IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.9G242000

Gene Model: Sevir.9G242000.1.p
Description: SVEXPA-30
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
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Query seq.
Superfanilies

Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 26-248 2.62e-101
SEQUENCES
Peptide
>SVEXPA-30

MAKSLILCTVLLAACLALAAAQGSPGTATEYGGADGWGTMGGACGYGNLYDAGY
GVLNAALSQTLFNDGASCGQCYTITCDGSRPGGQYCKPGNSITVTATNLCPANYALP
NGGWCGPGRPHFDMSQPAWENIGIYQAGVIPVLYQQVKCSRNGGVRFSIAGCNYFLL
VNIQNLGGSGSVGAAWIKGDNTGWIQMSRNWGANWQALAGLVGQGLSFAVTTTG
GQYIQFLNVAPAWWQFGQTYTTYQNFYY*

CDS (coding sequence)
>SVEXPA-30

ATGGCCAAGTCCCTGATCTTATGCACGGTCCTCCTTGCTGCGTGCCTCGCGCTCGC
CGCAGCCCAGGGCTCTCCGGGCACCGCCACGTTCTACGGTGGAGCCGACGGCTGG
GGCACCATGGGTGGCGCCTGCGGGTACGGCAACCTGTACGACGCCGGGTACGGC
GTGCTCAACGCGGCGCTGAGCCAGACGCTGTTCAACGACGGCGCGTCGTGCGGEG
CAGTGCTACACCATCACGTGCGACGGATCACGCCCCGGCGGACAGTACTGCAAG
CCCGGCAACAGCATCACCGTCACGGCCACCAACCTGTGCCCGGCCAACTACGCCC
TGCCCAACGGCGGCTGGTGCGGCCCGGGGCGCCCTCACTTCGACATGTCGCAGCC
GGCGTGGGAGAACATCGGAATCTACCAGGCCGGCGTCATCCCAGTCCTGTACCAG
CAGGTCAAGTGCTCACGCAACGGCGGCGTGCGCTTCAGCATCGCCGGATGCAACT
ACTTCCTGCTCGTCAACATCCAGAACCTCGGCGGAAGCGGCTCCGTGGGLGLCGL
CTGGATCAAGGGAGACAACACCGGGTGGATCCAGATGTCCAGGAACTGGGGCGC
CAACTGGCAGGCGCTGGCCGGGCTCGTCGGCCAGGGGCTCAGCTTCGCCGTGACC
ACCACCGGCGGGCAGTACATCCAGTTTCTCAACGTGGCGCCGGCGTGGTGGCAGT
TCGGCCAGACCTACACCACCTACCAGAACTTCTACTACTAA

Nucleotide
>SvEXPA-30

GGCCACACCTCGTCCTCACGAACGCACCTTCACTTCCATCTCGTTCCCTGCAGCTA
CCCTCTGCATTGGTGTCCGTGGATATGGCCAAGTCCCTGATCTTATGCACGGTCCT
CCTTGCTGCGTGCCTCGCGCTCGCCGCAGCCCAGGGCTCTCCGGGCACCGCCACG
TTCTACGGTGGAGCCGACGGCTGGGGCACCATGGGTAAGCCTGCAAGCCTTGCAC
AGTTACACTTCGGTAGAAGAGCTACAATGCCTCACGAATTTTGCTAGCTGCGCGC
GTACTAATAGATTGGTATATACGCAGGTGGCGCCTGCGGGTACGGCAACCTGTAC



GACGCCGGGTACGGCGTGCTCAACGCGGCGCTGAGCCAGACGCTGTTCAACGAC
GGCGCGTCGTGCGGGCAGTGCTACACCATCACGTGCGACGGATCACGCCCCGGC
GGACAGTACTGCAAGCCCGGCAACAGCATCACCGTCACGGCCACCAACCTGTGC
CCGGCCAACTACGCCCTGCCCAACGGCGGCTGGTGCGGCCCGGGGCGCCCTCACT
TCGACATGTCGCAGCCGGCGTGGGAGAACATCGGAATCTACCAGGCCGGCGTCA
TCCCAGTCCTGTACCAGCAGGTCAAGTGCTCACGCAACGGCGGCGTGCGCTTCAG
CATCGCCGGATGCAACTACTTCCTGCTCGTCAACATCCAGAACCTCGGCGGAAGC
GGCTCCGTGGGCGCCGCCTGGATCAAGGGAGACAACACCGGGTGGATCCAGATG
TCCAGGAACTGGGGCGCCAACTGGCAGGCGCTGGCCGGGCTCGTCGGCCAGGGG
CTCAGCTTCGCCGTGACCACCACCGGCGGGCAGTACATCCAGTTTCTCAACGTGG
CGCCGGCGTGGTGGCAGTTCGGCCAGACCTACACCACCTACCAGAACTTCTACTA
CTAAAACTTGCGATTTCTTGCGGTTGGGTAAGATGGCAAGTGCGTCCTCGTAATTT
TGCCGGAGTGGGTGCACTTGGCGGCCGTCTGACCGTGGCATCTCTCCTATGTGAT
GCTCAGACAAAGCAAGAAGGGAGGCCCGAGGCCACATGTACCTATGGCCTGCAT
TTGTTTTCAACCTGTAGATACAAAAGCACATTATGTTTCCCGATTACATGTACTGC
ACATATTTCATTAAAGAGAAAACAGAGTTTTTATA





