IDENTIFICATION

Species: Setaria italica

Locus: Seita.9G535900

Gene Model: Seita.9G535900.1.p
Description: SitEXPA-37
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sitalica_v2_ 2
KEGG: https://www.genome.jp/entry/gn:T02818

EXTERNAL RESOURCES
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Query seq,
Superfanilies

+ Name Accession Description Interval E-value
[+ PLN00193 super family 33423 expansin-A; Provisional 26-252 9.05e-130
SEQUENCES

Peptide

>SItEXPA-37

MARKVSCHLLVIAVVAASLAATARAGWIRGSATFYGGADASGTMGGACGYGNLYS
TGYGTNTAALSSSLFNDGAACGECYQVMCDQONSQWCRPGVTVTVTATNLCPPDW
SKASNNGGWCNPPRQHFDMAQPAWEKIGVYRGGYVPVMYQRVSCSRNGGVRFTIN
GNNYFELVLITNVAGPGSLKSVQIRGTRTGWITMSRNWGANWQANNYLNGQSISFR
VTATNGQTIEFWEVAGSGWRFGQTFTNGQNFY*

CDS (coding sequence)
>SItEXPA-37

ATGGCGCGCAAGGTCTCGTGTCACTTGCTGGTGATCGCCGTCGTCGCCGCGAGCC
TCGCCGCGACGGCCCGGGCGGGATGGATCAGGGGCTCGGCGACGTTCTACGGCG
GCGCCGACGCCTCCGGCACAATGGGTGGCGCTTGCGGGTACGGCAACCTTTACTC
GACGGGGTACGGGACGAACACGGCGGCGCTGAGCTCGTCGCTGTTCAACGACGG
GGCGGCGTGCGGGGAGTGCTACCAGGTGATGTGCGACCAGCAGAACAGCCAGTG
GTGCCGGCCGGGCGTGACGGTGACCGTGACGGCGACCAACCTGTGCCCGCCGGA
CTGGTCCAAGGCCAGCAACAACGGCGGCTGGTGCAACCCGCCGCGGCAGCACTT
CGACATGGCGCAGCCGGCCTGGGAGAAGATCGGCGTCTACCGCGGCGGGTACGT
CCCGGTCATGTACCAGAGGGTGTCATGCTCCCGGAACGGCGGGGTGCGGTTCACC
ATCAACGGCAACAACTACTTCGAGCTGGTCCTCATCACCAACGTCGCCGGLCLCCGG
GGTCGCTCAAGTCGGTGCAGATCAGGGGCACCCGGACCGGGTGGATCACCATGT
CCAGGAACTGGGGCGCCAACTGGCAGGCCAACAACTACCTCAACGGCCAGAGCA
TCTCCTTCCGTGTCACCGCCACCAACGGCCAGACCATCGAGTTCTGGGAGGTCGC
GGGGTCCGGATGGCGGTTCGGCCAGACCTTCACCAACGGCCAGAATTTCTACTAG

Nucleotide
>SItEXPA-37

TGGCAGGGACGCCATGGCCGGCATAGAAAAATGGCGGAGTCGGCCGGCTGTGCA
GAGGCTGCAGAGAAGAAGAATCTTTCTTCGAATTGCCAATGGAACAGAGAGACT
TTTTGGACGGGAGGAGGAGGAGGAGATGAGGAATCGTGGCATTAAAGGCGCACG
GCGCAGCGTCTGGGTGCGGCATGCATCGGCATGTGAGTCCGCGCCGGGGTCCGCG
CGCGTGAGCTCCGCCTCCCCCGTCGCCGCATTCCTATTTAAGCACCGCCGCGATC
ACCGCCATCTTCCTCACTCATCCACCTCCCCGGCCGGTCTACTACTTCCTCGGTTC



CTCCCACACATTGCCTCGAGCTTGCCCACCTGTGAGTCTGTGACTGCCCCAAGGG
CCTAGGTAGATTGCCAATCGACATGGCGCGCAAGGTCTCGTGTCACTTGCTGGTG
ATCGCCGTCGTCGCCGCGAGCCTCGCCGCGACGGCCCGGGCGGGATGGATCAGG
GGCTCGGCGACGTTCTACGGCGGCGCCGACGCCTCCGGCACAATGGGTGAGTGA
CTAAGCTGCCTCGTCTTGGTTGCAATGCAGTGCACTTCCAGTGTCTGTCAATCGCT
TGGTGAGCTGATGGGAATGCTTCGCTGCAATCTAACTAACAGGTGGCGCTTGCGG
GTACGGCAACCTTTACTCGACGGGGTACGGGACGAACACGGCGGCGCTGAGCTC
GTCGCTGTTCAACGACGGGGCGGCGTGCGGGGAGTGCTACCAGGTGATGTGCGA
CCAGCAGAACAGCCAGTGGTGCCGGCCGGGCGTGACGGTGACCGTGACGGCGAC
CAACCTGTGCCCGCCGGACTGGTCCAAGGCCAGCAACAACGGCGGCTGGTGCAA
CCCGCCGCGGCAGCACTTCGACATGGCGCAGCCGGCCTGGGAGAAGATCGGCGT
CTACCGCGGCGGGTACGTCCCGGTCATGTACCAGAGGGTGTCATGCTCCCGGAAC
GGCGGGGTGCGGTTCACCATCAACGGCAACAACTACTTCGAGCTGGTCCTCATCA
CCAACGTCGCCGGCCCGGGGTCGCTCAAGTCGGTGCAGATCAGGGGCACCCGGA
CCGGGTGGATCACCATGTCCAGGAACTGGGGCGCCAACTGGCAGGCCAACAACT
ACCTCAACGGCCAGAGCATCTCCTTCCGTGTCACCGCCACCAACGGCCAGACCAT
CGAGTTCTGGGAGGTCGCGGGGTCCGGATGGCGGTTCGGCCAGACCTTCACCAAC
GGCCAGAATTTCTACTAGCGGCGGCGATCCGGCCGGCGAGCCATGCATGLCCGLCCC
GCCGCCGGCTCTCGCCCTGTTTTTCCCTTCATTTTTGCATCTGGAAACTTGCCAAA
AAGAAGCAGGCCTTATTTAGCGTCATTGTGATGGAAATGTTAGTGGCTCGATTAG
CGTCTAGTAGATCGCATCCATGCGTAATGCGGTTGGCGTGGCAGAGGTGGGGTTC
ATGGGTCTCCGGCCGTGTCAGTCCGTTTCCGGCCGGCCTGATCGAGTGCCCGCCA
TGCCTACTGCTTTACGGATGATTGTTGCTGGAGAAAAACCAAAAAGAAAAAAAA
AGGAGTTGATTCGTGGCGAGACTGCCTTTGCTTGGACACGAGGTTATCGTTGGAT
GTGCCAGAATGGCGCTTATTTAGCTTACTTTGGAAGGAGCAAACCGCGCATGTGA
GCGTACTGTTGCAGATTATATTGGTGCATTTTTCTAATGATGAAACGGCCATGCAT
GCTTGG



