IDENTIFICATION

Species: Setaria italica

Locus: Seita.9G241900

Gene Model: Seita.9G241900.1.p
Description: SitEXPA-28
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

SIEXPA-28
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Legend:
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Query seq. PHNSLMLCTWWAACLALAAATMEP GTA TRYGGVDGSGT MGG ACGYONL YNAG YGVRNAALSTTLUPNDGAS CROCYL T TCOGSRPGAEVGAG TVPWL YD RVOCSRT GOVRPSHAGEN YFLLYNT ONL GGSGSVGAAVKEDRTGW T OMS RMUGANNCAL AGLVGIGLSFAVTS TROO Y IOFLNYWPCUWOF GHAF STNONFY vk
Superfanilies

+ Name Accession Description Interval E-value
[+ PLND0193 super family ci3342 expansin-A; Provisional 22-200 1.02e-67
SEQUENCES

Peptide

>SItEXPA-28

MANSLMLCTVVAACLALAAADWSPGTATFYGGVDGSGTMGGACGYDNLYNAGYG
VNNAALSTTLFNDGASCGQCYLITCDGSRPGASVGAGIVPVLYQRVQCSRTGGVRFS
MAGSNYFLLVNIQNLGGSGSVGAAWVKGDRTGWIQMSRNWGANWQALAGLVGQ
GLSFAVTSTGGQYIQFLNVVPGWWQFGMAFSTNQNFVY*

CDS (coding sequence)
>SItEXPA-28

ATGGCCAATTCCCTGATGCTGTGCACGGTGGTTGCGGCGTGCCTCGCACTTGCCG
CCGCCGATTGGTCTCCAGGCACCGCCACATTCTACGGCGGAGTCGATGGCTCCGG
CACTATGGGAGGCGCGTGCGGGTACGACAACCTGTACAACGCCGGGTACGGCGT
CAACAACGCGGCTCTGAGCACGACGCTGTTCAACGACGGCGCGTCGTGCGGCCA
GTGCTACCTCATCACGTGCGACGGGTCGCGCCCGGGCGCCAGCGTGGGAGCAGG
CATCGTCCCCGTCCTCTACCAGCGGGTCCAGTGCTCGCGCACCGGCGGLGTGCGEG
TTCAGCATGGCCGGCTCCAACTACTTCTTGCTCGTTAACATCCAGAACCTCGGCG
GCAGCGGCTCCGTGGGAGCCGCCTGGGTCAAGGGCGACAGGACGGGCTGGATCC
AGATGTCAAGGAACTGGGGCGCCAACTGGCAGGCGCTCGCCGGGCTCGTCGGCC
AGGGTCTCAGTTTCGCCGTGACCAGCACCGGTGGGCAGTACATTCAGTTCCTCAA
CGTCGTGCCCGGCTGGTGGCAGTTTGGCATGGCCTTCTCCACTAACCAGAACTTC
GTGTACTAG

Nucleotide
>SitEXPA-28

ATGGCCAATTCCCTGATGCTGTGCACGGTGGTTGCGGCGTGCCTCGCACTTGCCG
CCGCCGATTGGTCTCCAGGCACCGCCACATTCTACGGCGGAGTCGATGGCTCCGG
CACTATGGGTAAGCGTCCACCTATTCCATTCCGGTACAACTTTACAAGAGCCAGC
CAGCTCAAGAACTATATCAACACATTGCTACGTTCGAACAAGCACTACCGAATTA
CGTTGCCTCTAATAATGCATGGATGTCCATGATGAATTGATGATGCACAGGAGGC
GCGTGCGGGTACGACAACCTGTACAACGCCGGGTACGGCGTCAACAACGCGGCT
CTGAGCACGACGCTGTTCAACGACGGCGCGTCGTGCGGCCAGTGCTACCTCATCA
CGTGCGACGGGTCGCGCCCGGGCGGCCAGTAGTGCAAGCCCGGCAACAGTATCA
CCGTCTCAGCCACTGCACCAACTTGTGCCCGCCCAACTACGCGCTGCCCAACGGC



GGCTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGTCGCAGCCAGCGTGGGAG
CAGGCATCGTCCCCGTCCTCTACCAGCGGGTCCAGTGCTCGCGCACCGGCGGCGT
GCGGTTCAGCATGGCCGGCTCCAACTACTTCTTGCTCGTTAACATCCAGAACCTC
GGCGGCAGCGGCTCCGTGGGAGCCGCCTGGGTCAAGGGCGACAGGACGGGCTGG
ATCCAGATGTCAAGGAACTGGGGCGCCAACTGGCAGGCGCTCGCCGGGLCTCGTC
GGCCAGGGTCTCAGTTTCGCCGTGACCAGCACCGGTGGGCAGTACATTCAGTTCC
TCAACGTCGTGCCCGGCTGGTGGCAGTTTGGCATGGCCTTCTCCACTAACCAGAA
CTTCGTGTACTAGTGAAAACGTGCAAGTAGTGGTAGAGTGCGTGCTCACTCGAGA
CGGTGTGTGTGTTCTTCATTTGGTGGAGCTATATGCACTTCCTGTTTTATTCAACA
CCGTAGATATGATGTTAGGATATTATATA



