IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.4G223000

Gene Model: Sevir.4G223000.2.p
Description: SVEXPA-13
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 PLN0O0O050

Name Accession Deseription Interval  E-value
[+] PLN00O50 super family cI31535 expansin A; Provisiona 10-216 1.65e-79
SEQUENCES
Peptide
>SVEXPA-13

MSDAMVPAGGGACGYGDLDIFRYGRYTAGLSAALFGRGGACGGCYELRCVNDIRG
CLRASPTVVVTATDFCPANMGLADEAGGWCNFPREHLELSEAAFLRVAKAKASIVP
VQFRRVSCDRAGGMRFTITGSAHFLQVLITNVAADGEVAAVKVKGSRTGWIPMGRN
WGQNWQCDADLRGQPLSFEVTGGRGRAVTAYSVAPADWMFAQTFEGKQFVE*

CDS (coding sequence)
>SVEXPA-13

ATGTCAGATGCAATGGTTCCTGCAGGTGGCGGCGCCTGCGGGTACGGCGACCTGG
ACATCTTCAGGTACGGGCGCTACACGGCGGGGCTGAGCGCGGCGCTGTTCGGGC
GCGGCGGCGCGTGCGGCGGCTGCTACGAGCTCCGGTGCGTCAACGACATCCGGG
GGTGCCTCCGGGCCAGCCCCACGGTGGTGGTGACGGCGACGGACTTCTGCCCGGC
CAACATGGGCCTCGCCGACGAGGCCGGCGGCTGGTGCAACTTCCCCCGGGAGCA
CCTCGAGCTGTCGGAGGCCGCGTTCCTCCGCGTCGCCAAGGCCAAGGCCAGCATC
GTTCCGGTGCAGTTCCGGAGGGTGAGCTGCGACAGGGCGGGCGGCATGCGGTTC
ACGATCACCGGCAGCGCGCACTTCCTGCAGGTGCTGATCACCAACGTGGCGGCLCG
ACGGCGAGGTGGCCGCCGTGAAGGTGAAGGGGTCGCGGACGGGGTGGATCCCGA
TGGGGCGGAACTGGGGCCAGAACTGGCAGTGCGACGCCGACCTCCGTGGCCAGC
CGCTGTCGTTCGAGGTCACCGGCGGGAGGGGCCGGGCGGTCACCGCGTACAGCG
TCGCGCCGGCGGACTGGATGTTCGCGCAGACGTTCGAAGGCAAGCAGTTCGTCGA
GTAG

Nucleotide
>SVEXPA-13

GCAGCCTGCTGCCTCTGAAGTCTGACCCCACTCCTGCGAATCCCAATAAAGCCTG
TGCAGAAAGGAAGCGGGCAAAAGCAGCCTCGCCTTCGGCCTTCCCCTTCTACTGT
TCTACACTACCCGCCGGTCCTCCCCTGATGCCCCCCGCTCTGTCACCTTTGACTCC
CCCATTCCGGTCTCCTCAGTCCCCTCCTCCCACCGCAGTCCACAGCTCAAGCACTG
CACATTTCAGTTCAGATAGTCCAAGAACAGCACCAAGAGAGGCTCTTCTCCCTCG
CCATTGCTCGTCTTGCGTCGTCTAGGAGAGCTGGGAGGAGGAACGCAGGTGGCAT
GGTGAGGTCGCTGCCTCTGTTCTTGCTGCTTCTGCTGCTGCTCTCCGGAGCCGGCA
TCGGCGGCGGCGTACGGCTCGGCAATGGCGGCTACGAGGACTGGAGGCTCGGCA



