IDENTIFICATION

Species: Setaria italica

Locus: Seita.2G318400

Gene Model: Seita.2G318400.1.p
Description: SitEXPA-07
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-07
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Query seq,
Superfanilies PLNO0OOS0

+ Name Accession Deseription Interval  E-value
[+ PLN00050 super family 31535 expansin A; Provisional 42-255 7.38e-64
SEQUENCES

Peptide

>SItEXPA-07

MSGSSRTTTMAPLLASLLLVGLPLLAGVAEAKPHVNHGKFKGGPWTDGHATFYGGR
DGSGTTEGGACGYKDALAKDYGELTAAVGPSLYAQGAGCGACYEVKGAEGEAAST
GKSVVVTATNQAPPPVSGQKGEHFDLTMPAFLQIAEEKAGIVPISYRRVACVRQGGIR
YTITGNKNYNMVMVTNVGGEGDVVALTVKGNKRVKWTPMKRSWGQLWTTEVDL
TGESLTFRVMNGDHRKATSWHVMPRDWQFGKTYQATKNF*

CDS (coding sequence)
>SItEXPA-07

ATGTCCGGTTCGTCGCGGACAACAACAATGGCGCCTCTCCTCGCGTCGCTGCTGC
TCGTCGGGCTCCCGCTGCTGGCCGGCGTCGCGGAGGCGAAGCCCCACGTGAACCA
CGGCAAGTTCAAGGGCGGCCCGTGGACGGACGGGCACGCGACGTTCTACGGCGG
GCGCGACGGGTCCGGCACCACGGAGGGCGGCGCGTGCGGGTACAAGGACGCGCLT
CGCCAAGGACTACGGCGAGCTGACGGCGGCCGTGGGCCCGTCGCTGTACGCCCA
GGGCGCCGGGTGCGGCGCCTGCTACGAGGTGAAGGGCGCGGAGGGCGAGGCCGC
CAGCACCGGCAAGTCCGTGGTGGTGACGGCCACGAACCAGGCCLCLCGLLGLLGGT
CAGCGGGCAGAAGGGCGAGCACTTCGACCTCACCATGCCGGCGTTCCTCCAGATC
GCCGAGGAGAAGGCCGGCATCGTGCCCATTTCCTACCGCAGAGTGGCGTGCGTG
AGGCAAGGCGGGATCCGGTACACGATAACGGGGAACAAGAACTACAACATGGTG
ATGGTGACGAACGTGGGCGGCGAGGGGGACGTGGTGGCGCTGACGGTGAAGGGC
AACAAGCGCGTCAAGTGGACGCCGATGAAGCGAAGCTGGGGCCAGCTGTGGACG
ACGGAGGTCGACCTCACCGGCGAGTCGCTCACGTTCAGGGTCATGAACGGCGAC
CACCGCAAGGCCACCTCCTGGCACGTCATGCCGCGGGACTGGCAGTTCGGCAAG
ACATACCAGGCGACCAAGAACTTCTAG

Nucleotide
>SItEXPA-07

ATGTCCGGTTCGTCGCGGACAACAACAATGGCGCCTCTCCTCGCGTCGCTGCTGC
TCGTCGGGCTCCCGCTGCTGGCCGGCGTCGCGGAGGCGAAGCCCCACGTGAACCA
CGGCAAGTTCAAGGGCGGCCCGTGGACGGACGGGCACGCGACGTTCTACGGCGG
GCGCGACGGGTCCGGCACCACGGAGGGCGGCGCGTGCGGGTACAAGGACGCGLT
CGCCAAGGACTACGGCGAGCTGACGGCGGCCGTGGGCCCGTCGCTGTACGCCCA



GGGCGCCGGGTGCGGCGCCTGCTACGAGGTGAAGGGCGCGGAGGGCGAGGLLGL
CAGCACCGGCAAGTCCGTGGTGGTGACGGCCACGAACCAGGCCCCGLCLCGLLCGGT
CAGCGGGCAGAAGGGCGAGCACTTCGACCTCACCATGCCGGCGTTCCTCCAGATC
GCCGAGGAGAAGGCCGGCATCGTGCCCATTTCCTACCGCAGGCACAACCCAACCT
TGCATTGCATTACATTATTGCATTTGACCTTCATTTGACACATCGTCTCCTGCTGC
AGAGTGGCGTGCGTGAGGCAAGGCGGGATCCGGTACACGATAACGGGGAACAAG
AACTACAACATGGTGATGGTGACGAACGTGGGCGGCGAGGGGGACGTGGTGGCG
CTGACGGTGAAGGGCAACAAGCGCGTCAAGTGGACGCCGATGAAGCGAAGCTGG
GGCCAGCTGTGGACGACGGAGGTCGACCTCACCGGCGAGTCGCTCACGTTCAGG
GTCATGAACGGCGACCACCGCAAGGCCACCTCCTGGCACGTCATGCCGCGGGACT
GGCAGTTCGGCAAGACATACCAGGCGACCAAGAACTTCTAG



