IDENTIFICATION

Species: Oryza sativa

Locus: LOC_0s10g39110

Gene Model: LOC_0s109g39110.1
Description: OstEXPA-33
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Osativa_v7_0
KEGG: https://www.genome.jp/entry/T01015

EXTERNAL RESOURCES
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+ Name Accession Description Interval E-value
[+] PLN00193 super family 3342 expansin-A; Provisional 30-265 5 05¢-83
SEQUENCES

Peptide

>0OstEXPA-33

MAAASSTTATTAILAAVIISLAGAATTVDAKFRAMQWTPAHATFYGDETASETMGG
ACGYGNLYASGYGTDTAALSTTLFKDGYGCGTCYQMRCVGTASCYRGSPAITVTAT
NLCPPNWAEDPDRGGGGWCNPPRAHFDLSKPAFMRMADWRAGIVPVMYRRVPCAR
AGGLRFALQGNPYWLLAYVMNVAGAGDVGDMWVKAGGGGGWVRMSHNWGASY
QAFAQLGGQALSFKVTSYTTGQTILAAGVTPASWCFGLTYQARVNFS*

CDS (coding sequence)
>OstEXPA-33

ATGGCGGCGGCTTCATCGACGACGGCGACGACGGCCATCCTGGCGGCAGTGATC
ATCTCTCTCGCCGGCGCTGCCACCACCGTGGACGCCAAGTTCAGGGCGATGCAGT
GGACTCCCGCCCACGCCACGTTCTACGGCGACGAGACGGCGTCGGAGACGATGG
GTGGGGCGTGCGGGTACGGCAACCTGTACGCGAGCGGGTACGGGACGGACACGG
CGGCGCTGAGCACGACGCTGTTCAAGGACGGCTACGGGTGCGGGACGTGCTACC
AGATGCGGTGCGTGGGGACGGCGTCCTGCTACAGGGGCTCGCCGGCGATCACCG
TGACGGCGACCAACCTGTGCCCGCCCAACTGGGCGGAGGACCCCGACCGCGGLG
GCGGCGGCTGGTGCAACCCGCCGCGGGCGCACTTTGACCTCTCCAAGCCGGCGTT
CATGCGGATGGCCGACTGGCGCGCCGGCATCGTCCCCGTCATGTACCGCCGCGTG
CCGTGCGCCCGCGLCGGLCGGLCCTGCGGTTCGCGCTGCAGGGGAACCCGTACTGGC
TGCTGGCCTACGTCATGAACGTCGCCGGCGCCGGCGACGTCGGGGACATGTGGGT
GAAGGCCGGCGGCGGCGGGGGTTGGGTGCGGATGAGCCACAACTGGGGCGLGTC
GTACCAGGCGTTCGCGCAGCTCGGCGGCCAGGCGCTCAGCTTCAAGGTCACCTCC
TACACCACCGGCCAGACCATCCTGGCCGCCGGCGTCACGCCGGCGAGCTGGTGCT
TCGGGCTCACGTACCAGGCCCGCGTGAACTTCTCCTAG

Nucleotide
>0OstEXPA-33

ATGGCGGCGGCTTCATCGACGACGGCGACGACGGCCATCCTGGCGGCAGTGATC
ATCTCTCTCGCCGGCGCTGCCACCACCGTGGACGCCAAGTTCAGGGCGATGCAGT
GGACTCCCGCCCACGCCACGTTCTACGGCGACGAGACGGCGTCGGAGACGATGG
GTACGTACACTCGTCGGATTATTTGCCCCACGCCTTAAAATACATTTTTTGTAAAA
AAAAAATCTTGCTTTAAGCTACTCTCTTCGTTATAAATTATAAATCGTTTTGACTT



TGATCAAATTAAATTGCTTCAAATTTAACCAAGTTTATAAAAAAAATAACATATT
CAACACTAGATAAATCTATCATAAAAATATATTCAATTATAAATTCAATGTAACT
AATTTGATGTTGCAGATGTTATAAATTTACAATAGTTTAACTTTGACCAAAATCAA
AACGATTTGTAATACAGAATGAATGTAATATTTGTTAAATTTTCATAGGGATGAG
TCCATGCGTGTTCTAGAAACAATAATTTATATAAATAATCATGTAATAAGTACAT
TAGTGTAATAATCTGTACCAAATTGGGTTGTGGCAGGTGGGGCGTGCGGGTACGG
CAACCTGTACGCGAGCGGGTACGGGACGGACACGGCGGCGCTGAGCACGACGCT
GTTCAAGGACGGCTACGGGTGCGGGACGTGCTACCAGATGCGGTGCGTGGGGAC
GGCGTCCTGCTACAGGGGCTCGCCGGCGATCACCGTGACGGCGACCAACCTGTGC
CCGCCCAACTGGGCGGAGGACCCCGACCGCGGLCGGCGGLGGCTGGTGCAACCCG
CCGCGGGCGCACTTTGACCTCTCCAAGCCGGCGTTCATGCGGATGGCCGACTGGC
GCGCCGGCATCGTCCCCGTCATGTACCGCCGCGTGCCGTGCGCCCGLCGLCLCGGLCGG
CCTGCGGTTCGCGCTGCAGGGGAACCCGTACTGGCTGCTGGCCTACGTCATGAAC
GTCGCCGGCGCCGGCGACGTCGGGGACATGTGGGTGAAGGCCGGLCGGLCGGLGGG
GGTTGGGTGCGGATGAGCCACAACTGGGGCGCGTCGTACCAGGCGTTCGCGCAG
CTCGGCGGCCAGGCGCTCAGCTTCAAGGTCACCTCCTACACCACCGGCCAGACCA
TCCTGGCCGCCGGCGTCACGCCGGCGAGCTGGTGCTTCGGGCTCACGTACCAGGC
CCGCGTGAACTTCTCCTAG





