IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.9G540200

Gene Model: Sevir.9G540200.1.p
Description: SVEXPA-37
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-37
5

L 1 1 1 1 1 1 1 1 4
tibp 20Ky 3ibp Gty HKbp 106K 13006p 1400bp 1600p

Legend:
CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE
Query son. w——-—w

Superfanilie:

Llst of domain hits

Name A ccession Description Interval E-value
l+] PLN00193 super family cl3342 expansin-A; Provisional 26-252 26 4E 128

SEQUENCES
Peptide
>SVEXPA-37

MARKVSCHLLVVAVVAASLAATARAGWIRGSATFYGGADASGTMGGACGYGNLY
STGYGTNTAALSSSLFNDGAACGECYQVMCDQQNSQWCRPGVTVTVTATNLCPPD
WSKASNNGGWCNPPRQHFDMAQPAWEKIGVYRGGYVPVMYQRVSCSRSGGVRFTI
NGNNYFELVLITNVAGPGSLRSVQIRGTRTGWITMSRNWGANWQANNYLNGQSISF
RVTATNGQTIEFWEVAGSGWRFGQTFTNGQNFY*

CDS (coding sequence)
>SVEXPA-37

ATGGCGCGCAAGGTCTCGTGTCACTTGCTGGTGGTCGCCGTCGTCGCCGCGAGCC
TCGCCGCGACGGCCCGGGCGGGATGGATCAGGGGCTCGGCGACGTTCTACGGCG
GCGCCGACGCCTCCGGCACAATGGGTGGCGCTTGCGGGTACGGCAACCTTTACTC
GACGGGGTACGGGACGAACACGGCGGCGCTGAGCTCGTCGCTGTTCAACGACGG
GGCGGCGTGCGGGGAGTGCTACCAGGTGATGTGCGACCAGCAGAACAGCCAGTG
GTGCCGGCCGGGCGTGACGGTGACCGTGACGGCGACCAACCTGTGCCCGCCGGA
CTGGTCCAAGGCCAGCAACAACGGCGGCTGGTGCAACCCGCCGCGGCAGCACTT
CGACATGGCGCAGCCGGCCTGGGAGAAGATCGGCGTCTACCGCGGCGGGTACGT
CCCGGTCATGTACCAGAGGGTGTCATGCTCCCGGAGCGGCGGGGTGCGGTTCACC
ATCAACGGCAACAACTACTTCGAGCTGGTCCTCATCACCAACGTCGCCGGCCCGG
GGTCGCTCAGGTCGGTGCAGATCAGGGGCACCCGGACCGGGTGGATCACCATGT
CCAGGAACTGGGGCGCCAACTGGCAGGCCAACAACTACCTCAACGGCCAGAGCA
TCTCCTTCCGCGTCACCGCCACCAACGGCCAGACCATCGAGTTCTGGGAGGTCGC
GGGGTCCGGATGGCGGTTCGGCCAGACCTTCACCAACGGCCAGAATTTCTACTAG

Nucleotide
>SVEXPA-37

GGGAGGAGGAGGAGGAGATGAGGAATCGTGGCATTAAAGGCGCACGGCGCAGC
GTCTGGGTGCGGCATGCATCGGCATGTGAGTCCGCGCCGGGGTCCGCGCGCGTGA
GCTCCGCCTCCCCCGTCGCCGCATTCCTATTTAAGCACCGTCGCGATCACCGCCAT
CTTCCTCACTCATCCACCTCCCCGGCCAGTCTACTACTTCCTCGGTTCCTCCCACA
CATTGCCTCGAGCTTGCCCACCTGTGAGTCTGTGACTTCCCCGAGGGCCTAGGTA
GATTGCCAATCGACATGGCGCGCAAGGTCTCGTGTCACTTGCTGGTGGTCGCCGT



CGTCGCCGCGAGCCTCGCCGCGACGGCCCGGGCGGGATGGATCAGGGGLCTCGGL
GACGTTCTACGGCGGCGCCGACGCCTCCGGCACAATGGGTGAGTGACTAAGCTGC
CTCGTCTCGGTTGCAATGCAGTGCACTTCCAGTGTCTGTCAATCGCTTGGTGAGCT
GATGGGAATGCTTCGCTGCAATCTAACTAACAGGTGGCGCTTGCGGGTACGGCAA
CCTTTACTCGACGGGGTACGGGACGAACACGGCGGCGCTGAGCTCGTCGCTGTTC
AACGACGGGGCGGCGTGCGGGGAGTGCTACCAGGTGATGTGCGACCAGCAGAAC
AGCCAGTGGTGCCGGCCGGGCGTGACGGTGACCGTGACGGCGACCAACCTGTGC
CCGCCGGACTGGTCCAAGGCCAGCAACAACGGCGGCTGGTGCAACCCGLCCGLGG
CAGCACTTCGACATGGCGCAGCCGGCCTGGGAGAAGATCGGCGTCTACCGCGGC
GGGTACGTCCCGGTCATGTACCAGAGGGTGTCATGCTCCCGGAGCGGCGGGGTGC
GGTTCACCATCAACGGCAACAACTACTTCGAGCTGGTCCTCATCACCAACGTCGC
CGGCCCGGGGTCGCTCAGGTCGGTGCAGATCAGGGGCACCCGGACCGGGTGGAT
CACCATGTCCAGGAACTGGGGCGCCAACTGGCAGGCCAACAACTACCTCAACGG
CCAGAGCATCTCCTTCCGCGTCACCGCCACCAACGGCCAGACCATCGAGTTCTGG
GAGGTCGCGGGGTCCGGATGGCGGTTCGGCCAGACCTTCACCAACGGCCAGAAT
TTCTACTAGCGGCGGCGATCCGGCCGGCGAGCCATGCATGCCGCCLCGLLCGLLCGGL
TCTCGCCCTGTTTTTCCGTTCATTTTTGCATCTGGAAACTTGCCAAAAAGAAGCAG
GCCTTATTTAGCGTCATTGTGATGGAAATGTTAGTGGCTCGATTAGCGTCTAGTAG
ATCGCATCCATGCGTAATGCGGTTGGCGTGGCAGAGGTGGGGTTCATGGGTCTCC
GGCCGTGTCAGTCCGTTTCTGGCCGGCCTGATCGAGTGCCCGCCATGCCTACTGCT
TTACGGATGATTGTTGCTGGAGAAAAACCAAAAAGAAAAAAAAAAGGAGTTGAT
TCGTGGCGAGACTGCCTTTGCTTGGACACGAGGTTATCGTTGGATGTGCCAGAAT
GGCGCTTATTTAGCTTACTTTGGAAGGAGCAAACCGCGCATGTGAGCGTACTGTT
GCAGATTATATTGGTGCATTTTTCTAATGATGAAACGGCCATGCATGCTTGGTTT





