IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.3G209800

Gene Model: Sevir.3G209800.1.p
Description: SVEXPA-09
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 PLNOGOOS0O

+ Name Accession Description Interval E-value
[+ PLN00050 super family cI31535 expansin A; Provisional 22-248 1.11e-122
SEQUENCES

Peptide

>SVEXPA-09

MAVAGALFLLFSLLAREAAAGGYGGWQSAHATFYGGGDASGTMGGACGYGNLYS
SGYGTNTAALSTALFNDGAACGSCYELRCQNAGGSCLPGSITVTATNFCPPNYGLPS

DDGGWCNPPRPHFDMAEPAFLHIAQYRAGIVPVAFRRVPCVKKGGIRFTINGHSYFN
LVLVTNVAGAGDVRSVSIRGSRTGWQPMSRNWGQNWQSNAFLDRQALSFQVTASD
GRTVTSTNAAPAGWQFGQTFEGRQF*

CDS (coding sequence)
>SVEXPA-09

ATGGCCGTTGCCGGCGCCCTCTTCCTCCTCTTCAGTCTCCTCGCCCGGGAAGCCGC
GGCTGGCGGCTACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTACGGAGGCGG
CGACGCGTCCGGCACAATGGGCGGCGCGTGCGGGTACGGCAACCTGTACAGCAG
CGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGC
GGCGTGCGGGTCATGCTACGAGCTGCGGTGCCAGAACGCGGGCGGGTCGTGCCT
GCCGGGCTCCATCACCGTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTC
CCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGCCCGCACTTCGACATGGCCC
GAGCCGGCCTTCCTCCACATCGCGCAGTACCGCGCCGGCATCGTGCCCGTCGCAT
TCAGGAGGGTGCCGTGCGTGAAGAAGGGCGGCATCCGGTTCACCATCAACGGCC
ACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCCGGCGACGTGCG
GTCCGTCTCCATCCGTGGCTCCCGCACCGGGTGGCAGCCCATGTCCCGGAACTGG
GGCCAGAACTGGCAGAGCAACGCCTTCCTCGACCGCCAGGCGCTCTCCTTCCAGG
TCACCGCCAGCGACGGCCGCACCGTCACCAGCACCAACGCCGCCCCCGLLCGGLTG
GCAGTTCGGACAGACCTTCGAGGGCCGCCAGTTCTGA

Nucleotide
>SvEXPA-09

GTCACTCACTCAGGTCCCCCCCGGCCACGGCCGGCCGGCCTCCGTTTTAATTCCGT
CTTCGGCTTTTATGGCCGCCTTTCGTCGTCGCAACCAAGGGAAAATTGCCCGCAC
GGCCCCCGAGTTTTCTTCCAACCGCCACCGGCGCTTTAGCTTAGAGCTCGGGCTAT
AAATAGCCGGGCTGGGAGGGCCGAGCTTCCTCACTGCCAGCCAGACGTTCCAAA
GCGAGCCGATAGAGCGGTTAGCTTTAGACGACGATACCCTCCCCAAGCTCGGAA
GGTAGCTCCTAGCTGGTACTTGTTAGCAATGGCCGTTGCCGGCGCCCTCTTCCTCC



TCTTCAGTCTCCTCGCCCGGGAAGCCGCGGCTGGCGGCTACGGCGGGTGGCAGAG
CGCGCACGCCACGTTCTACGGAGGCGGCGACGCGTCCGGCACAATGGGTGAGTA
ACCGATCCAGTCCCCTGCTTCTTCCTCGCCGGCGGCGGCGGCTACAGCTAGCACG
TCGCCGTTCTCGATCAGTTCACCAAACAACTCATCCGACTGGATGCTTCTCTGCGC
ATGGACAGGCGGCGCGTGCGGGTACGGCAACCTGTACAGCAGCGGGTACGGCAC
GAACACGGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCGGCGTGCGGGTC
ATGCTACGAGCTGCGGTGCCAGAACGCGGGCGGGTCGTGCCTGCCGGGCTCCATC
ACCGTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTCCCCAGCGACGACG
GCGGCTGGTGCAACCCGCCGCGCCCGCACTTCGACATGGCCGAGCCGGCCTTCCT
CCACATCGCGCAGTACCGCGCCGGCATCGTGCCCGTCGCATTCAGGAGGTAATAC
ACACGCTCATCAGTGACCACGATGCCTGCACAAGTGCACATGGCGGTGGTGGTCA
CGCACACAGCACACTGCACGTCCGGCCAGCCCCAGCTACGAGACTCACACCGCC
ACTTTTGTCGTACCACGACGCCCGTGGCTGGCTCGATCAACAGCAACCCAGGCAA
GGCAACCAAACCGCGTTCGGTTCGAATGCCTGTGGGCCCCGCACCCGGTCCGGTC
CATTAGTTCGGTGGGCCACCCCGCAGATTTGGTACGCGTCGTGGTCCTGGGCGAC
GTGCATGTGCCCTGCCTTTCAATGTTTGTTTACCGAGCTACGACTGCTCGTCTAGG
ATCACTTCCACCGCACTTCACTCTCACTCACTCACTCCTGTTGACATTTCGACACC
GATCACGATCTGGTCGTCGTTCCTCGTGAAATCTTTTTTCACCTAATACTACGTGT
ACTACTCACGTAACGTACTACACTGACCGTTGCAATATTGGATGTGAGGGGCTGG
TTACTGATCGATGAGCCGCTGCCGATGTCGATGCAGGGTGCCGTGCGTGAAGAAG
GGCGGCATCCGGTTCACCATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTGA
CCAACGTGGCCGGCGCCGGCGACGTGCGGTCCGTCTCCATCCGTGGCTCCCGCAC
CGGGTGGCAGCCCATGTCCCGGAACTGGGGCCAGAACTGGCAGAGCAACGCCTT
CCTCGACCGCCAGGCGCTCTCCTTCCAGGTCACCGCCAGCGACGGCCGCACCGTC
ACCAGCACCAACGCCGCCCCCGCCGGCTGGCAGTTCGGACAGACCTTCGAGGGC
CGCCAGTTCTGAAGACGTACGGACGCGTGCTCTTCATCCATCAGCTTCTTCGTTCT
TCTCCGACTCCGACCTATCGAGCGCCGGCCGCAACCAGAGCGGAGACACACGGT
GGAGAGGCCGGGATATCATCATCATCATCATCATCAAGCTATTAATTAATCGTCA
TTGGATAATTTTTTTTTTTTGCGTTTTGCGTGCGTGATGCATGGGAAAGACGAGGC
CTCTTCGATTTATATTGAAGAAGCGAAGAAGCTCTGCGCTATGCTGAGGCTGCTA
ATCTAGCACCCGCCTAGGCGTTTTCTTCTCTGGACTCCTCCTCCTAGTACTGATAG
TGTACTTGAACAAGAAATAATTGTGATTTATTTTCGAACCTTCATATTGCTGGTGT
ACTTGTACTCGCACCGGCCTTGCGCCGGAATTGAAAACCGCAAGGCCGCCATTGC
TCTGGCTAGCTTTATTTGTTTCT






