IDENTIFICATION

Species: Oryza sativa

Locus: LOC_0s03g04020

Gene Model: LOC_0s03g04020.2
Description: OstEXLA-02
Family: Expansin Like Alpha

3D structure:
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GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Osativa_v7_0
KEGG: https://www.genome.jp/entry/T01015

EXTERNAL RESOURCES
http://rice.uga.edu/
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Query seq.
Superfanilies PLNB3023

+ Name Accession Description Interval E-value
[+] PLN03022 super family cl33621 Expansin-like B1; Provisional 17-223 1.23e-65
SEQUENCES

Peptide

>OstEXLA-02

MDRLIDSVRLFLRGTAGSCGYGTAAATFNGGGFLAAAGPALYRGGVGCGACYQVR
CKDKKLCSNAGARVVVTDRARTNRTGLVLSSPAFAAMARPGMAASLTELAAVDVE
YKRVPCEYRHRSLSVRVDERSRGPNELTISFLYQGGQTDIVAVDVAQVGSSSWKFMT
REHGPSWSMANAPPGPLOMRLVVTGGYDGKWVWADREVLPRRWRAGEVYDTGV
QITDIAQEGCFPCDTHEWK™*

CDS (coding sequence)
>OstEXLA-02

ATGGATCGACTGATTGATTCTGTTCGTTTGTTCTTGCGTGGCACAGCCGGTTCTTG
CGGGTATGGCACGGCGGCCGCGACCTTCAACGGCGGCGGATTCCTCGCCGLCCGLG
GGCCCCGCGCTGTACCGGGGCGGCGTCGGCTGCGGCGCGTGCTACCAGGTGAGA
TGCAAGGACAAGAAGCTGTGCAGCAACGCGGGCGCCCGTGTCGTCGTCACGGAC
CGCGCCAGGACGAACCGCACCGGCCTCGTTCTGAGCAGCCCGGCGTTCGCCGCCA
TGGCCCGCCCCGGCATGGCCGCGTCGCTCACCGAGCTCGCCGCCGTGGACGTCGA
GTACAAGAGGGTACCGTGCGAGTACAGGCACAGGAGCCTCTCTGTCAGAGTCGA
CGAGAGAAGTCGCGGACCCAACGAGCTCACCATCAGCTTCCTCTACCAAGGCGG
CCAAACCGACATCGTCGCCGTCGACGTCGCCCAGGTTGGGTCGTCGAGCTGGAAG
TTCATGACGAGGGAGCACGGACCGTCGTGGAGCATGGCGAACGCGCCGLLCGGGE
CCGCTGCAGATGAGGCTGGTGGTGACCGGCGGCTACGACGGGAAGTGGGTGTGG
GCCGACCGGGAGGTCCTGCCGAGGCGGTGGCGCGCCGGCGAGGTCTACGACACG
GGGGTCCAGATCACTGACATCGCCCAGGAAGGCTGCTTCCCCTGCGACACGCACG
AGTGGAAGTAG

Nucleotide
>0OstEXLA-02

ACCTCGGTCTCTCTCTTCTCCGAAGCGACCCACACTCCCCGTGCCCGAGCCAGAG
AGTATGGCCGTCTCTGTCCGTTGCTGCTTCGGCTCCTCCTCCCTTTCGCACCACGC
GCGACTACTCCTCGTCATCGTTGCGTTGCTCGCGCCTCGGCTCGCTTCCGGCTGCG
ACCGCTGCGTGCGCCGCTCCAGAGCGGCTTACTACACCTCCTCGCTCACGCTGAC
TGGTATGTCGACACGACGGCTCTGTTTTTGTTCGTGGTTTTGCGTGCAGAGGGAGC
GGCCGGATTATGGATCGACTGATTGATTCTGTTCGTTTGTTCTTGCGTGGCACAGC



