IDENTIFICATION

Species: Setaria italica

Locus: Seita.5G062500

Gene Model: Seita.5G062500.1.p
Description: SitEXPA-14
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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Name Accession Desecription Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 26-249 7.37e-105
SEQUENCES
Peptide
>SItEXPA-14

MEKAILLLLLSLCAARLDGAAAQQYWTPATATFYGGSDASGTMGGSCGYGNLYNA
GYGTQTTALSTALYGDGASCGACFIVACDASRTQYCKPGSPSVTVTATNFCPPNYGD
PSGWCNSPRQHFDMSQPAWETIGVYQAGIVPVNYRRVPCSRSGGIRFGISGHDYFELV
LITNVGGAGAVAAAWVRGTGTDWLAMSRNWGANWQSSAYLTGQSLSFKVQTDDG
KAVMAYNVAPANWQFGCTYQASVNFY*

CDS (coding sequence)
>SItEXPA-14

ATGGAGAAGGCGATCCTGCTCTTGCTGCTGAGCTTGTGCGCCGCCCGGCTTGACG
GCGCAGCGGCGCAGCAGTACTGGACGCCGGCCACCGCCACGTTCTACGGCGGGA
GCGACGCGTCCGGCACCATGGGCGGGTCGTGCGGGTACGGCAACCTGTACAACG
CCGGGTACGGGACGCAGACGACGGCGCTGAGCACGGCGCTCTACGGCGACGGCG
CCTCCTGCGGCGCGTGCTTCATCGTCGCCTGCGACGCGTCGCGGACGCAGTACTG
CAAGCCGGGGTCGCCGTCGGTGACCGTCACGGCGACCAACTTCTGCCCGCCCAAC
TACGGCGACCCCAGCGGGTGGTGCAACTCGCCGCGGCAGCACTTCGACATGTCGC
AGCCGGCGTGGGAGACCATCGGCGTGTACCAGGCCGGCATCGTCCCCGTCAACTA
CCGGAGGGTCCCGTGCAGCCGGTCCGGCGGGATCAGGTTCGGGATCAGCGGGCA
CGACTACTTCGAGCTCGTGCTCATCACCAACGTCGGCGGCGCCGGLCGLCGGTGGLG
GCGGCGTGGGTCAGGGGGACCGGCACCGACTGGCTGGCGATGAGCCGCAACTGG
GGGGCGAACTGGCAGAGCAGCGCGTACCTCACTGGGCAGAGCCTGTCGTTCAAG
GTGCAGACGGACGACGGCAAGGCCGTCATGGCGTACAACGTTGCGCCGGCGAAC
TGGCAGTTCGGCTGCACCTACCAGGCCTCGGTCAACTTCTACTAG

Nucleotide
>SitEXPA-14

TAAGATACAGGGAGGCCACATGCAGCGTGCATGATCACCTCGTCGTCAGCCAACC
GTTCGCTCGCCGGCAGTTGCAGGCTTATAAGTAGTAGGAGAGAAGAGTTGTGCAG
TCGCAACAGATTGCAACTTGCAAGTGATCTGGTCAGTCTGGCAGCGTCTTGCTGA
GAGACGATGGAGAAGGCGATCCTGCTCTTGCTGCTGAGCTTGTGCGCCGCCCGGC
TTGACGGCGCAGCGGCGCAGCAGTACTGGACGCCGGCCACCGCCACGTTCTACG



GCGGGAGCGACGCGTCCGGCACCATGGGTAACACATCCACGCCGACGACCTTTTT
TTTGACAGCTCCGACGAACCATGCGTTCGTGGCATTGATGTGCGCGTTCTTGTTTC
GCAGGCGGGTCGTGCGGGTACGGCAACCTGTACAACGCCGGGTACGGGACGCAG
ACGACGGCGCTGAGCACGGCGCTCTACGGCGACGGCGCCTCCTGCGGCGCGTGCT
TCATCGTCGCCTGCGACGCGTCGCGGACGCAGTACTGCAAGCCGGGGTCGCCGTC
GGTGACCGTCACGGCGACCAACTTCTGCCCGCCCAACTACGGCGACCCCAGCGGG
TGGTGCAACTCGCCGCGGCAGCACTTCGACATGTCGCAGCCGGCGTGGGAGACC
ATCGGCGTGTACCAGGCCGGCATCGTCCCCGTCAACTACCGGAGGGTCCCGTGCA
GCCGGTCCGGCGGGATCAGGTTCGGGATCAGCGGGCACGACTACTTCGAGCTCGT
GCTCATCACCAACGTCGGCGGCGCCGGCGCGGTGGCGGCGGCGTGGGTCAGGGG
GACCGGCACCGACTGGCTGGCGATGAGCCGCAACTGGGGGGCGAACTGGCAGAG
CAGCGCGTACCTCACTGGGCAGAGCCTGTCGTTCAAGGTGCAGACGGACGACGG
CAAGGCCGTCATGGCGTACAACGTTGCGCCGGCGAACTGGCAGTTCGGCTGCACC
TACCAGGCCTCGGTCAACTTCTACTAGAGAGTGATAAGATGATGATGATAGGCGC
GGCACATGCATTTGCGAACTACTTGGGCCAGCTCTATGGTTGTAAAAAGAGGCCT
TAAAGACTCGACTCAATGGGCCATGTTAAGTAACAGCCCATGAGCTGGGGAGAA
AATTATTAAATAGTGCATATACCATCTTCGCAAAAAGGGAAGAAAAAAACACAT
TCTTTTAAGTGTGCATTCTTTTGCTCAAGAATGTTGGATTCATCTAGGCCTTTATG
CCGACTTACAGCTGGACCCTTATTCCATTTTGACTTCCTTCAAAACTCAGCTTCAG
GTTCCTTTCTTCATGGAAATAATCATAATCATGAGCTGGTGCATATGGATGACAA
GAAATGATTTAATCTTCAGAGGCATACCACCAACAACGCAAGGGGCCATCTTGCG
GTTTAAGTCCACCTATGCCTTAGTCCTGCATAGAGTTAAAGAGGCCTCCAAATAA
TCAATGGTTGAATGGCTAGAGCTTATGTTGTAATCTTCATGATTTTCTTTTTAACC
TTCTTTGTTTCTTAGATTCAATTTGGTTTGCTCT