CCGCCACCTACGTCAAGGAGTTCCAGTCGCACCCGCTCAACGACGGTACGCGCCT
CTTGCGTTTCCTTAGCATAGTAACCGTAGCAGTAGCATCAGGAAATCAGCAATGT
TGACAGTCAGTTCTTACCCTTCTGCCCCTGGCGTCCTTTGTGCATTTCTGTGAAAC
GGGTAGCAAATGCTTCGCCCCTTTTTCTTTGTCCCTTGAAAAGAATGGCGAAGGT
GAATGCCGTCTGCTAACACGAATCGATGGGCAAGGAGACAGTGTGTAGTCCTGTA
CAGATCCCGGCTAGTTGGCGAGCAAATGGTACCGAGAAGTTGCAGTCTAGCAGA
AGGGTGGTAGATTTAGCCAGGTTCCCTCCCCTTTCTTGAGAAAGATTTGAGTGATT
CTTGGGGCTGGACATGGACATTCCAAGCATGTTCATGGAGTAGCAGATGATAGCA
GCATTGTCTCGATTCTGAAAGGTACTCCAGAAAAAAAAAACATTTTTTTCAGGAG
GGTCGATGGTAGTGCACTAGTGCTGTCCTTGACAGCCAAAAGAAAATGGGTAATG
CAATGGAGTACAACTCCGGCGCTAAATGAGCTTTAAATTTTGTGATCTTCTCCTTT
TGAGAAAGTTGTAGCTGGGGCACATTGAATGGGTGCTTTGACAAAATTCTAATTT
ATGAGAGGCAAGCAAGTACTGCTAGTACAGTGTAAGATTTTTCCTTACTGTTACC
CTGTTACTGTTTATACAGCTCATGGTGGGTGCTTGCGTAGAGTAATGTCTATCATG
ACCGTAGAAAGCTAGAAACAACATTTTGGCAGACAATCCATTCATTGCAACTGTA
CTTCAGTTCCTCTTGAATTGATACAGGCTAAACGCCTGTTTGGAACTTCCTAATCC
GCAGCAATTTCGTTTCAAGCATTTCAGTTCTCAAAAAATTGAGAACATTATTCAGT
GTTTTTAAAAGCTTCTTTTTTTCTGAAATGAAAACCGCTGCTTATTGCAGGTTTGT
AGTGTCTGATGTCAGATGCAATGGTTCCTGCAGGTGGCGGCGCCTGCGGGTACGG
CGACCTGGACATCTTCAGGTACGGGCGCTACACGGCGGGGCTGAGCGLCGGLGLT
GTTCGGGCGCGGCGGCGCGTGCGGCGGCTGCTACGAGCTCCGGTGCGTCAACGA
CATCCGGGGGTGCCTCCGGGCCAGCCCCACGGTGGTGGTGACGGCGACGGACTTC
TGCCCGGCCAACATGGGCCTCGCCGACGAGGCCGGCGGCTGGTGCAACTTCCCCC
GGGAGCACCTCGAGCTGTCGGAGGCCGCGTTCCTCCGCGTCGCCAAGGCCAAGG
CCAGCATCGTTCCGGTGCAGTTCCGGAGGTACCTTACATGCCTGATCTTGAAATG
CTCGCTATTTCAATTTCATTCTCCAATGTTCATATTTTTTACAAGAACACTCTGAA
GAACCACGCATCAGAATTGTGTTACCAATACTTATTAATAGGAGAAAACAAACA
AGTTTCGAGAAGAAGCATTGAACTGCTCGCTGCTCATTGGTGTGTCCCGGCAAAT
TAACTTCAACTTGCATAAGACTGAATAATGAACATGCAGAGCCATGGCACATGGC
TCGCTATCATTCTTGAGCTGTGCATTCAGTGTGTTTTTTAAGCCTGCGGCTGCACT
GCCTTTTGCGAAAGCCCAGAATGATGTTGGATGATTAGAAACCTTTTGCGAAAGC
CCAGAATGATGTTGGATGATTAGAAATGGATCGTAGAATATGCGATGGATGTCCG
AAGCCGCTTTGGAATGCTGACTAGTGAATAGGGAAGCATCAGCTTTCAGTCAGTG
CACCCTTTTTGTTTTCAAATTTGACTTGTGTCATTCATTATGAGCACCCTCCCCGTT
TTCAGACAAATGCTATGAGTGTGTTCCAACTGCTGCAAGAGTATACTGCAAGTAT
CCTTTTTGTCCCAGGACACGGAATTAAGTTATCCTGCCATTAGCACCAACTGATA
ACCTTCTTTCTTTTCACCTACTCATCACTTTCAAAAGTGGCAATGCCACTATGATC
GCCATCATAAACAAATGGAGCTGTTCTTCTTCACTTTCTTTTTTTTCTTGAATATAT
GATGCAACTGAGCAGTTGGTGAATGCGTGGTGATGCAGGGTGAGCTGCGACAGG
GCGGGCGGCATGCGGTTCACGATCACCGGCAGCGCGCACTTCCTGCAGGTGCTGA
TCACCAACGTGGCGGCCGACGGCGAGGTGGCCGCCGTGAAGGTGAAGGGGTCGC
GGACGGGGTGGATCCCGATGGGGCGGAACTGGGGCCAGAACTGGCAGTGCGACG
CCGACCTCCGTGGCCAGCCGCTGTCGTTCGAGGTCACCGGCGGGAGGGGLCLCGGEG
CGGTCACCGCGTACAGCGTCGCGCCGGCGGACTGGATGTTCGCGCAGACGTTCGA
AGGCAAGCAGTTCGTCGAGTAGCAGATGCTGCCGGAAAACCGTGCTCCGGCGGT
GATTTGTAAGTATAGAATTATACGGGTGGGTTCTTGCTGGATTTCATGTTGGGAGT
TTGTGACCCAAGAAGATGAAATGTATTGGATGGCAAGAGAATTCCGATGTCATCA




TATAATCTTTTGAAGCTTTGTTTTTAAGAAAGGTGATAATCCGAATATGTGCATTA
AGAAAAAGACATCACACCGTGCAAACAAGCATTGGAGTTCATCACTATAAAAGC
AGCAAATGGCAATGGGATGGCAATTCCGGCAAGTCAAAAAAATTGCATGGTCCT
ACATGTGAAGAGAGCACACTGCAACACTGAACACCAAAATAACTTGCTTTGGTTC
AAAGCATCCATCCAGATAGCACGCAAGTGTTTGAATGTTGGGACTACACAA





