IDENTIFICATION

Species: Setaria italica

Locus: Seita.9G385300

Gene Model: Seita.9G385300.1.p
Description: SitEXPA-33
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
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Query seq.
Superfanilies PLNOOOS0

Name Accession Description Interval E-value
[+ PLNO0050 super family 31535 expansin A. Provisional 21-255 9.13e-112
SEQUENCES

Peptide

>SItEXPA-33

MPSLPFLLLSLALLSLSSPAQGYGVGRWMNARATFYGGADASGTMGGACGYGDLYS
QGYGTETTALSTALFSGGLSCGACFELRCAGGGRGSSSCVPGASVVVTATNFCPPNY
ALPGGAGGWCNPPLRHFDLSQPAFLRIARYRAGVVPVAYRRVPCRRRGGIRFTVNGH
AYFALVLVANVGGAGDVRAVAVRGGTRGRWRAMARNWGQNWQSGAPLDGKPLS
FRVTTSDHRSVVSYNVAPAGWAFGQTFTGGQFP*

CDS (coding sequence)
>SItEXPA-33

ATGCCATCGCTCCCGTTCCTTCTGCTCTCGCTGGCCCTGCTCTCGCTGTCCTCTCCA
GCTCAAGGCTATGGCGTCGGGCGCTGGATGAATGCGCGCGCCACCTTCTACGGCG
GCGCCGACGCCTCCGGCACGATGGGCGGCGCGTGCGGGTACGGCGACCTGTACA
GCCAGGGGTACGGCACGGAGACGACGGCGCTGAGCACGGCGCTCTTCAGCGGCG
GGCTGAGCTGCGGCGCGTGCTTCGAGCTCCGGTGCGCCGGCGGCGGCCGTGGGTC
GTCGTCGTGCGTGCCGGGGGCCTCCGTCGTGGTGACGGCCACCAACTTCTGCCCG
CCCAACTACGCGCTCCCCGGCGGCGCCGGCGGGTGGTGCAACCCGLCLCGLTGLGLC
ACTTCGACCTCTCGCAGCCGGCGTTCCTCCGCATCGCCCGGTACCGCGCCGGCGT
CGTCCCCGTCGCCTACCGCAGGGTGCCGTGCAGGCGGCGCGGCGGCATCCGGTTC
ACCGTCAACGGGCACGCCTACTTCGCCCTGGTGCTGGTCGCCAACGTGGGCGGCG
CTGGCGACGTGCGCGCCGTGGCCGTGAGGGGCGGCACCCGGGGGLGGTGGLGGE
CCATGGCACGGAACTGGGGCCAGAACTGGCAGAGTGGCGCGCCCCTCGACGGGA
AGCCGCTCTCGTTCAGGGTCACCACCAGCGACCACCGCTCCGTCGTTTCCTACAA
CGTCGCGCCCGCCGGATGGGCCTTCGGCCAGACATTCACCGGGGGCCAGTTCCCG
TAA

Nucleotide
>SitEXPA-33

TTCGGAGGCGTCTCGCTAGCTTCGCTTGCTTTTGCGCCCGCTGCATTGCACGCTGA
CAGAGAAGATGCCATCGCTCCCGTTCCTTCTGCTCTCGCTGGCCCTGCTCTCGCTG
TCCTCTCCAGCTCAAGGCTATGGCGTCGGGCGCTGGATGAATGCGCGCGCCACCT
TCTACGGCGGCGCCGACGCCTCCGGCACGATGGGTGCGTCGTACAATATGGTCGT
CGATCATTTGGGCGAGATCGAGCTTAGTTTACAACCAATATGGCTGATCAATTGT



TACTGACTCGGATTAATTAATGTTCATCTACCAGGCGGCGCGTGCGGGTACGGCG
ACCTGTACAGCCAGGGGTACGGCACGGAGACGACGGCGCTGAGCACGGCGCTCT
TCAGCGGCGGGCTGAGCTGCGGCGCGTGCTTCGAGCTCCGGTGCGCCGGLCGGLG
GCCGTGGGTCGTCGTCGTGCGTGCCGGGGGCCTCCGTCGTGGTGACGGCCACCAA
CTTCTGCCCGCCCAACTACGCGCTCCCCGGCGGCGCCGGCGGGTGGTGCAACCCG
CCGCTGCGCCACTTCGACCTCTCGCAGCCGGCGTTCCTCCGCATCGCCCGGTACC
GCGCCGGCGTCGTCCCCGTCGCCTACCGCAGGGTGCCGTGCAGGCGGCGLCGGLG
GCATCCGGTTCACCGTCAACGGGCACGCCTACTTCGCCCTGGTGCTGGTCGCCAA
CGTGGGCGGCGCTGGCGACGTGCGCGCCGTGGCCGTGAGGGGCGGCACCCGGGE
GCGGTGGCGGGCCATGGCACGGAACTGGGGCCAGAACTGGCAGAGTGGCGCGCC
CCTCGACGGGAAGCCGCTCTCGTTCAGGGTCACCACCAGCGACCACCGCTCCGTC
GTTTCCTACAACGTCGCGCCCGCCGGATGGGCCTTCGGCCAGACATTCACCGGGG
GCCAGTTCCCGTAAGAAAGATCGGGCACAAGCATGACTGAATGGGATACATGCG
TAAGCATGGCATGACTGAATGGGTTCATCTTTTACATTTGTATGAAACCTTATACG
ATTCGTGTATTCCATACAAAGCTTGCAACTTCGTGACTGAGTCTGAGAGTGATAG
AAGTTGTGCAGCCTTACCTCCGGCGGTGACCACATGTCTGATGTCTCAGCAGTCA
GTACAATGGTGTTTCCTTGCGTTTTCGTTAGCACTTAACACACCTCCTACACTTCA
ATCACCTGAAATCGGCTCTTCTCTCGGTTGACTGGTGTGAACAAGTGAACTCCTAT
CGTCTTCGAGCTTAGAGTGAGGTCACAACTCACACGGGAATGGCGCTCCGGTGAA
CGGTGATGGAGGCGAGCACCGGGCAATACGGTGAGGCGGAGAGCCGGTGGTGGEG
AAAAGGATGGGGACGAGAAGTCACCAAAGTTCAAAACATTAATGTTTCGAGCGT
CACAGTCCATTGGTTAAACTCTGGGGAAGTGCAGAGAAGCCGAGCAATTGCAGA
GGCACAAAAAATTGGGTTTCGAAGAGGAGAAAAACACCTGGGTTCCAAATCGAT
CAGAAGTCACACATGCAAACACACATCAGAAAGCAGTATACTGTACCAACACCA
ACATGACATTGCATTTTGCAGGTACGTAGATTTGCATTCCACTAATGCACAGATC
ATGATCATGCTTTGATCGGTGGTCAGGATTACGCGTACAGATGTACTTTTAAGTG
AAGTTTTTATTGACTTGTATGTGACTATTGTATACATATATTGTTGTGACTGTACA
GAGCACAAGTCAGCAGCATCTTTTTTTTTT




