IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.6G085900

Gene Model: Sevir.6G085900.1.p
Description: SVEXPA-18
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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Name Accession Description Interval E-value

[+] PLNO0050 super family expansin A; Provisional 37-259 4.65e-78

SEQUENCES
Peptide
>SVEXPA-18

MDTSASPSSSRFAAAAVVVVAAALLLLLPALSAADDWEDAHATFYGDETGGETMQ
GACGYGNLFEQGYGLETTALSVALFGEGRACGGCYELRCQGSSYCAPGGAPVTVTA
TNLCPANYSKPNENWCNPPLRHFDLSKPMFLRLVTDFHVGIIPVQYRRVPCAKRGGV
RFEMKGNQWWVAVLVFENVAGAGDVKAMAVRGSWDGQWADMSRNWGQIWTSGD
SRHVGQGLSFRVVAGDGRSVELDNVVPQGWAFGQSFEGRGQF*

CDS (coding sequence)
>SVEXPA-18

ATGGATACAAGTGCGTCGCCGTCGTCGTCTCGCTTTGCGGCAGCCGCCGTCGTGG
TGGTGGCGGCGGCGCTGCTGCTGCTGCTGCCGGCCTTGTCGGCCGCCGACGACTG
GGAGGACGCGCACGCCACGTTCTACGGCGACGAGACCGGTGGCGAGACCATGCA
GGGCGCGTGCGGGTACGGCAACCTGTTCGAGCAGGGGTACGGGCTGGAGACGAC
GGCGCTGAGCGTGGCGCTCTTCGGCGAGGGCAGGGCCTGCGGCGGCTGCTACGA
GCTCCGGTGCCAGGGCAGCTCCTACTGCGCCCCCGGCGGCGLCGCCGGTGACGGTG
ACGGCGACGAACCTGTGCCCGGCGAACTACTCCAAGCCCAACGAGAACTGGTGC
AACCCGCCGCTGCGGCACTTCGACCTGTCCAAGCCCATGTTCCTGCGCCTCGTCA
CCGACTTCCACGTCGGCATCATCCCCGTGCAGTACCGCCGCGTGCCCTGCGCCAA
GCGCGGCGGCGTGCGCTTCGAGATGAAGGGCAACCAGTGGTGGGTCGCCGTGCT
CGTCTTCAACGTCGCCGGCGCCGGGGACGTCAAGGCCATGGCCGTCAGGGGGTC
ATGGGACGGGCAGTGGGCGGACATGTCGCGGAACTGGGGGCAGATCTGGACCAG
CGGCGACAGCCGCCACGTCGGGCAGGGCCTCTCATTCCGCGTCGTTGCTGGCGAC
GGCAGGTCAGTGGAGCTGGACAACGTCGTGCCGCAGGGGTGGGCGTTCGGCCAG
AGCTTCGAGGGCAGGGGTCAGTTTTGA

Nucleotide
>SVEXPA-18

ACAGTCCAAAACCTTGTTGGATTAGTAGTAGTGGTTTACATGGATACAAGTGCGT
CGCCGTCGTCGTCTCGCTTTGCGGCAGCCGCCGTCGTGGTGGTGGCGGCGGLCGLT
GCTGCTGCTGCTGCCGGCCTTGTCGGCCGCCGACGACTGGGAGGACGCGCACGCC
ACGTTCTACGGCGACGAGACCGGTGGCGAGACCATGCGTAAGAAATAAGAATAC
ACTCCACTATCTTGGTTTATTTGTCGTTTGTTCTCGCACGCACGTGCGTCATAGTG



TGTGGCTTTCGATCGTGCACGCAGAGGGCGCGTGCGGGTACGGCAACCTGTTCGA
GCAGGGGTACGGGCTGGAGACGACGGCGCTGAGCGTGGCGCTCTTCGGCGAGGG
CAGGGCCTGCGGCGGCTGCTACGAGCTCCGGTGCCAGGGCAGCTCCTACTGCGCC
CCCGGCGGCGCGCCGGTGACGGTGACGGCGACGAACCTGTGCCCGGCGAACTAC
TCCAAGCCCAACGAGAACTGGTGCAACCCGCCGCTGCGGCACTTCGACCTGTCCA
AGCCCATGTTCCTGCGCCTCGTCACCGACTTCCACGTCGGCATCATCCCCGTGCAG
TACCGCCGCGTGCCCTGCGCCAAGCGCGGCGGCGTGCGCTTCGAGATGAAGGGC
AACCAGTGGTGGGTCGCCGTGCTCGTCTTCAACGTCGCCGGCGCCGGGGACGTCA
AGGCCATGGCCGTCAGGGGGTCATGGGACGGGCAGTGGGCGGACATGTCGCGGA
ACTGGGGGCAGATCTGGACCAGCGGCGACAGCCGCCACGTCGGGCAGGGCCTCT
CATTCCGCGTCGTTGCTGGCGACGGCAGGTCAGTGGAGCTGGACAACGTCGTGCC
GCAGGGGTGGGCGTTCGGCCAGAGCTTCGAGGGCAGGGGTCAGTTTTGATTTTTT
TTTCCCTGAACTTCTATCGATCACTCCCATGGTCCACAGTGTAGGGCAACGTACA
ACTGCCAGTGTCTATCCGCGCACGCATGATGTAGCATGTGTATATGGACCAGTGG
TTGTTCAAATTGCAGAAATGTTTTTTTATCAAATCCTGTGATTTGGTTAATCAATG
AAAAATCTGAAAAGATTGTCTCGAATGGATGCATTT






