IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.9G241900

Gene Model: Sevir.9G241900.1.p
Description: SVEXPA-29
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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Legend:
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DOMAIN ARCHITECTURE

Query seq.
Superfanilies

+ Name Accession Description Interval E-value
[+] PLNDO193 super family cl33423 expansin-A; Provisional 24-250 2.52e-110
SEQUENCES

Peptide

>SVEXPA-29

MAMTKSLILLCAVLAACLAIAAAGWSPGTATFYGGADGSGTMGGACGYDNLYNAG
YGVNNAALSTTLFNDGASCGQCYKITCDRSRPGGRYCKPGNSITVTATNLCPPNYAL
PNGGWCGPGRPHFDMSQPAWEHIGVYQAGIVPVLYQQVKCSRSGGVRFSIAGSDYF

LLVNIQNLAGSGSVAAALVKGDKTGWIHMSRNWGANWQALSGLVGQRLSFAVTST
GGQYIQFLNVVPSWWQFGMAFSTNLNFVH*

CDS (coding sequence)
>SVEXPA-29

ATGGCAATGACCAAGTCCCTGATCTTACTATGCGCAGTCCTCGCGGCGTGCCTCG
CAATAGCCGCAGCTGGCTGGTCTCCTGGCACCGCCACGTTCTACGGCGGCGCTGA
TGGCTCCGGCACAATGGGCGGCGCGTGCGGGTACGACAACCTCTACAACGCCGG
GTACGGCGTCAACAACGCGGCTCTGAGCACGACGCTGTTCAACGACGGCGCGTC
GTGCGGCCAGTGCTACAAGATCACGTGCGACCGATCACGCCCAGGCGGCCGGTA
CTGCAAGCCCGGCAACAGCATCACCGTCACGGCCACCAACCTGTGCCCGCCCAAC
TACGCGCTGCCCAACGGCGGCTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGT
CGCAGCCGGCGTGGGAGCACATCGGTGTCTACCAGGCCGGCATCGTCCCGGTCCT
GTACCAGCAGGTCAAGTGCTCGCGCAGCGGTGGGGTGCGCTTCAGCATCGCCGGC
TCCGACTACTTCCTGCTCGTCAACATCCAGAACCTCGCCGGCAGTGGCTCCGTGG
CCGCAGCCTTGGTCAAGGGCGACAAGACGGGCTGGATCCATATGTCCAGGAACT
GGGGCGCCAACTGGCAGGCGCTCTCCGGGCTCGTCGGCCAGAGGCTCAGCTTCGC
CGTGACCAGCACCGGTGGGCAGTACATTCAGTTCCTTAACGTCGTGCCGAGCTGG
TGGCAGTTCGGCATGGCCTTCTCCACCAATCTGAATTTCGTCCACTAG

Nucleotide
>SvEXPA-29

GAAGAGACAGTTAACCTCGATCACCCAGCCACCTTACCAACACGCACCTTGACTT
CCAGCTCGTTCGTTCTCTGGACCTAGCTGGCTAGCTCTGCATTGACACCCATGGCA
ATGACCAAGTCCCTGATCTTACTATGCGCAGTCCTCGCGGCGTGCCTCGCAATAG
CCGCAGCTGGCTGGTCTCCTGGCACCGCCACGTTCTACGGCGGCGCTGATGGCTC
CGGCACAATGGGTAAGATTTTCCGTGCATGCATAATGCATTTCCGTACACGAACA
ATCTACACAATTTCCTATAGCTTCGGACGTTGATGTCGCTAATATATGCGTTTGTA



TGTCTCAGGCGGCGCGTGCGGGTACGACAACCTCTACAACGCCGGGTACGGCGTC
AACAACGCGGCTCTGAGCACGACGCTGTTCAACGACGGCGCGTCGTGCGGCCAG
TGCTACAAGATCACGTGCGACCGATCACGCCCAGGCGGCCGGTACTGCAAGCCC
GGCAACAGCATCACCGTCACGGCCACCAACCTGTGCCCGCCCAACTACGCGCTGC
CCAACGGCGGCTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGTCGCAGCCGGC
GTGGGAGCACATCGGTGTCTACCAGGCCGGCATCGTCCCGGTCCTGTACCAGCAG
GTCAAGTGCTCGCGCAGCGGTGGGGTGCGCTTCAGCATCGCCGGCTCCGACTACT
TCCTGCTCGTCAACATCCAGAACCTCGCCGGCAGTGGCTCCGTGGCCGCAGCCTT
GGTCAAGGGCGACAAGACGGGCTGGATCCATATGTCCAGGAACTGGGGCGCCAA
CTGGCAGGCGCTCTCCGGGCTCGTCGGCCAGAGGCTCAGCTTCGCCGTGACCAGC
ACCGGTGGGCAGTACATTCAGTTCCTTAACGTCGTGCCGAGCTGGTGGCAGTTCG
GCATGGCCTTCTCCACCAATCTGAATTTCGTCCACTAGCTACAAACCGTGGAATTC
TCTCTCCCCTTTGCCATTTCGTGCCGTTCCATCGAATGGCTGAGTGCGTGCTCTTG
ATTTTGAAGGAGCTTTATGCACTTGTGCTATTGCATCCTAGTTGGCCACCTGACTG
GCATATCTCCTACGTGATGCTCCGACTGCAGGAGGAAATGGCAAGGGTCTTTGGA
GGTAGAAGGAATGTCAAATAGATCGTATTAAGGCTCGCCTTTGTTTCTCAATTCT
GTAGATACCACATGTTATGATTTTATAGAACAAGAATTTGCACTGCATATGTTTTA
TTAACAGAGTTTTACAAGTGACGTTCAGGGCACTGTTATTTAGTTAAAAAATGAA
CTAACTTGC