CGGTTCTTGCGGGTATGGCACGGCGGCCGCGACCTTCAACGGCGGCGGATTCCTC
GCCGCCGCGGGCCCCGCGCTGTACCGGGGLCGGCGTCGGCTGCGGCGCGTGCTACC
AGGTAATCAAGCTCGATCGAGAAGGAGAACACAACCGAAGATAGGCAACTAGCT
TAGCTGCATATGCCATGTCCATGGCTTCCCCATCCTGACCGATTCGCTGCTGCAGG
TGAGATGCAAGGACAAGAAGCTGTGCAGCAACGCGGGCGCCCGTGTCGTCGTCA
CGGACCGCGCCAGGACGAACCGCACCGGCCTCGTTCTGAGCAGCCCGGCGTTCGC
CGCCATGGCCCGCCCCGGCATGGCCGCGTCGCTCACCGAGCTCGCCGCCGTGGAC
GTCGAGTACAAGAGGTAAGCAAAGCTCACCAAGCTTTACTTTTTACCCAGCTCGC
TTTCTTTTCACCAACCGCACCTTAGCTCGTGTTCCACACATATATAGATAAATATT
AACTTTACCACTGTTCAACAGAGAGAGTTTCACCGGTCCGTTGCTGTAGTTTACCA
GTTGCAAAGCGTACGTACGAAATGTTTGGCAAGTGCTAGGCGAGGCAATAGATA
GTGAACACGTACGATTGTCCTAAGCCGGAATTGGAAGTCAGGCTCAAATTCGTCA
GCGATGTGCATGTGCAGGGTACCGTGCGAGTACAGGCACAGGAGCCTCTCTGTCA
GAGTCGACGAGAGAAGTCGCGGACCCAACGAGCTCACCATCAGCTTCCTCTACCA
AGGCGGCCAAACCGACATCGTCGCCGTCGACGTCGCCCAGGTAAAAACACAGCA
CAGCACAGAACAATCATTAACAATCTGCAAGTGTTTGTGTCGCAGAATCTAACAA
TCGTGTGTTGGGAGCTGCAGGTTGGGTCGTCGAGCTGGAAGTTCATGACGAGGGA
GCACGGACCGTCGTGGAGCATGGCGAACGCGCCGCCGGGGCLCGCTGCAGATGAG
GCTGGTGGTGACCGGCGGCTACGACGGGAAGTGGGTGTGGGCCGACCGGGAGGT
CCTGCCGAGGCGGTGGCGCGCCGGCGAGGTCTACGACACGGGGGTCCAGATCAC
TGACATCGCCCAGGAAGGCTGCTTCCCCTGCGACACGCACGAGTGGAAGTAGAA
GCCCAGCCACACGTACTTCTCCTGTCGTCACGGCCATTTTGGTTGGGCTTTGATGA
GAAAGAAGACGTCTCTCGGCTCGCCTCCAGTAGAGATTTCACTGACCCGATTTAG
AGTCCTCCTAATCCCTCGGCAACTTCAGAATTTCCTCCTCCGTTTCTTCTTCTTCTT
TTCCAACTTTGTACATGAGCTACTAACTAATGTGTAAAGATAAAATTAAAGCAAG
TTACAAACCGTCCCGTCCCATTGGGAGCCTAAACAACTAACGAAAAACGAACCG
AATTGGCGCCGCCGTGAAGCAACAACTCTCCTGAGAACGTTTGCAACAACCAACG
TATCGCAGTTTCAAAGGGCTCACATGCTGTTGCTGCCTCTGGCCTGGGTGTGTTGC
TTCCGGCAACATTCCTCTCTACCCTGAGTCCCTGACACATGGCTTGCTCGGCTGCC
TCTGCCTACGGTGTGCTTGGTCATGTTGCCAGGTGCGGAGCTAAAACGAAATGGA
GGATGGTACCACTTGCTTAATTTACTTTAGTTTAGATCGAATTTAAGCTGATGCGG
ATGTCTAAGTTTATATTGAGAGGGTACATACATGATAAGAATAGATAAGATATAG
CTAAAATAATTTTCTTAACCGGGTTACTGGCACCCTCCTAATATACAGCCCCTGCA
CGTTGCTCGTTGCTGTTGGTGGTCA






