IDENTIFICATION

Species: Oryza sativa

Locus: LOC_0s03g06060

Gene Model: LOC_0s03g06060.1
Description: OstEXPA-17
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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DOMAIN ARCHITECTURE

100 128 184 175 200 28 240

Query seq.
Superfanilies . pges

+ lame Accession Description Interval E-value
[+] PLNO0193 super family ci33423 expansin-A; Provisional 21-238 717e-105
SEQUENCES

Peptide

>OstEXPA-17

MGNILLQLLAVVALCIAPARSDWLPGTATFYGGADGSGTMGGACGYGNLYDQRYGI
NNAALSTPLFNDGASCGQCYLIICDYGKAPDWCKLGKAITVTGTNYGGWCNATRPY
FDMSQPAWENIGIYSAGIVPILYQQVKCWRYGGVRFIINGENYFELVLVTNMAGSGSI
VSMSVKGSCTGWIQMTRNWGANWQCLAGLAGQALSFNVTSTGGQTIVFDDAVPAG
WSFGQTFSTYHQFDY*

CDS (coding sequence)
>OstEXPA-17

ATGGGGAACATTCTCCTGCAGCTGCTCGCCGTTGTTGCACTCTGCATTGCACCGGC
GAGGTCGGACTGGCTCCCGGGCACCGCCACGTTCTACGGCGGCGCCGACGGCTCC
GGCACCATGGGTGGCGCGTGCGGGTACGGCAACCTGTACGACCAGCGCTACGGC
ATCAACAACGCAGCGCTGAGCACGCCGCTGTTCAACGACGGCGCGTCGTGCGGG
CAGTGCTACCTCATCATCTGCGACTACGGCAAGGCGCCCGACTGGTGCAAGCTCG
GCAAGGCGATCACCGTGACGGGCACCAACTACGGCGGCTGGTGCAACGCGACCC
GCCCTTACTTCGACATGTCCCAGCCTGCCTGGGAGAACATTGGCATCTACAGCGC
TGGCATCGTCCCCATCCTCTACCAACAGGTGAAGTGCTGGAGGTATGGGGGAGTG
AGGTTCATCATCAACGGGTTCAACTACTTCGAGCTGGTGCTGGTGACCAACATGG
CCGGGAGCGGGTCGATCGTGAGCATGTCGGTGAAGGGGTCATGCACGGGGTGGA
TCCAGATGACGAGGAATTGGGGCGCCAATTGGCAGTGTCTCGCTGGACTGGCCGG
ACAGGCGCTCAGCTTCAATGTCACCTCCACCGGCGGCCAGACCATCGTCTTCGAC
GACGCCGTGCCGGCGGGGTGGTCGTTCGGCCAAACCTTCAGCACCTACCACCAAT
TCGACTACTGA

Nucleotide
>OstEXPA-17

GTAGCAAACAGAGGAGATCATGGGGAACATTCTCCTGCAGCTGCTCGCCGTTGTT
GCACTCTGCATTGCACCGGCGAGGTCGGACTGGCTCCCGGGCACCGCCACGTTCT
ACGGCGGCGCCGACGGCTCCGGCACCATGGGTACGTCGTCGTCTGCTCCACCCTC
TGGAATAGCATTGTCAATTATGATTGACAAATGACAATGTTGCATGCATGCATAC
GTGTACTTTCTCTATTCTAAAATAAATCAAACTAAGGCGAACCTTACTCCCCAGC
ACGCAAAATAAAGTAGCGTTTAGCACATCATTAATTAAGTATTAGCTAAAATAAA



TTTAAAAATAGATTAATATGACTTTTGAAAGTAACTTTCGTATACAAAATTTTTGC
AAAATCTATACCGTTTAGTAGCTTGAAAAACGTGCGAGCGGAAAACGAGAGAGG
TGAGTTAGGAAAGTAGAGATAAGAACTCAGCCCTAATGTGGGATGTAACATCTA
AGCTCCTAGTACTAAGGGTGTGTTTAGTTCACGCCAAAATTGAAAGTTTGGTTAA
AATTGGAATGATGTGATGGAAAAGTTGGAAGTTTACGTGTGTAGGAAAGTTTTGA
TGTGATGGAAAAGTTGGAAGTTTGAAGAGAAAATTTGAAACTAAACACGACGTA
AGATATTATTCAAATTTGTAGTATTAAGATATGTAACATTTTATAATAATAATAGA
TTGATTTATTTTGAAACGAAGGAAGTACGTCATATGCAACCTGAACTTGTGACAG
AATATTTGGGTGCATCTGTACTTGCAGGTGGCGCGTGCGGGTACGGCAACCTGTA
CGACCAGCGCTACGGCATCAACAACGCAGCGCTGAGCACGCCGCTGTTCAACGA
CGGCGCGTCGTGCGGGCAGTGCTACCTCATCATCTGCGACTACGGCAAGGCGCCC
GACTGGTGCAAGCTCGGCAAGGCGATCACCGTGACGGGCACCAACTACGGCGGC
TGGTGCAACGCGACCCGCCCTTACTTCGACATGTCCCAGCCTGCCTGGGAGAACA
TTGGCATCTACAGCGCTGGCATCGTCCCCATCCTCTACCAACAGTAATAAGCATT
AACCAACCTGACATCTTCTCTGCATTTCTATATATATGTCTGAACTCTGAAACGAA
TCAAGTGTGTAGTGCTGTTTGTATTGAAAAATTTGCAGGGTGAAGTGCTGGAGGT
ATGGGGGAGTGAGGTTCATCATCAACGGGTTCAACTACTTCGAGCTGGTGCTGGT
GACCAACATGGCCGGGAGCGGGTCGATCGTGAGCATGTCGGTGAAGGGGTCATG
CACGGGGTGGATCCAGATGACGAGGAATTGGGGCGCCAATTGGCAGTGTCTCGC
TGGACTGGCCGGACAGGCGCTCAGCTTCAATGTCACCTCCACCGGCGGCCAGACC
ATCGTCTTCGACGACGCCGTGCCGGCGGGGTGGTCGTTCGGCCAAACCTTCAGCA
CCTACCACCAATTCGACTACTGATTGAG





