IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.5G062100

Gene Model: Sevir.5G062100.1.p
Description: SVEXPA-16
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-16
5

L 1 1 1 1 1 1
tibp 2ikibp 400bp Gy 8000y 1000bp 1200bp

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

7s 100 125 150 175 200 225 254
S S S M T S ' PO Y T T N SO T T A SN ST SN SR AT ST ST WA SN RS WO ST T T U ! TR S T M S SN T |

Query seq.
Superfanilies

-+ Name Accession Description Interval E-value
[+ PLN00193 super family 33423 expansin-A, Provisional 3-252 3.06e-123
SEQUENCES

Peptide

>SVEXPA-16

MQAKMLALQLALCAFFLLEGSAAAVQWTPAFATFYGGSDASGTMGGACGYDNLYS
AGYGTRTAALSTALFNNGAMCGACFTIACDARKSRYCKPGTSITVTATNFCPPNWAL
SGDSGGWCNPPRRHFDMSQPAWETIAVYRAGIVPVNYRRVPCRRSGGVRFTVNGHS
YFELVTVANVGGSGVVAQAWIKGSRTDWMPMSRNWGANWQSNAFLNGQSLSFRL

RADDGRVVTAVDVAPAGWWFGGTYTSNAQFY*

CDS (coding sequence)
>SVEXPA-16

ATGCAGGCGAAGATGCTCGCGCTCCAGCTGGCCCTGTGCGCCTTCTTCCTCCTCG
AAGGGTCGGCGGCGGCGGTTCAGTGGACGCCCGCCTTCGCCACGTTCTACGGCGG
CAGCGACGCCTCCGGCACCATGGGCGGCGCGTGCGGGTACGACAACCTGTACAG
CGCGGGGTACGGGACGCGGACGGCGGCGCTGAGCACGGCGCTGTTCAACAACGG
CGCCATGTGCGGGGCGTGCTTCACCATCGCCTGCGACGCGCGTAAGTCCAGGTAC
TGCAAGCCGGGCACCTCCATCACCGTCACGGCCACCAACTTCTGCCCGCCCAACT
GGGCGCTCTCCGGCGACTCCGGCGGCTGGTGCAACCCGCCGCGCCGCCACTTCGA
CATGTCGCAGCCGGCGTGGGAGACCATCGCCGTGTACCGCGCCGGGATCGTGCCG
GTGAACTACCGCCGCGTGCCGTGCCGGAGGAGCGGCGGCGTCCGGTTCACCGTCA
ACGGGCACAGCTACTTCGAGCTGGTGACGGTGGCCAACGTCGGCGGCAGCGGCG
TGGTGGCGCAGGCGTGGATCAAGGGGTCGCGGACGGACTGGATGCCCATGAGCC
GGAACTGGGGCGCCAACTGGCAGAGCAACGCCTTCCTCAACGGGCAGAGCCTCT
CGTTCCGGCTCAGGGCCGACGACGGCCGCGTCGTCACCGCCGTCGACGTLCGLCCCC
CGCCGGGTGGTGGTTCGGCGGCACGTACACGTCCAATGCGCAGTTCTACTGA

Nucleotide
>SvEXPA-16

CAAACCATCCACGCGCTGGGCAGTCGCTTTCGAGCTCGCTGCAGAGTATGAACGG
GGCCGGGCCTTGCCCCTCCCCGTCCGGTACTCGCCTGACCGGCCGGCTACTCGTC
GTAGCAGCAGCGGTTGGTTGCTTGTGAAGTGGTCCTTGCAAGTGCCATCAAGAAC
CTGACACACTATTTATACGGCTCCTTGGTGGCCATTCCTGGGCACGAACACACTC
AGCCGTACGGCACAAAACAAACACTGGCTAGCTACTGACATGCAGGCGAAGATG
CTCGCGCTCCAGCTGGCCCTGTGCGCCTTCTTCCTCCTCGAAGGGTCGGCGGLGEG



CGGTTCAGTGGACGCCCGCCTTCGCCACGTTCTACGGCGGCAGCGACGCCTCCGG
CACCATGGGTAAGCACACCCTGCTCGATCCATCCGCCATGCTCTTGCATTGAGTT
ATTCTACATCAGGTTATTACGAATGCTAACACCTCTGCTCCGCCCATCGATCGATC
ACCAGGCGGCGCGTGCGGGTACGACAACCTGTACAGCGCGGGGTACGGGACGCG
GACGGCGGCGCTGAGCACGGCGCTGTTCAACAACGGCGCCATGTGCGGGGCGTG
CTTCACCATCGCCTGCGACGCGCGTAAGTCCAGGTACTGCAAGCCGGGCACCTCC
ATCACCGTCACGGCCACCAACTTCTGCCCGCCCAACTGGGCGCTCTCCGGCGACT
CCGGCGGCTGGTGCAACCCGCCGCGCCGCCACTTCGACATGTCGCAGCCGGLCGTG
GGAGACCATCGCCGTGTACCGCGCCGGGATCGTGCCGGTGAACTACCGCCGCGTG
CCGTGCCGGAGGAGCGGCGGCGTCCGGTTCACCGTCAACGGGCACAGCTACTTCG
AGCTGGTGACGGTGGCCAACGTCGGCGGCAGCGGCGTGGTGGCGCAGGCGTGGA
TCAAGGGGTCGCGGACGGACTGGATGCCCATGAGCCGGAACTGGGGCGCCAACT
GGCAGAGCAACGCCTTCCTCAACGGGCAGAGCCTCTCGTTCCGGCTCAGGGCCGA
CGACGGCCGCGTCGTCACCGCCGTCGACGTCGCCCCCGLCLCGGGTGGTGGTTCGGL
GGCACGTACACGTCCAATGCGCAGTTCTACTGACGTCGATCGAGGACGTGATCTT
CTTCATGTCTCTTTTTTTTCCCTTGTTCTGTGTCGTGAAAATGTGTAGTATACCCAA
TGATTTACCAGGTAATACCGTAGTAGGTCGACGTGGCATAGGATCAAACGCCGCC
CACGCATGCTTATACGCCATATACGCAGGATGTACCATGTGATGTACTGTGAACC
GTACATTTTTTATGAACGGCTCAGTGTCAGCCTTAATCTTCCAATTTCTTTCTGTGT
AGCTGTAGAAATTT





