
IDENTIFICATION 

Species: Setaria italica 

Locus: Seita.9G327000 

Gene Model: Seita.9G327000.1.p 

Description: SitEXPB-26 

Family: Beta 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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>SitEXPB-26 

MAAVMISFKAIALVAALLSVVATYSAHAEPNYNETTARRELYYSVGSTPSTTWRPAR

ATWYGRHNGAGPDNNGGGCGYSNTNLYPFNSMTTCGNQPLFLDGKGCGACYQIKC

TSKNNPACSGEPKQVIITDVNYDTKIAPYHFDLSGTAFGAMAKPGYNDKLRKAGIID

MEFRRVPCNYKGLPVRFHVMGGCNPFYFAVIVYYAGSDGAVVQVDLKEANSNTWR

PLYESWGAVWRIDPGHPLKAPLSLRVRSDSGKILVANNVIPLNWRGNADYRTIAQFR

* 

CDS (coding sequence) 

>SitEXPB-26 

ATGGCCGCCGTGATGATCTCCTTCAAGGCTATTGCACTGGTTGCAGCACTCCTCTC

CGTGGTGGCCACGTACAGCGCTCACGCCGAACCGAACTACAACGAGACCACCGC

CCGCAGAGAATTGTACTACTCCGTCGGCTCCACCCCCAGCACCACCTGGCGGCCT

GCCAGGGCCACCTGGTACGGCCGGCACAACGGCGCCGGCCCTGACAACAACGGT

GGCGGGTGTGGGTACAGCAACACGAACCTGTACCCGTTCAATTCCATGACGACCT

GCGGCAACCAGCCCCTGTTCTTGGACGGCAAGGGCTGCGGCGCATGCTACCAGAT

AAAGTGCACCAGTAAGAACAACCCTGCCTGCTCCGGCGAGCCCAAGCAGGTGAT

CATCACCGACGTAAACTACGACACCAAGATCGCCCCCTACCACTTCGACCTCAGC

GGCACGGCGTTCGGCGCCATGGCCAAGCCCGGCTATAACGACAAGCTCCGCAAG

GCCGGAATCATCGACATGGAGTTCAGGAGGGTGCCCTGCAACTACAAGGGCCTG

CCGGTGAGGTTCCACGTGATGGGCGGCTGCAACCCGTTCTACTTCGCGGTGATCG

TGTACTACGCCGGCAGTGACGGCGCCGTGGTGCAGGTGGACCTCAAGGAGGCCA

ACTCCAACACGTGGAGGCCGCTCTACGAGTCGTGGGGCGCCGTTTGGAGGATCGA

CCCCGGCCACCCGCTGAAGGCGCCCCTCTCGCTGCGCGTGCGCAGCGACTCCGGC

AAGATTCTGGTGGCCAACAACGTCATCCCGCTCAACTGGAGGGGCAACGCCGACT

ACCGCACCATCGCCCAGTTCCGCTGA 

Nucleotide 

>SitEXPB-26 



AAATCGAGCCGAAAGCAGTAGGGTCAAGCTGAGATCGATCGATGGCCGCCGTGA

TGATCTCCTTCAAGGCTATTGCACTGGTTGCAGCACTCCTCTCCGTGGTGGCCACG

TACAGCGCTCACGCCGAACCGAACTACAACGAGACCACCGCCCGCAGAGAATTG

TACTACTCCGTCGGCTCCACCCCCAGCACCACCTGGCGGCCTGCCAGGGCCACCT

GGTACGGCCGGCACAACGGCGCCGGCCCTGACAACAACGGTATGTGCTCGTGGT

AATGCTGTCGTGTTCGTATCATCTACGTGCTCTTGTGCTGATCGATACGATACGAT

ACGATCTGCAGGTGGCGGGTGTGGGTACAGCAACACGAACCTGTACCCGTTCAAT

TCCATGACGACCTGCGGCAACCAGCCCCTGTTCTTGGACGGCAAGGGCTGCGGCG

CATGCTACCAGGTGCGAGCATTAACCTAGCAATGGACCGCACCCCCGATCATTTC

GTCAATTTGCTTGTTGGTCAAATGCGATAGGTAGCAGTGGCACATGTATGATGTA

TCGATCTCTTCACGTTCTGTTTTCTCTGCCTACTTCAGATAAAGTGCACCAGTAAG

AACAACCCTGCCTGCTCCGGCGAGCCCAAGCAGGTGATCATCACCGACGTAAACT

ACGACACCAAGATCGCCCCCTACCACTTCGACCTCAGCGGCACGGCGTTCGGCGC

CATGGCCAAGCCCGGCTATAACGACAAGCTCCGCAAGGCCGGAATCATCGACAT

GGAGTTCAGGAGGTCAGTGTAGTGTACTAGTGTGTACCATTTAGAGTAGCACATT

TCTCACGATCGTCGTGAGTTGGTTAATAATCGTTCTTTGTAACCTGAAGATGTGAT

CTCATATATATGCGGCGTGCCCACGCAGGGTGCCCTGCAACTACAAGGGCCTGCC

GGTGAGGTTCCACGTGATGGGCGGCTGCAACCCGTTCTACTTCGCGGTGATCGTG

TACTACGCCGGCAGTGACGGCGCCGTGGTGCAGGTGGACCTCAAGGAGGCCAAC

TCCAACACGTGGAGGCCGCTCTACGAGTCGTGGGGCGCCGTTTGGAGGATCGACC

CCGGCCACCCGCTGAAGGCGCCCCTCTCGCTGCGCGTGCGCAGCGACTCCGGCAA

GATTCTGGTGGCCAACAACGTCATCCCGCTCAACTGGAGGGGCAACGCCGACTAC

CGCACCATCGCCCAGTTCCGCTGAACGCTCGCTGGCAATGGATGATCGCTCATAT

AATCATCTCGGTCCGGTTCGTATTAAGTTGTTATCGCTATCTTATGATTGCAAATT

GGAAATAGCTTTTGTTTGTTATTACAGTCTTTTTGCGAGGTTTCAAAATTGTTAGT

CGTACTTTGCGACTTGGAGAAGTCTTGATACTTTCTGTCGTTGTGTGCATTGAGAT

CAATGAGATGCATATATACGTGGAATATATAGGAGGCAATGTTATCCATTGCTCC

GCTATCACAAGTGTTTACGCGTACCACGCACAGTGTGTAACCGAATCATGTTGGT

AAATTTGTACGCGGTGCACCGTGCTCTATCTTACTCGCATGTGCGTCGTATATGAG

AAGCAAGCAGTTACAAGTA 


