IDENTIFICATION

Species: Setaria italica

Locus: Seita.9G241700

Gene Model: Seita.9G241700.1.p
Description: SitEXPA-26
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sitalica_v2_ 2
KEGG: https://www.genome.jp/entry/gn:T02818

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Sitalica_v2_2
https://www.genome.jp/entry/gn:T02818

GENE STRUCTURE

SItEXPA-26 e Em—

L 1 1 1 1 1 1
obp 20bp 400bp Gy 8Kbp 1000 1200p

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

7 100 135 150 175 200 225 253
........ PR S T nt A VT WAV e AU SN SN ST WAl AU SO SR SN S AN ST S TN TN A SO S T N AT S W S

Query seq.
Superfanilies

+ Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 27-248 4.74e-103
SEQUENCES

Peptide

>SItEXPA-26

MDIAKSLILCTVLAACLALAAAQGSPGTATFYGGPDGSGTMGGACGYDNLYNAGYG
VLNAALSQTLFNDGASCGQCYTITCDRSRTGGQYCKPGNSITVTATNLCPANYALPN
GGWCGPGRPHFDMSQPAWENIGIYQAGVIPVLYQQVKCSRSGGVRFSLAGSNYFLLV
NIQNLAGSGSVGAAWVKGDKTGWIQMSRNWGANWQALAGLVGQGLSFAVTSTGG
QYIQFLNIVPAWWQFGQTFSNNYQNFAY*

CDS (coding sequence)
>SItEXPA-26

ATGGATATCGCCAAGTCCCTGATCTTGTGCACAGTCCTTGCGGCGTGCCTCGCGCT
CGCCGCGGCCCAGGGCTCTCCCGGCACCGCCACGTTCTACGGTGGACCCGACGGC
TCCGGCACCATGGGTGGCGCCTGCGGGTACGACAACCTCTACAACGCCGGGTACG
GCGTGCTCAACGCGGCGCTGAGCCAGACGCTGTTCAACGACGGCGCGTCATGCG
GGCAGTGCTACACCATCACCTGCGACAGATCACGCACCGGCGGACAGTACTGCA
AGCCCGGCAACAGCATCACCGTCACGGCCACCAACCTCTGCCCGGCCAACTACGC
CCTGCCCAACGGCGGCTGGTGCGGCCCGGGGCGCCCTCACTTCGACATGTCGCAG
CCGGCGTGGGAGAACATCGGAATCTACCAGGCCGGCGTCATCCCTGTCCTGTACC
AGCAGGTCAAGTGCTCCCGCAGCGGCGGCGTGCGCTTCAGCCTCGCCGGCTCCAA
CTACTTCCTCCTCGTCAACATCCAGAACCTCGCCGGAAGTGGCTCCGTGGGAGCC
GCCTGGGTCAAGGGCGACAAAACGGGGTGGATCCAGATGTCCAGGAACTGGGGL
GCCAACTGGCAGGCGCTCGCCGGGCTCGTCGGCCAGGGTCTCAGCTTCGCCGTGA
CCAGCACCGGCGGGCAGTACATTCAGTTCCTCAACATCGTGCCGGCGTGGTGGCA
GTTCGGCCAGACCTTCTCCAACAACTACCAGAATTTCGCCTACTGA

Nucleotide
>SitEXPA-26

GCTCAAAAACAATTAGCATCCAACCTCCATTGCCCAGCTTCCTCGTCTGCTCCCAT
TTCCATCTCCTCTGCAGCTCTACCTGTGCATTGGCGTTGGCGTCCATGGATATCGC
CAAGTCCCTGATCTTGTGCACAGTCCTTGCGGCGTGCCTCGCGCTCGCCGLGGLC
CAGGGCTCTCCCGGCACCGCCACGTTCTACGGTGGACCCGACGGCTCCGGCACCA
TGGGTAAGCTGCCTTGCATGCATCACATTTCGCTACAAGCTAGAAAGATCTGCAT
AGATGCACATTTTGCTTACTCGGCACGCACTGATGATCCAATGCATACGTGTGTA



GGTGGCGCCTGCGGGTACGACAACCTCTACAACGCCGGGTACGGCGTGCTCAAC
GCGGCGCTGAGCCAGACGCTGTTCAACGACGGCGCGTCATGCGGGCAGTGCTAC
ACCATCACCTGCGACAGATCACGCACCGGCGGACAGTACTGCAAGCCCGGCAAC
AGCATCACCGTCACGGCCACCAACCTCTGCCCGGCCAACTACGCCCTGCCCAACG
GCGGCTGGTGCGGCCCGGGGCGCCCTCACTTCGACATGTCGCAGCCGGCGTGGGA
GAACATCGGAATCTACCAGGCCGGCGTCATCCCTGTCCTGTACCAGCAGGTCAAG
TGCTCCCGCAGCGGCGGCGTGCGCTTCAGCCTCGCCGGCTCCAACTACTTCCTCCT
CGTCAACATCCAGAACCTCGCCGGAAGTGGCTCCGTGGGAGCCGCCTGGGTCAA
GGGCGACAAAACGGGGTGGATCCAGATGTCCAGGAACTGGGGCGCCAACTGGCA
GGCGCTCGCCGGGCTCGTCGGCCAGGGTCTCAGCTTCGCCGTGACCAGCACCGGC
GGGCAGTACATTCAGTTCCTCAACATCGTGCCGGCGTGGTGGCAGTTCGGCCAGA
CCTTCTCCAACAACTACCAGAATTTCGCCTACTGAAACTTTCAAGCAGGAGAGAT
CGAGCGCTTGGTCTCATTGGCCATTTCTTGCAATTCGGTCGTATGGCGAGTACGCT
CGTGATTTTGACGGAGCTTGCTCAACTTGCCATTGCATTCTTGTTGATGACCGCCT
GGCTCCGACTGCACACTGCAGGAGAAAACGGCTGGCATACGTGGATTATTTACCC
TACACTGTAGATACAGCATATTATGCTATTGTGTACTTGACATCTTGATATACATA
CATACTAAATTTAAATCTGTTTCCGCACTATAATAGACTTCCAAACTTGAGTAGTA
CGTGGATGTGTTAGTATAGCGTCGTCTTTCCATGGTTTTGAGCCATTACATTCTTG
CAATCATAGGCTCGAATC



