRVPCRRRG
GVRFTVAGRDYFELVLVTNVAAAGSVRSMEVRGSRRGAGWMAMSRNWGANWQS
LAYLDGQGLSFRVTATDGQTIVFAGVVPPSWRFGQTFASTQQFM*

CDS (coding sequence)
>0skEXPA-27

ATGGCGCGCCGTGGCCATGTGTTCGCCGTGGTGGCGTTCGTCAGCTACGCGCTGC
TCGCCGCCGCCTCGACGACGGTGGAGGCGTTCGCGGCGTCGGGCTGGAGCAAGG
GCACCGCCACCTTCTACGGCGGCAGCGACGCCTCCGGCACCATGGGCGGTGCGTG
CGGGTACGGCAACCTGTACACGCAAGGGTACGGGACGCGGACGGCGGCGLCTGAG
CACGGCGCTGTTCGACGACGGCGCGTCGTGCGGGCAGTGCTACGCGCTGACCTGC
GACGCGAGGGCGGACCCGCGGTGGTGCCGCGCGGGGGCGTCGGTGACGGTGACG
GCCACCAACTTCTGCCCGCCCAACTACGCGCTCCCCAGCGACGACGGCGGCTGGT
GCAACCCGCCGCGGCCGCACTTCGACATGGCGCAGCCGGCGTGGGAGCGGATCG
GCGTGTACCGGGGCGGCATCGTGCCGGTGGCGTTCCGCCGCGTGCCGTGCCGGAG
GCGCGGCGGCGTGCGGTTCACGGTGGCCGGGCGGGACTACTTCGAGCTGGTGCTG
GTGACGAACGTGGCGGCGGCTGGGTCGGTGAGGTCGATGGAGGTGAGGGGCAGC
CGCCGTGGCGCCGGGTGGATGGCCATGTCGCGCAACTGGGGCGCCAACTGGCAG
TCGCTGGCGTACCTCGACGGGCAGGGCCTCTCGTTCCGGGTCACCGCCACCGACG
GCCAGACCATCGTCTTCGCCGGCGTCGTGCCGCCGTCGTGGAGGTTCGGCCAGAC
GTTCGCGAGCACCCAGCAGTTCATGTAG

Nucleotide
>0OskEXPA-27

TTAATTTCGCCCGCAAGCCATGGCTCTGCATGTGCAAAGCTATCTCTCGCGTGTAT
ATATACAGCTCACGTATGCAGCAATCAGATTCAGTTCACCATAGTAGCTAAGCTA
GCACAGGTTGCAACGAGCAGAGAGCTAGGCGAAATCGATCGGAATTCGGAGATG
GCGCGCCGTGGCCATGTGTTCGCCGTGGTGGCGTTCGTCAGCTACGCGCTGCTCG
CCGCCGCCTCGACGACGGTGGAGGCGTTCGCGGCGTCGGGCTGGAGCAAGGGCA



CCGCCACCTTCTACGGCGGCAGCGACGCCTCCGGCACCATGGGTACGTACCTATG
TGTTCGTCCGTTGCGTCGCGTCGCGACGCGTGCTTGGACTGACTGACAGAGTGCG
GTGTGCGTGCATTGCAGGCGGTGCGTGCGGGTACGGCAACCTGTACACGCAAGG
GTACGGGACGCGGACGGCGGCGCTGAGCACGGCGCTGTTCGACGACGGCGCGTC
GTGCGGGCAGTGCTACGCGCTGACCTGCGACGCGAGGGCGGACCCGCGGTGGTG
CCGCGCGGGGGCGTCGGTGACGGTGACGGCCACCAACTTCTGCCCGCCCAACTAC
GCGCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGGCCGCACTTCGAC
ATGGCGCAGCCGGCGTGGGAGCGGATCGGCGTGTACCGGGGCGGCATCGTGCCG
GTGGCGTTCCGCCGCGTGCCGTGCCGGAGGCGCGGCGGCGTGCGGTTCACGGTGG
CCGGGCGGGACTACTTCGAGCTGGTGCTGGTGACGAACGTGGCGGCGGCTGGGT
CGGTGAGGTCGATGGAGGTGAGGGGCAGCCGCCGTGGCGCCGGGTGGATGGCCA
TGTCGCGCAACTGGGGCGCCAACTGGCAGTCGCTGGCGTACCTCGACGGGCAGG
GCCTCTCGTTCCGGGTCACCGCCACCGACGGCCAGACCATCGTCTTCGCCGGCGT
CGTGCCGCCGTCGTGGAGGTTCGGCCAGACGTTCGCGAGCACCCAGCAGTTCATG
TAGCTAGTCTCACTCTCGCTCGGGTTCCCTTTGGTTGGCACTTGGCAGTGGCGTTG
TTTGCTATACTTTGCTCTCTTCTGTTGGTGTTTAATTAGCAGCCCGCCAACGATTTG
TGCTATGTAATCGTGTTAATTTGACAGTTTTTGTGGTGTATTGAGAAGACTTGTCC
ACGTATCAATCTAGCACAAATTGCTTTGCAAAGTAACCATGTTTGGAGACTAAAA
AAAATTAACCTTACATC





