IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.9G241800

Gene Model: Sevir.9G241800.1.p
Description: SVEXPA-28
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

SvEXPA-28 —
3

L 1 1 1 1 1
tibp 2ty 400bp by Sibp 100p

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

s 100 125
PO T T SR Tl A S ST |

Query seq.
Superfanilies PLNOD195

+ Name Accession Description Interval E-value
[+ PLN00193 super family cl334 expansin-A; Provisional 22-247 4.06e-105
SEQUENCES

Peptide

>SVEXPA-28

MANSLMLCTVVAACLALAAADWSPGTATFYGGVDGSGTMGGACGYDNLYNAGYG
VNNAALSTTLFNDGASCGQCYLITCDGSRPGGQYCKPGNSITVSATNLCPPNYALPN
GGWCGPGRPHFDMSQPAWEHIGVYQAGIVPVLYQRVQCSRTGGVRFSMAGSNYFLL
VNIQNLGGSGSVGAAWVKGDKTGWIQMSRNWGANWQALAGLVGQGLSFAVTSTG
GQYIQFLNVVPGWWQFGMAFSTNQNFVY*

CDS (coding sequence)
>SVEXPA-28

ATGGCCAATTCCCTGATGCTGTGCACGGTGGTTGCGGCGTGCCTCGCACTTGCCG
CCGCCGATTGGTCTCCAGGCACCGCCACATTCTACGGCGGAGTCGATGGCTCCGG
CACTATGGGAGGCGCGTGCGGGTACGACAACCTGTACAACGCCGGGTACGGCGT
CAACAACGCGGCTCTGAGCACGACGCTGTTCAACGACGGCGCGTCGTGCGGCCA
GTGCTACCTCATCACGTGCGACGGGTCACGCCCGGGCGGCCAGTACTGCAAGCCC
GGCAACAGCATCACCGTCTCAGCCACCAACTTGTGCCCGCCCAACTACGCGCTGC
CCAACGGCGGCTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGTCGCAGCCAGC
GTGGGAGCACATCGGCGTCTACCAGGCCGGCATCGTCCCCGTCCTCTACCAACGG
GTCCAGTGCTCGCGCACCGGCGGCGTGCGGTTCAGCATGGCCGGCTCCAACTACT
TCTTGCTCGTTAACATCCAGAACCTCGGCGGCAGCGGCTCCGTGGGAGCCGCCTG
GGTCAAGGGCGACAAGACGGGCTGGATCCAGATGTCAAGGAACTGGGGCGCCAA
CTGGCAGGCGCTCGCCGGGCTCGTCGGCCAGGGTCTCAGCTTCGCCGTGACCAGC
ACCGGTGGGCAGTACATTCAGTTCCTCAACGTCGTGCCCGGCTGGTGGCAGTTTG
GCATGGCCTTCTCCACTAACCAGAACTTCGTGTACTAG

Nucleotide
>SVEXPA-28

GCTCTTCTCGTCCTTACCTTACAAACACACCTCACTCCCATCTCGTCCCCGTCCAC
GGCAATGGCCAATTCCCTGATGCTGTGCACGGTGGTTGCGGCGTGCCTCGCACTT
GCCGCCGCCGATTGGTCTCCAGGCACCGCCACATTCTACGGCGGAGTCGATGGCT
CCGGCACTATGGGTAAGCGTCCACCTATTCCATTCCGGTACAAGTGCTACGTTCG
AACAAGCACTACCGAATTACGTGGCCTCTAATAATGCATGGATGTCCATGATGAA
TTGATGATGCACAGGAGGCGCGTGCGGGTACGACAACCTGTACAACGCCGGGTA



CGGCGTCAACAACGCGGCTCTGAGCACGACGCTGTTCAACGACGGCGCGTCGTGC
GGCCAGTGCTACCTCATCACGTGCGACGGGTCACGCCCGGGCGGCCAGTACTGCA
AGCCCGGCAACAGCATCACCGTCTCAGCCACCAACTTGTGCCCGCCCAACTACGC
GCTGCCCAACGGCGGCTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGTCGCAG
CCAGCGTGGGAGCACATCGGCGTCTACCAGGCCGGCATCGTCCCCGTCCTCTACC
AACGGGTCCAGTGCTCGCGCACCGGCGGCGTGCGGTTCAGCATGGCCGGCTCCAA
CTACTTCTTGCTCGTTAACATCCAGAACCTCGGCGGCAGCGGCTCCGTGGGAGCC
GCCTGGGTCAAGGGCGACAAGACGGGCTGGATCCAGATGTCAAGGAACTGGGGC
GCCAACTGGCAGGCGCTCGCCGGGCTCGTCGGCCAGGGTCTCAGCTTCGCCGTGA
CCAGCACCGGTGGGCAGTACATTCAGTTCCTCAACGTCGTGCCCGGCTGGTGGCA
GTTTGGCATGGCCTTCTCCACTAACCAGAACTTCGTGTACTAGTGAAAACGTGCA
AGTGGTAGAGTGCGTGCTCACTCGAGACGGTGTGTGTGTTCTTCATTTGGTGGAG
CTATATGCACTTCCTGTTTTATTCAACACCGTAGATATGATGTTAGGATATTATAT
ACAGTTATTGGCTTTATTTTGTTCTAACATATGTGATGATATTATATACGGTTCGG
TATATATAAACACTAAATTTAATG





