
IDENTIFICATION 

Species: Sorghum bicolor 

Locus: Sobic.001G300700 

Gene Model: Sobic.001G300700.1.p 

Description: SbEXPB-04 

Family: Beta Expansin  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Sbicolor_v3_1_1 

KEGG: https://www.genome.jp/entry/T01086  

EXTERNAL RESOURCES 

- 

 

https://phytozome-next.jgi.doe.gov/info/Sbicolor_v3_1_1
https://www.genome.jp/entry/T01086


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>SbEXPB-04 

MSIARGLPWRFFFRSINTPASCSLPDHRNAKTPPVSQINRSYYTSRVTLAAMASSFSKV

VAALIGALIFSLLVTYGSCATPANFTASDFTADPNWEAARATWYGAPTGAGPDDNG

GACGFKNVNLPPFSAMTSCGNQPLFKDGKGCGSCYQIRCQKHPACSGNPETVIITDM

NYYPVSKYHFDLSGTAFGAMAKPGRNNELRHAGIIDIQFKRVPCNYPGQKVTFHVEE

GSNPVYFAVLVEFEDGDGDVVQVDIMEANSGYWTPMRESWGSIWRLDANHRLQAP

FSLRITNESGRKLVANRVIPANWAPNNYYRSIIQY* 

CDS (coding sequence) 

>SbEXPB-04 

ATGTCGATCGCGCGCGGCCTTCCTTGGAGATTCTTTTTCCGGTCTATAAATACCCC

GGCGAGCTGCTCCCTTCCAGATCATCGAAACGCAAAAACTCCTCCTGTCAGCCAA

ATCAATCGTAGCTACTACACCTCTCGCGTAACTCTAGCAGCTATGGCATCCTCCTT

CTCCAAGGTGGTCGCAGCACTTATTGGTGCGCTCATCTTCTCCCTCCTTGTCACGT

ATGGCTCGTGCGCTACACCGGCCAACTTCACCGCCTCCGACTTCACCGCCGATCC

CAACTGGGAGGCTGCCAGAGCCACCTGGTACGGTGCGCCCACCGGCGCCGGCCC

TGACGACAATGGTGGCGCCTGCGGGTTCAAGAACGTGAACCTGCCGCCGTTCTCC

GCGATGACGTCGTGCGGCAATCAGCCCCTGTTCAAAGATGGAAAGGGATGTGGC

TCCTGCTACCAGATACGGTGCCAGAAACACCCTGCCTGCTCCGGCAACCCCGAGA

CGGTGATCATCACTGACATGAACTACTACCCCGTGTCCAAGTATCACTTCGACCT

CAGCGGCACGGCGTTCGGCGCCATGGCCAAGCCCGGCCGCAACAACGAGCTCCG

CCACGCCGGCATCATCGACATCCAGTTCAAGAGAGTGCCCTGCAACTACCCGGGG

CAGAAGGTGACGTTCCACGTGGAGGAGGGCTCGAACCCGGTCTACTTCGCGGTGC

TCGTCGAGTTCGAAGACGGCGACGGCGACGTGGTGCAGGTGGACATCATGGAGG

CCAACTCCGGCTACTGGACGCCGATGCGCGAGTCCTGGGGATCCATCTGGAGGCT

GGACGCCAACCATAGGCTGCAGGCGCCCTTCTCGCTGCGCATCACAAACGAGTCC

GGCAGGAAGCTGGTGGCCAACCGGGTCATCCCAGCCAACTGGGCGCCCAACAAC

TATTACCGCTCCATCATTCAGTATTAG 

Nucleotide 

>SbEXPB-04 



ACCCCTACGCACCAAAGGCCAAAGCACCACACGTCGACGCGGCCGCAACTGCCG

TTGATCGATGTCGATCGCGCGCGGCCTTCCTTGGAGATTCTTTTTCCGGTCTATAA

ATACCCCGGCGAGCTGCTCCCTTCCAGATCATCGAAACGCAAAAACTCCTCCTGT

CAGCCAAATCAATCGTAGCTACTACACCTCTCGCGTAACTCTAGCAGCTATGGCA

TCCTCCTTCTCCAAGGTGGTCGCAGCACTTATTGGTGCGCTCATCTTCTCCCTCCTT

GTCACGTATGGCTCGTGCGCTACACCGGCCAACTTCACCGCCTCCGACTTCACCG

CCGATCCCAACTGGGAGGCTGCCAGAGCCACCTGGTACGGTGCGCCCACCGGCG

CCGGCCCTGACGACAATGGTACGGCACTACGGCGGCAGGATCGTCGTATACTGCA

TCAGCATGACTGCATGTGTGCACGTTGTGCTGTTGGCTTAACGCGCGGTGGTCTCC

ATTGATGTGCATGCTGCAGGTGGCGCCTGCGGGTTCAAGAACGTGAACCTGCCGC

CGTTCTCCGCGATGACGTCGTGCGGCAATCAGCCCCTGTTCAAAGATGGAAAGGG

ATGTGGCTCCTGCTACCAGGTCAGTCGACGAAGATCCTTTTAATTAAAATTTGGT

GTGTCTGCCTTATTGGAAACGGAAAGCTAGCTCGAGCATATATACTGTTGACTTTT

GACTAATGAATGAAACCCTCCGTTTTAATTATTTTCTTTCCTACTAGATACGGTGC

CAGAAACACCCTGCCTGCTCCGGCAACCCCGAGACGGTGATCATCACTGACATGA

ACTACTACCCCGTGTCCAAGTATCACTTCGACCTCAGCGGCACGGCGTTCGGCGC

CATGGCCAAGCCCGGCCGCAACAACGAGCTCCGCCACGCCGGCATCATCGACAT

CCAGTTCAAGAGGTGGGTATCGGCGTCATGCGCGATTGCACATGCACTGCACGTC

GCGCATAGAGCCAGAAACCAACAATTTGCAGGCCCTGCCTGAACAGAATATAGG

GGATGCATGTGGAGCTCTTGTAGATCCGCAGAAGTATTACTAGTTATATACTGTA

CTACCTGCTCCTATCTGTATAATTAATCTAGATTTTGAGGACTGTTGTCGGACTAG

CTAGACACAAGACTAATGGAAGCAAACATGTCACATGCATGCAGAGTGCCCTGC

AACTACCCGGGGCAGAAGGTGACGTTCCACGTGGAGGAGGGCTCGAACCCGGTC

TACTTCGCGGTGCTCGTCGAGTTCGAAGACGGCGACGGCGACGTGGTGCAGGTGG

ACATCATGGAGGCCAACTCCGGCTACTGGACGCCGATGCGCGAGTCCTGGGGATC

CATCTGGAGGCTGGACGCCAACCATAGGCTGCAGGCGCCCTTCTCGCTGCGCATC

ACAAACGAGTCCGGCAGGAAGCTGGTGGCCAACCGGGTCATCCCAGCCAACTGG

GCGCCCAACAACTATTACCGCTCCATCATTCAGTATTAGCTCTGCTACTACATGCG

CTCTGATTCGGTGTCATTGGCTTCATTGGAACTGTACTGTATGTAATTGCATCAAT

CTTCGGTGCATAGGATGTTGACAGAGTTAGGAGATGAGGAAGCAAGTTTGGATGT

GCTTTCCCGCTCACTGTCAATACATGAACCAGTCTGATCAAGGTTATAAATTACTC

CTATATATATATAAAGCAACTTCTCAGTGGCATTCAGT 


