IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.5G062000

Gene Model: Sevir.5G062000.1.p
Description: SVEXPA-15
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

PLNO0193
List of domain hits £}

+ Name Accession Description Interval E-value
[+ PLN00193 super family 423 expansin-A; Provisional 19-249 4.41e-105
SEQUENCES

Peptide

>SVEXPA-15

MEKAILLLLLSLCAARLDDAAAQQYWTPATATFYGGSDASGTMGGSCGYGNLYNA
GYGTQTTALSTALYGDGASCGACFLVACDASRTQYCKPGSPSVTVTATNFCPPNYGD
PSGWCNSPRQHFDMSQPAWETIGVYQAGIVPVNYRRVPCSRSGGIRFGISGHDYFELV
LITNVGGAGAVAAAWVRGTGTDWLAMSRNWGANWQSSAYLTGQSLSFKVQTDDG
KAVMAYNVAPASWQFGCTYQASVNFY*

CDS (coding sequence)
>SVEXPA-15

ATGGAGAAGGCGATCCTGCTCTTGCTGCTGAGCTTGTGCGCCGCCCGGCTTGACG
ACGCAGCGGCGCAGCAGTACTGGACGCCGGCCACCGCCACGTTCTACGGCGGGA
GCGACGCGTCCGGCACCATGGGCGGGTCGTGCGGGTACGGCAACCTGTACAACG
CCGGGTACGGGACGCAGACGACGGCGCTGAGCACGGCGCTCTACGGCGACGGCG
CCTCCTGCGGCGCGTGCTTCCTCGTCGCCTGCGACGCGTCGCGGACGCAGTACTG
CAAGCCGGGGTCGCCGTCGGTGACCGTCACGGCGACCAACTTCTGCCCGCCCAAC
TACGGCGACCCCAGCGGGTGGTGCAACTCGCCGCGGCAGCACTTCGACATGTCGC
AGCCGGCGTGGGAGACCATCGGCGTGTACCAGGCCGGCATCGTCCCCGTCAACTA
CCGGAGGGTCCCGTGCAGCCGGTCCGGCGGGATCAGGTTCGGGATCAGCGGGCA
CGACTACTTCGAGCTCGTGCTCATCACCAACGTCGGCGGCGCCGGLCGLCGGTGGLG
GCGGCGTGGGTCAGGGGGACCGGCACCGACTGGCTGGCGATGAGCCGCAACTGG
GGGGCGAACTGGCAGAGCAGCGCGTACCTCACCGGGCAGAGCCTGTCGTTCAAG
GTGCAGACGGACGACGGCAAGGCCGTCATGGCGTACAACGTTGCGCCGGCGAGT
TGGCAGTTCGGCTGCACCTACCAGGCCTCGGTCAACTTCTACTAG

Nucleotide
>SvEXPA-15

GCAGCGTGCATGATCACCTCGTCGTCAGCCAACCGTTCGCTCGCCGGCAGTTGCA
GGCTTATAAGTAGTAGGAGAGAAGAGTTGTGCAGTCGCAACAGATTGCAACTTG
CAAGTGATCTGGTCAGTCTGGCAGCGTCTTGCTGAGAGACGATGGAGAAGGCGA
TCCTGCTCTTGCTGCTGAGCTTGTGCGCCGCCCGGCTTGACGACGCAGCGGCGCA
GCAGTACTGGACGCCGGCCACCGCCACGTTCTACGGCGGGAGCGACGCGTCCGG
CACCATGGGTAACACATCCACGCCGACGACCTTTTTTTTGACAGCTCCGACGAAC



CATGAGTTCGTGGCATTGATGTGCGCGTTCTTGTTTCGCAGGCGGGTCGTGCGGG
TACGGCAACCTGTACAACGCCGGGTACGGGACGCAGACGACGGCGCTGAGCACG
GCGCTCTACGGCGACGGCGCCTCCTGCGGCGCGTGCTTCCTCGTCGCCTGCGACG
CGTCGCGGACGCAGTACTGCAAGCCGGGGTCGCCGTCGGTGACCGTCACGGCGA
CCAACTTCTGCCCGCCCAACTACGGCGACCCCAGCGGGTGGTGCAACTCGCCGCG
GCAGCACTTCGACATGTCGCAGCCGGCGTGGGAGACCATCGGCGTGTACCAGGC
CGGCATCGTCCCCGTCAACTACCGGAGGGTCCCGTGCAGCCGGTCCGGCGGGATC
AGGTTCGGGATCAGCGGGCACGACTACTTCGAGCTCGTGCTCATCACCAACGTCG
GCGGCGCCGGCGCGGTGGCGGCGGCGTGGGTCAGGGGGACCGGCACCGACTGGC
TGGCGATGAGCCGCAACTGGGGGGCGAACTGGCAGAGCAGCGCGTACCTCACCG
GGCAGAGCCTGTCGTTCAAGGTGCAGACGGACGACGGCAAGGCCGTCATGGCGT
ACAACGTTGCGCCGGCGAGTTGGCAGTTCGGCTGCACCTACCAGGCCTCGGTCAA
CTTCTACTAGAGAGTGATAAGATGATGATGATAGGCGCGGCACATGCATTTGCGA
ACTACTTGGGCCAGCTCTATGGTTGTAAAAAGAGGCCTTAAAGACTCGACTCAAT
GGGCCATGTTAAGTAACAGCCCATGAGCTGGGGAGAAAATTATTAAATAGTGCA
TATACCATCTTCGCAAAAAGGGAAGGAAAAAACACATTCTTTTAAGTGTGCATTT
AACAGGGTTAATTCTATTAAAAGCACTCTTTTGTGGATCTGGATGTGAAGACATT
AAACACACATGATGTTTACATGTGACCGAGCACGACAAGTGTGGAGATGCTTGG
GAGTGTGGGGTAAGATCGATGAAATGCTAAACATTGATTGCTCTGGATCAGTACT
GATATTCAGGGTGTGTTTGGTTGCATGCACCATATGATACATGTATGGATGATCCT
GGATGGGGTGGTTCAACCAATTTGCTTGTACCATATGGTTCACTCTAATTAGTAG
AATAATGTATTAAGTGGGATGGCCTCATCCTGAATGAGTTGGTCCAATTCACCCA
ACCAAACAAAAGGATCATTATTATTTTGAATCATTTCATACATGAATCAAATGAT
ACAACCAACCAAACACATAGGGTCAGTGCCTCAACTGAATGTGTGCCT





