
IDENTIFICATION 

Species: Setaria italica 

Locus: Seita.9G577400 

Gene Model: Seita.9G577400.1.p 

Description: SitEXPB-32 

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-32 

MGVLSSISLLLLLQAAAAAASSVSYNDSSSSSSLMQMQWGNARATWYGQPNGAGPY

DNGGACGFKKVNEYPFMSMTSCGNQPLFRDGKGCGSCYKIRCSKHPACSGRTETVVI

TDMNYFPVPAAPYHFDLSGTAFGKLAKPGRNDDLRRAGIIDIQFARVPCEFPGLKVGF

HVEEGSTQVYFAVLVEYENGDGDVVQVDLMESSRRGGGGRWTAMRESWGSIWRL

DSNHRLRPPFSIRLRSDSGKTLVARDVIPVNWRPNTFYRSFVQYS* 

CDS (coding sequence) 

>SitEXPB-32 

ATGGGGGTGTTGTCATCAATCTCCCTCCTGCTTCTGCTTCAGGCCGCCGCCGCCGC

CGCCTCCTCCGTGAGCTACAACGACAGCAGCAGCAGCAGCAGCTTGATGCAGAT

GCAGTGGGGCAACGCCAGGGCCACCTGGTACGGCCAGCCCAACGGCGCCGGGCC

CTACGACAACGGCGGCGCTTGCGGTTTCAAGAAGGTGAACGAGTACCCGTTCATG

TCGATGACGTCCTGCGGCAACCAGCCGCTGTTCCGCGACGGCAAGGGATGCGGGT

CCTGCTACAAGATCAGGTGCTCCAAGCACCCCGCCTGCTCCGGCCGCACCGAGAC

GGTGGTCATCACCGACATGAACTACTTCCCCGTGCCGGCGGCGCCATACCACTTC

GACCTCAGCGGCACCGCCTTCGGCAAGCTGGCCAAGCCCGGCCGCAACGACGAC

CTCCGGCGAGCCGGCATCATCGACATCCAGTTCGCCAGAGTGCCCTGCGAGTTCC

CCGGCCTCAAGGTCGGCTTCCACGTCGAGGAGGGCTCCACACAGGTCTACTTCGC

CGTGCTCGTCGAGTACGAGAACGGCGACGGCGACGTCGTGCAGGTGGACCTCAT

GGAATCATCTCGTCGGGGCGGCGGCGGACGGTGGACGGCGATGCGCGAGTCGTG

GGGCTCCATCTGGCGCCTCGACTCCAACCACCGCCTGCGGCCGCCATTCTCCATC

CGCCTGCGCAGCGACTCCGGCAAGACGCTGGTGGCGCGAGACGTCATCCCCGTCA

ACTGGAGGCCAAACACATTCTACAGATCATTCGTCCAGTACTCCTGA 

Nucleotide 

>SitEXPB-32 

GTACCGTACCAACAAGTAGAGATAGAGAGTAGTTGCTACTAGCTAGCTAGCTCAA

TCGATCCGATCCAAGCAGGCAGCTCTCAGGTCGGTCGTAGCTGGAAACAATGGG

GGTGTTGTCATCAATCTCCCTCCTGCTTCTGCTTCAGGCCGCCGCCGCCGCCGCCT



CCTCCGTGAGCTACAACGACAGCAGCAGCAGCAGCAGCTTGATGCAGATGCAGT

GGGGCAACGCCAGGGCCACCTGGTACGGCCAGCCCAACGGCGCCGGGCCCTACG

ACAACGGTAGGTATCTCTTGCATTGCACTTGCAGCAGCATTGCACTTGCTGGTTGC

ATTCATTCCGTTCCATTCCAGTACCACTAGAGGTTCATTTCTACAAATGAAACATG

CAGGCGGCGCTTGCGGTTTCAAGAAGGTGAACGAGTACCCGTTCATGTCGATGAC

GTCCTGCGGCAACCAGCCGCTGTTCCGCGACGGCAAGGGATGCGGGTCCTGCTAC

AAGATCAGGTGCTCCAAGCACCCCGCCTGCTCCGGCCGCACCGAGACGGTGGTCA

TCACCGACATGAACTACTTCCCCGTGCCGGCGGCGCCATACCACTTCGACCTCAG

CGGCACCGCCTTCGGCAAGCTGGCCAAGCCCGGCCGCAACGACGACCTCCGGCG

AGCCGGCATCATCGACATCCAGTTCGCCAGAGTGCCCTGCGAGTTCCCCGGCCTC

AAGGTCGGCTTCCACGTCGAGGAGGGCTCCACACAGGTCTACTTCGCCGTGCTCG

TCGAGTACGAGAACGGCGACGGCGACGTCGTGCAGGTGGACCTCATGGAATCAT

CTCGTCGGGGCGGCGGCGGACGGTGGACGGCGATGCGCGAGTCGTGGGGCTCCA

TCTGGCGCCTCGACTCCAACCACCGCCTGCGGCCGCCATTCTCCATCCGCCTGCGC

AGCGACTCCGGCAAGACGCTGGTGGCGCGAGACGTCATCCCCGTCAACTGGAGG

CCAAACACATTCTACAGATCATTCGTCCAGTACTCCTGATCGATTCCACGATTAGT

TGTTGGATTGCATCTTGCGTTCGTCGATCATCTGTACTAATAATTATTACTTACTT

ATATTACTGCCATGGATGGAGTGTATGTATGCATGTATGTATCTACAATACTTAA

GACTCTATTTAACTACCAATGCAATGGAATGGATCTGTCCTCA 


