IDENTIFICATION

Species: Oryza sativa Kitaake

Locus: OsKitaake10g173200

Gene Model: OsKitaake10g173200.1.p
Description: OskEXPA-31

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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Legend:
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DOMAIN ARCHITECTURE

Superfanilies pLN01es

+ Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 30-265 5.95e-83
SEQUENCES

Peptide

>0skEXPA-31

MAAASSTTATTAILAAVIISLAGAATTVDAKFRAMQWTPAHATFYGDETASETMGG
ACGYGNLYASGYGTDTAALSTTLFKDGYGCGTCYQMRCVGTASCYRGSPAITVTAT
NLCPPNWAEDPDRGGGGWCNPPRAHFDLSKPAFMRMADWRAGIVPVMYRRVPCAR
AGGLRFALQGNPYWLLAYVMNVAGAGDVGDMWVKAGGGGGWVRMSHNWGASY
QAFAQLGGQALSFKVTSYTTGQTILAAGVTPASWCFGLTYQARVNFS*

CDS (coding sequence)
>0OskEXPA-31

ATGGCGGCGGCTTCATCGACGACGGCGACGACGGCCATCCTGGCGGCAGTGATC
ATCTCTCTCGCCGGCGCTGCCACCACCGTGGACGCCAAGTTCAGGGCGATGCAGT
GGACTCCCGCCCACGCCACGTTCTACGGCGACGAGACGGCGTCGGAGACGATGG
GTGGGGCGTGCGGGTACGGCAACCTGTACGCGAGCGGGTACGGGACGGACACGG
CGGCGCTGAGCACGACGCTGTTCAAGGACGGCTACGGGTGCGGGACGTGCTACC
AGATGCGGTGCGTGGGGACGGCGTCCTGCTACAGGGGCTCGCCGGCGATCACCG
TGACGGCGACCAACCTGTGCCCGCCCAACTGGGCGGAGGACCCCGACCGLGGLG
GCGGCGGCTGGTGCAACCCGCCGCGGGCGCACTTTGACCTCTCCAAGCCGGCGTT
CATGCGGATGGCCGACTGGCGCGCCGGCATCGTCCCCGTCATGTACCGCCGLGTG
CCGTGCGCCCGCGLCCGGLCGGLCCTGCGGTTCGCGCTGCAGGGGAACCCGTACTGGC
TGCTGGCCTACGTCATGAACGTCGCCGGCGCCGGCGACGTCGGGGACATGTGGGT
GAAGGCCGGCGGCGGCGGGGGTTGGGTGCGGATGAGCCACAACTGGGGCGLGTC
GTACCAGGCGTTCGCGCAGCTCGGCGGCCAGGCGCTCAGCTTCAAGGTCACCTCC
TACACCACCGGCCAGACCATCCTGGCCGCCGGCGTCACGCCGGCGAGCTGGTGCT
TCGGGCTCACGTACCAGGCCCGCGTGAACTTCTCCTAG

Nucleotide
>0OskEXPA-31

CTGGCATGTTCATTGTATTGAAATGCTGAATTATACCACATTCTCCACAATCTGAA
TTGAACAAGGACACTACTAGTAACAAATTGGGATCACAAGACAAAGACACATTC
TTACACCCAATCTGCCGTACCGGCAAAATGGATAGAAAAACAGAGTACAGCTCG
GTTCCTTGCCCGCACGTATGTAGCGTCCGGTACATGATTGTGATAAGCCCTCGTAC
TAACAATCTCCACGATTCGCAGTGTGTGCAGGCACGTCGTCCGGCGAAGTTGTGC



GCCGTGTTATTCTAATATTCTCCAACTAATCATCACTCTGATTGATTGATTGGTCA
ATCCGATGCTCACTATAAATTCCAGTGGTTGCATGCTTTTTCTTCATCAGAGCTCG
GCAATTCAGCCTAGTGTGGTGGTGCAGAAGACCACGAGCAGGACAAGATCGGTG
CAATGGCGGCGGCTTCATCGACGACGGCGACGACGGCCATCCTGGCGGCAGTGA
TCATCTCTCTCGCCGGCGCTGCCACCACCGTGGACGCCAAGTTCAGGGCGATGCA
GTGGACTCCCGCCCACGCCACGTTCTACGGCGACGAGACGGCGTCGGAGACGAT
GGGTACGTACACTCGTCGGATTATTTGCCCCACGCCTTAAAATACATTTTTTGTAA
AAAAAAAATCTTGCTTTAAGCTACTCTCTTCGTTATAAATTATAAATCGTTTTGAC
TTTGATCAAATTAAATTGCTTCAAATTTAACCAAGTTTATAAAAAAAATAACATA
TTCAACACTAGATAAATCTATCATAAAAATATATTCAATTATAAATTCAATGTAA
CTAATTTGATGTTGCAGATGTTATAAATTTACAATAGTTTAACTTTGACCAAAATC
AAAACGATTTGTAATACAGAATGAATGTAATATTTGTTAAATTTTCATAGGGATG
AGTCCATGCGTGTTCTAGAAACAATAATTTATATAAATAATCATGTAATAAGTAC
ATTAGTGTAATAATCTGTACCAAATTGGGTTGTGGCAGGTGGGGCGTGCGGGTAC
GGCAACCTGTACGCGAGCGGGTACGGGACGGACACGGCGGCGCTGAGCACGACG
CTGTTCAAGGACGGCTACGGGTGCGGGACGTGCTACCAGATGCGGTGCGTGGGG
ACGGCGTCCTGCTACAGGGGCTCGCCGGCGATCACCGTGACGGCGACCAACCTGT
GCCCGCCCAACTGGGCGGAGGACCCCGACCGLCGGLGGLCGGLCGGCTGGTGCAACC
CGCCGCGGGCGCACTTTGACCTCTCCAAGCCGGCGTTCATGCGGATGGCCGACTG
GCGCGCCGGCATCGTCCCCGTCATGTACCGCCGCGTGCCGTGLCGLCLLCGLGLLGGL
GGCCTGCGGTTCGCGCTGCAGGGGAACCCGTACTGGCTGCTGGCCTACGTCATGA
ACGTCGCCGGCGCCGGCGACGTCGGGGACATGTGGGTGAAGGCCGGLCGGLCGGLG
GGGGTTGGGTGCGGATGAGCCACAACTGGGGCGCGTCGTACCAGGCGTTCGCGC
AGCTCGGCGGCCAGGCGCTCAGCTTCAAGGTCACCTCCTACACCACCGGCCAGAC
CATCCTGGCCGCCGGCGTCACGCCGGCGAGCTGGTGCTTCGGGCTCACGTACCAG
GCCCGCGTGAACTTCTCCTAGATCGTTTTTTTAGTAGCAGCAAGCAGCGAGGAGA
ACTCACTCTTGATAAGTGAGAATGCTCGGCTCTGCTGCTCTCTTCTATCGTCTGCT
CTGTCGCTGTATCGTAGTTACTCCCGTTGCCCCCATCCACAACATCAACATGGTCA
TGTGGAACAGCGGGGTTTGACGACAACATTGATGATGTACTCCAATATTGCCATA
TTGGAA





