IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.1G008100

Gene Model: Sevir.1G008100.1.p
Description: SVEXPA-01
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sviridis_v2_1
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Sviridis_v2_1

GENE STRUCTURE

SVEXPA-D] s _ _—

L 1 1 L 1 1 1 1
tibp 2kbp 200bp G00bp $Kbp 100 1200bp 1400p

Legend:
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Query seq.
Superfanilies

PLN#O183
List of domain hits *

SEQUENCES
Peptide
>SVEXPA-01

MAPAPVLAVVLLAVAWLSAAAAADGAATSTSSSPAPVGGWLKAHATFYGGADASG
TMGGACGYGNLYSQGYGTRTAALSTALFNDGASCGQCYKIACDRKRANPMFCKPG
VTVTVTATNFCPPNYGLPSDNGGWCNPPRPHFDMAQPAWEKIGVYSGGIIPVMYRR
VPCLKRGGVRFTINGHDYFNLVLVANVAAAGSIKSMDVKSSSSDNWIPMARNWGAN
WHSLAYLTGQMLSFRVTDTDGQTLEFTNVVPKGWKFGQTFASKIQFK*

CDS (coding sequence)
>SVEXPA-01

ATGGCTCCAGCTCCAGTTCTTGCAGTCGTGTTGCTCGCAGTCGCTTGGCTGTCGGC
CGCGGCCGCTGCTGATGGCGCTGCCACCAGCACTTCATCGTCTCCGGCGCCGGTC
GGAGGATGGCTGAAGGCGCATGCCACGTTCTACGGCGGCGCTGACGCCTCCGGC
ACCATGGGAGGGGCGTGCGGGTACGGGAACCTGTACTCGCAGGGCTACGGCACG
CGCACGGCGGCGCTAAGCACGGCGCTCTTCAACGATGGCGCGTCGTGCGGGCAG
TGCTACAAGATCGCCTGCGACCGCAAGAGGGCGAACCCGATGTTCTGCAAGCCC
GGCGTCACGGTCACCGTCACCGCCACCAACTTCTGCCCGCCCAACTACGGGCTGC
CCAGCGACAACGGCGGCTGGTGCAACCCGCCGCGGCCGCACTTCGACATGGCGC
AGCCGGCCTGGGAGAAGATCGGCGTCTACAGCGGAGGCATCATCCCCGTCATGT
ACAGAAGAGTTCCTTGCCTGAAGCGAGGTGGAGTGCGGTTCACGATCAACGGGC
ACGACTACTTCAACCTTGTGCTTGTGGCCAATGTGGCAGCTGCCGGCTCCATCAA
GTCCATGGACGTCAAGAGCTCCAGTTCGGATAATTGGATACCAATGGCGCGCAAC
TGGGGAGCGAACTGGCACTCTCTTGCGTACCTTACTGGGCAAATGCTCTCGTTTA
GAGTCACCGACACTGATGGGCAGACACTTGAATTCACAAACGTGGTGCCAAAAG
GATGGAAATTTGGCCAAACATTCGCGAGCAAGATACAGTTCAAGTGA

Nucleotide
>SVEXPA-01

CGGCTTGCTTCATTCGGTGCCCTTGATTTTTTTTAACCAATCCTCTAGCTCTAGCCA
CCAACGTCCAATGACCAATCCATTCCTGATTGCCAAGGATCAGGCCGTGTATATA
TACGTACCAAATCATCGCACAAATCATCACATCAGAATCCATCGATCCTTGGTTC
CATACATCCAAACAAAGCACAGTTCTCTTGCACTGTGCAGCAAATCTTAGCTTTG
AGAGATATAGCTTCCTTCCGTCCGGTTCTATTCCACGATCGAGCCATGGCTCCAGC



TCCAGTTCTTGCAGTCGTGTTGCTCGCAGTCGCTTGGCTGTCGGCCGCGGCCGCTG
CTGATGGCGCTGCCACCAGCACTTCATCGTCTCCGGCGCCGGTCGGAGGATGGCT
GAAGGCGCATGCCACGTTCTACGGCGGCGCTGACGCCTCCGGCACCATGGGTAA
GTATAGCCTTTCTCTATGCCATGACGCAAACTGCAGTTACTGCACACCCTAGCTA
AGAGGCAGATCGAGTGATTAATGCTATGTACCTTGATGTCCACATCATTGTATTTC
GCAGGAGGGGCGTGCGGGTACGGGAACCTGTACTCGCAGGGCTACGGCACGCGC
ACGGCGGCGCTAAGCACGGCGCTCTTCAACGATGGCGCGTCGTGCGGGCAGTGCT
ACAAGATCGCCTGCGACCGCAAGAGGGCGAACCCGATGTTCTGCAAGCCCGGCG
TCACGGTCACCGTCACCGCCACCAACTTCTGCCCGCCCAACTACGGGCTGCCCAG
CGACAACGGCGGCTGGTGCAACCCGCCGCGGCCGCACTTCGACATGGCGCAGCC
GGCCTGGGAGAAGATCGGCGTCTACAGCGGAGGCATCATCCCCGTCATGTACAG
AAGGTGTGAAGATAATAGGATTTTTTCTTTAATTTCATATCTACATTATTCTCTCA
AGTAAGAATTTTCCAACAAAATATCACTGTTGCTGGAAGCATATAAATTAATTAA
TAGAAATTCTTGCTTGCAGAGTTCCTTGCCTGAAGCGAGGTGGAGTGCGGTTCAC
GATCAACGGGCACGACTACTTCAACCTTGTGCTTGTGGCCAATGTGGCAGCTGCC
GGCTCCATCAAGTCCATGGACGTCAAGAGCTCCAGTTCGGATAATTGGATACCAA
TGGCGCGCAACTGGGGAGCGAACTGGCACTCTCTTGCGTACCTTACTGGGCAAAT
GCTCTCGTTTAGAGTCACCGACACTGATGGGCAGACACTTGAATTCACAAACGTG
GTGCCAAAAGGATGGAAATTTGGCCAAACATTCGCGAGCAAGATACAGTTCAAG
TGAGTAGCTCCATGTGGGATTTCCTGTGATTATTGATCTGTGGGAGTATGATTTCA
ACGTGGTCAAAGAGTTGCTTGTGTTGTACATGAATTACTTGTATGTGGTGTGGGTT
CCTATTCAGCAGCTATGGCTTGTATGTCACATTCTTTTTATTGTACATATATTCAAT
GTCTAAATTAACTTTTACTTGTGTATATATTCAATGTCACATTCTTTTACTTGTGTA
ATAAGAAACAGCTATATGCACTGGTTGA






