IDENTIFICATION

Species: Setaria italica

Locus: Seita.5G062700

Gene Model: Seita.5G062700.1.p
Description: SitEXPA-15
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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List of domain hits d
+ Name Accession Deseription Interval E-value
[+] PLN00193 super family 3342 expansin-A; Provisional 3-252 306e-123

SEQUENCES
Peptide
>SItEXPA-15

MQAKMLALQLALCAFFLLEGSAAAVQWTPAFATFYGGSDASGTMGGACGYDNLYS
AGYGTRTAALSTALFNNGAMCGACFTIACDARKSRYCKPGTSITVTATNFCPPNWAL
SGDSGGWCNPPRRHFDMSQPAWETIAVYRAGIVPVNYRRVPCRRSGGVRFTVNGHS
YFELVTVANVGGSGVVAQAWIKGSRTDWMPMSRNWGANWQSNAFLNGQSLSFRL

RADDGRVVTAVDVAPAGWWFGGTYTSNAQFY*

CDS (coding sequence)
>SItEXPA-15

ATGCAGGCGAAGATGCTCGCGCTCCAGCTGGCCCTGTGCGCCTTCTTCCTCCTCG
AAGGGTCGGCGGCGGCGGTTCAGTGGACGCCCGCCTTCGCCACGTTCTACGGCGG
CAGCGACGCCTCCGGCACCATGGGCGGCGCGTGCGGGTACGACAACCTGTACAG
CGCGGGGTACGGGACGCGGACGGCGGCGCTGAGCACGGCGCTGTTCAACAACGG
CGCCATGTGCGGGGCGTGCTTCACCATCGCCTGCGACGCGCGTAAGTCCAGGTAC
TGCAAGCCGGGCACCTCCATCACCGTCACGGCCACCAACTTCTGCCCGCCCAACT
GGGCGCTCTCCGGCGACTCCGGCGGCTGGTGCAACCCGCCGCGCCGCCACTTCGA
CATGTCGCAGCCGGCGTGGGAGACCATCGCCGTGTACCGCGCCGGGATCGTGCCG
GTGAACTACCGCCGCGTGCCGTGCCGGAGGAGCGGCGGCGTCCGGTTCACCGTCA
ACGGGCACAGCTACTTCGAGCTGGTGACGGTGGCCAACGTCGGCGGCAGCGGCG
TGGTGGCGCAGGCGTGGATCAAGGGGTCGCGGACGGACTGGATGCCCATGAGCC
GGAACTGGGGCGCCAACTGGCAGAGCAACGCCTTCCTCAACGGGCAGAGCCTCT
CGTTCCGGCTCAGGGCCGACGACGGCCGCGTCGTCACCGCCGTCGACGTLCGLCCCC
CGCCGGGTGGTGGTTCGGCGGCACATACACGTCCAATGCGCAGTTCTACTGA

Nucleotide
>SitEXPA-15

TTATCCAATCATGAACACCAACATGCAGGCGCGCGCAAAAGTCAATCCCGGCCA
AACCATCCACGCGCTGGGCAGTCGCTTTCGAGCTCGCTGCAGAGTATGAACGGGG
CCGGGCCTTGCCCCTCCCCGTCCGGTACTCGCCTGACCGGCCGGCTACTCGTCGTA
GCAGCAGCGGTTGGTTGCTTGTGAAGTGGTCCTTGCAAGTGCCATCAAGAACCTG
ACACACTATTTATACGGCTCCTTGGTGGCCATTCCTGGGCACGAACACACTCAGC
CGTACGGCACAAAACAAACACTGGCTAGCTACTGACATGCAGGCGAAGATGCTC



GCGCTCCAGCTGGCCCTGTGCGCCTTCTTCCTCCTCGAAGGGTCGGCGGLGGLGEG
TTCAGTGGACGCCCGCCTTCGCCACGTTCTACGGCGGCAGCGACGCCTCCGGCAC
CATGGGTAAGCACACCCTGCTCGATCCATCCGCCATGCTCTTGCATTGAGTTATTC
TACATCAGGTTATTACGAATGCTAACACCTCTGCTCCGCCCATCGATCGATCACC
AGGCGGCGCGTGCGGGTACGACAACCTGTACAGCGCGGGGTACGGGACGCGGAC
GGCGGCGCTGAGCACGGCGCTGTTCAACAACGGCGCCATGTGCGGGGCGTGCTTC
ACCATCGCCTGCGACGCGCGTAAGTCCAGGTACTGCAAGCCGGGCACCTCCATCA
CCGTCACGGCCACCAACTTCTGCCCGCCCAACTGGGCGCTCTCCGGCGACTCCGG
CGGCTGGTGCAACCCGCCGCGCCGCCACTTCGACATGTCGCAGCCGGCGTGGGAG
ACCATCGCCGTGTACCGCGCCGGGATCGTGCCGGTGAACTACCGCCGCGTGCCGT
GCCGGAGGAGCGGCGGCGTCCGGTTCACCGTCAACGGGCACAGCTACTTCGAGC
TGGTGACGGTGGCCAACGTCGGCGGCAGCGGCGTGGTGGCGCAGGCGTGGATCA
AGGGGTCGCGGACGGACTGGATGCCCATGAGCCGGAACTGGGGCGCCAACTGGC
AGAGCAACGCCTTCCTCAACGGGCAGAGCCTCTCGTTCCGGCTCAGGGCCGACGA
CGGCCGCGTCGTCACCGCCGTCGACGTCGCCCCCGLCLCGGGTGGTGGTTCGGLGGL
ACATACACGTCCAATGCGCAGTTCTACTGACGTCGATCGAGGACGGCGTGCGCGC
GATCGCCGTGACTATTAATTCTTGTGATCTTCTTCATGTCTTTTTTTCCCCCTTGTT
CTGTGTCGTGAAAATGTGTAGTATACCCAATGATTTACCAGGTAGTACCGTAGTA
GGTCGACGTGGCATAGGATCAAACGCCGCCCACGCATGCTTATACGCCATATACG
CAGGATGTACCATGTGATGTACTGTGAACCGTACATTTTTTATGAACGGCTCAGT
GTCAGCCTTAATCTTCCA



