IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.6G256300

Gene Model: Sevir.6G256300.1.p
Description: SVEXPA-19
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
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Legend:

Exon

DOMAIN ARCHITECTURE
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Query seq.

Superfanilies PLNO0OOS0

List of domain hits d

Name Accession Description Interval E-value
11535

+
[+] PLN0D050 super family expansin A; Provisional 55-276 2 48e-37

SEQUENCES
Peptide
>SVEXPA-19

MAPPPATSRRGPLVVPLLLLLLAALDVAGASGHKPLTPGGRLVHHNHGKFTAGPWK
PAHATFYGGRDGSDTTAGACGYKDTRAEGYGVQTVAVSTVLFGDGAACGGCYEVR
CVDSPHGCKAAAAAPLVVTATNLCPPNYQQSSDNGGWCNPPREHFDLSMPAFLQIA
EEKAGIVPISYRRVACVKQGGIRYTITGNRYFNMVMVTNVGGAGDLAAVSVKGSKR
VKWTELKRNWGQVWQTGEDLTGESLTFRLMTSDHRKATSWHVLPTNWQFGVTYES
TKNF*

CDS (coding sequence)
>SVEXPA-19

ATGGCACCACCGCCGGCGACGTCGAGAAGAGGTCCTCTCGTCGTGCCGCTGCTGC
TGCTGCTGCTGGCGGCGCTCGACGTCGCAGGTGCGAGCGGCCACAAGCCCTTGAC
GCCCGGCGGGCGCCTGGTGCACCACAACCACGGCAAGTTCACGGLCGGLLLCTG
GAAGCCCGCGCACGCCACCTTCTACGGCGGGCGCGACGGCTCCGACACGACGGC
GGGCGCGTGCGGGTACAAGGACACGCGGGCGGAGGGGTACGGCGTGCAGACGGT
GGCGGTGAGCACGGTGCTGTTCGGCGACGGCGCGGCGTGCGGCGGATGCTACGA
GGTGCGGTGCGTGGACAGCCCCCACGGCTGCAAGGLCGGLGGLGGLGGLGLLGLT
GGTGGTGACGGCGACGAACCTGTGCCCGCCCAACTACCAGCAGTCGAGCGACAA
CGGCGGGTGGTGCAACCCGCCGCGGGAGCACTTCGACCTGAGCATGCCGGLCGTTC
CTGCAGATCGCGGAGGAGAAGGCCGGGATCGTGCCCATCTCCTACCGGCGGGTG
GCGTGCGTGAAGCAGGGCGGCATCCGCTACACCATCACCGGGAACAGGTACTTC
AACATGGTGATGGTGACCAACGTGGGCGGCGCCGGCGACCTGGCGGCGGTGTCG
GTGAAGGGGAGCAAGCGCGTCAAGTGGACGGAGCTGAAGCGCAACTGGGGGCA
GGTGTGGCAGACCGGGGAAGACCTCACCGGAGAGTCGCTGACGTTCCGGCTGAT
GACCAGCGACCACCGCAAGGCCACATCCTGGCACGTCCTCCCCACCAACTGGCAG
TTCGGCGTCACCTACGAGTCGACCAAGAACTTCTAG

Nucleotide
>SVEXPA-19

ATGGCACCACCGCCGGCGACGTCGAGAAGAGGTCCTCTCGTCGTGCCGCTGCTGC
TGCTGCTGCTGGCGGCGCTCGACGTCGCAGGTGCGAGCGGCCACAAGCCCTTGAC
GCCCGGCGGGCGCCTGGTGCACCACAACCACGGCAAGTTCACGGCCGGLCCCTG



GAAGCCCGCGCACGCCACCTTCTACGGCGGGCGCGACGGCTCCGACACGACGGC
GGGCGCGTGCGGGTACAAGGACACGCGGGCGGAGGGGTACGGCGTGCAGACGGT
GGCGGTGAGCACGGTGCTGTTCGGCGACGGCGCGGCGTGCGGCGGATGCTACGA
GGTGCGGTGCGTGGACAGCCCCCACGGCTGCAAGGCGGCGGCGGLCGGLCGLCCGLT
GGTGGTGACGGCGACGAACCTGTGCCCGCCCAACTACCAGCAGTCGAGCGACAA
CGGCGGGTGGTGCAACCCGCCGCGGGAGCACTTCGACCTGAGCATGCCGGCGTTC
CTGCAGATCGCGGAGGAGAAGGCCGGGATCGTGCCCATCTCCTACCGGCGGGTG
GCGTGCGTGAAGCAGGGCGGCATCCGCTACACCATCACCGGGAACAGGTACTTC
AACATGGTGATGGTGACCAACGTGGGCGGCGCCGGCGACCTGGCGGCGGTGTCG
GTGAAGGGGAGCAAGCGCGTCAAGTGGACGGAGCTGAAGCGCAACTGGGGGCA
GGTGTGGCAGACCGGGGAAGACCTCACCGGAGAGTCGCTGACGTTCCGGCTGAT
GACCAGCGACCACCGCAAGGCCACATCCTGGCACGTCCTCCCCACCAACTGGCAG
TTCGGCGTCACCTACGAGTCGACCAAGAACTTCTAG





