IDENTIFICATION

Species: Setaria italica

Locus: Seita.9G535700

Gene Model: Seita.9G535700.1.p
Description: SitEXPA-35
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
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Query seq.
Superfanilies PLNOB1O3

+ Name Accession Description Interval E-value
[+ PLN00193 super family 33423 expansin-A; Provisional 17-248 1.30e-116
SEQUENCES

Peptide

>SitEXPA-35

MDRVLTLFIAVLTATFFAPAKGWNYGTATFYGGPDASGTMGGACGYGNLYQAGYG
TNTAALSSVLFNDGAACGQCYLIMCDSNASPWCKGGAAVTVTATNFCPPNWAQPSN
RGGWCNPPRPHFDMAQPAWERIGVYKAGIIPVLYQQVTCWRQGGIRITIGGSTFFQL
MNFANVGGSGSIRSVSVKGTKTGWIALNRNWGANWQCNSALVGQELSFIVTSTGGQ
TLWINNVVPAWWQFGMAFVSNYNFYY*

CDS (coding sequence)
>SItEXPA-35

ATGGACAGAGTCCTCACATTGTTCATCGCCGTCCTAACGGCGACGTTCTTCGCGC
CGGCGAAGGGCTGGAACTACGGGACGGCGACGTTCTACGGCGGCCCCGACGCCT
CCGGCACAATGGGTGGCGCGTGCGGGTACGGGAACCTGTACCAGGCGGGGTACG
GGACGAACACGGCGGCGCTGAGCTCGGTGCTGTTCAATGACGGCGCGGCGTGCG
GGCAGTGCTACCTGATCATGTGCGACAGCAACGCGTCCCCCTGGTGCAAGGGCGG
CGCCGCCGTGACCGTCACGGCCACCAACTTCTGCCCGCCCAACTGGGCGCAGCCC
AGCAACCGCGGCGGCTGGTGCAACCCGCCGCGGCCCCACTTCGACATGGCGCAG
CCCGCCTGGGAGCGCATCGGCGTCTACAAGGCCGGCATCATCCCCGTCCTCTACC
AGCAGGTGACGTGCTGGAGGCAGGGAGGGATCCGGATCACCATCGGAGGATCCA
CCTTCTTCCAGCTGATGAACTTCGCGAACGTGGGCGGGAGCGGGTCGATCCGGTC
GGTGTCGGTGAAGGGGACCAAGACGGGGTGGATCGCGCTGAACCGCAACTGGGEG
CGCCAACTGGCAGTGCAACTCGGCGCTCGTCGGGCAGGAGCTCTCCTTCATCGTC
ACCTCCACCGGCGGCCAGACGCTCTGGATCAACAACGTCGTGCCGGCGTGGTGGC
AGTTCGGCATGGCCTTCGTCAGCAACTACAACTTCTACTACTGA

Nucleotide
>SitEXPA-35

TTCCCTGCAATTCCCCTGCCCGGCCGTCCCTGAACATAATTCTCGTTCCCTCGTTC
TATATAAGCCATGCCACGATCACTGCAAATCCGTCAGATCAGAAGCTGTTAGGCA
GTCACTGCAATTCTCCTGTAGTGTACTGAAACCGACGAGTATTCCAAGTCTCCTGT
GGTGTTCTGTACCGGTCTCTGAGCAGAGATGGACAGAGTCCTCACATTGTTCATC
GCCGTCCTAACGGCGACGTTCTTCGCGCCGGCGAAGGGCTGGAACTACGGGACG
GCGACGTTCTACGGCGGCCCCGACGCCTCCGGCACAATGGGTAAATATTTACACT



AGTTTTTAAATCCAAGATCCATTTTTGTACGAATCTTACAGTAGTTTTTCCAAATG
GAGCTAGCTAACACGATGCTGTACGGCGTGATATGATGATGAAGGTGGCGCGTG
CGGGTACGGGAACCTGTACCAGGCGGGGTACGGGACGAACACGGCGGCGCTGAG
CTCGGTGCTGTTCAATGACGGCGCGGCGTGCGGGCAGTGCTACCTGATCATGTGC
GACAGCAACGCGTCCCCCTGGTGCAAGGGCGGCGCCGCCGTGACCGTCACGGCC
ACCAACTTCTGCCCGCCCAACTGGGCGCAGCCCAGCAACCGCGGCGGCTGGTGCA
ACCCGCCGCGGCCCCACTTCGACATGGCGCAGCCCGCCTGGGAGCGCATCGGCGT
CTACAAGGCCGGCATCATCCCCGTCCTCTACCAGCAGTAAGTCATCGATCATGTC
GTCGTCTACCACACCTTCGTTTCCTTCTCCGATGAGCTCGCGAGCTGATCGGCCAT
GGTGGCGTGTGCAGGGTGACGTGCTGGAGGCAGGGAGGGATCCGGATCACCATC
GGAGGATCCACCTTCTTCCAGCTGATGAACTTCGCGAACGTGGGCGGGAGCGGGT
CGATCCGGTCGGTGTCGGTGAAGGGGACCAAGACGGGGTGGATCGCGCTGAACC
GCAACTGGGGCGCCAACTGGCAGTGCAACTCGGCGCTCGTCGGGCAGGAGCTCT
CCTTCATCGTCACCTCCACCGGCGGCCAGACGCTCTGGATCAACAACGTCGTGCC
GGCGTGGTGGCAGTTCGGCATGGCCTTCGTCAGCAACTACAACTTCTACTACTGA
CCAATAGCTATAGCTCGAGGGCGGCCAAGCTAAGCAAGCGCAGGGGTACTTTCG
GTTGTTGTAATGGAAGGCGACAATTTGTTCGTTCTTTTTTCTTGGGGGCTACTTTG
TACATGTACATCTCGTTGTGATAAGAGGAATATATTGACCATTTCAGACTT



