
IDENTIFICATION 

Species: Sorghum bicolor 

Locus: Sobic.004G294500 

Gene Model: Sobic.004G294500.1.p 

Description: SbEXPB-36 

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-36 

MAKSCTFLFVALVVLLLLVSPIACSRKLAKPNKHRPRHKPAVRARSSSNHTATPSMS

DAYGSGGWLSAGATYYGAPDGDGSDGGACGYQTAVGQRPFSSMIAAGSPSLFKGG

KGCGACYEVKCDGNAACSGQPATVVITDECPGGVCLAEAAHFDMSGTSMGAMAKP

GMADKLRAAGILKVQYKRVPCKYSGVNIAFRVDQGSNPFYFEVLVEFEDGDGDLSA

VDLMEAGCGTWTPMVQNWGALWRYNSNTGKALKAPFSLRLTSDSGKVLVANNVIP

AGWNPGATYRSLVNYS* 

CDS (coding sequence) 

>SbEXPB-36 

ATGGCGAAGTCCTGCACCTTCCTGTTCGTCGCACTAGTCGTGCTCTTGCTTCTAGT

GAGCCCCATTGCTTGCTCCCGCAAGCTCGCCAAGCCGAACAAGCACAGGCCGAG

ACACAAGCCGGCAGTCAGGGCCCGCAGCAGCAGCAACCACACTGCCACACCCTC

GATGTCCGACGCCTACGGCTCCGGCGGCTGGTTGTCCGCCGGCGCGACGTACTAC

GGCGCACCCGACGGCGACGGCAGTGACGGCGGCGCGTGCGGCTACCAGACCGCC

GTCGGGCAACGCCCCTTCTCGTCGATGATCGCCGCCGGTAGCCCGTCGCTGTTCA

AGGGAGGCAAGGGCTGTGGCGCTTGCTACGAGGTTAAATGCGACGGCAACGCGG

CATGCTCCGGCCAGCCGGCCACCGTGGTCATCACCGACGAGTGCCCCGGCGGTGT

CTGCCTTGCCGAGGCGGCTCACTTCGACATGAGCGGCACCTCCATGGGCGCCATG

GCGAAGCCCGGCATGGCCGACAAGCTTCGCGCCGCCGGTATCCTAAAGGTCCAGT

ACAAGAGGGTGCCGTGCAAGTACAGCGGCGTGAACATCGCCTTCAGGGTGGACC

AGGGCTCCAACCCATTCTACTTCGAGGTGCTGGTGGAGTTCGAGGACGGCGACGG

CGACCTCAGCGCCGTGGACCTGATGGAGGCCGGTTGCGGCACCTGGACGCCGAT

GGTGCAGAACTGGGGCGCGCTGTGGCGCTACAACTCCAACACCGGCAAGGCGCT

CAAGGCGCCCTTCTCGCTCCGCCTCACCTCCGACTCCGGCAAGGTGCTCGTCGCC

AACAACGTCATCCCCGCCGGCTGGAACCCCGGCGCCACGTACCGCTCCCTGGTGA

ACTACTCCTAA 

Nucleotide 

>SbEXPB-36 



GCCGGATTCTTTTTTCCCCCCTCCCACGTACGTCTTCGTTCCCAAGTCCCTATAAA

TACCCCACTCGTGGCCACTCCCTGCAACTCACCAAAAACCCTCGAGCTAAGCTCA

TCTCTATCTCACAGACGTCTTCCGAGCTACCAGCAATGGCGAAGTCCTGCACCTTC

CTGTTCGTCGCACTAGTCGTGCTCTTGCTTCTAGTGAGCCCCATTGCTTGCTCCCG

CAAGCTCGCCAAGCCGAACAAGCACAGGCCGAGACACAAGCCGGCAGTCAGGGC

CCGCAGCAGCAGCAACCACACTGCCACACCCTCGATGTCCGACGCCTACGGCTCC

GGCGGCTGGTTGTCCGCCGGCGCGACGTACTACGGCGCACCCGACGGCGACGGC

AGTGACGGTTAGTTAGCCGAGCCGTTGCTAATTTTATTGTCTGTCGGTTAGCATGT

ACTACTAGCTAGAACTGTACTACTGTGCATTGCACGTTGCGTTGACATGCTATCGC

CAAATTTAATTTGCATGGGCAGGCGGCGCGTGCGGCTACCAGACCGCCGTCGGGC

AACGCCCCTTCTCGTCGATGATCGCCGCCGGTAGCCCGTCGCTGTTCAAGGGAGG

CAAGGGCTGTGGCGCTTGCTACGAGGTCAGCATAACAAACATTTGCCGGGTGACC

ATGGTCATGGCCGTACGGCCTGGCTCCTGTGCTGTAGCAGTGTACTAATGGTGCA

GAGTGGTCGGCGCGCGCAAGCCGGTGCTAACTGAATGCGTTCATGTCGCGCGCGC

GCAACGCAGGTTAAATGCGACGGCAACGCGGCATGCTCCGGCCAGCCGGCCACC

GTGGTCATCACCGACGAGTGCCCCGGCGGTGTCTGCCTTGCCGAGGCGGCTCACT

TCGACATGAGCGGCACCTCCATGGGCGCCATGGCGAAGCCCGGCATGGCCGACA

AGCTTCGCGCCGCCGGTATCCTAAAGGTCCAGTACAAGAGGTAGGCACCGAGAA

GTGCAGAGTCAGAGTAATGCTGCATGAATCTTGGTCATAATTTCCTTCGTTTAATT

TGCCGCAGGGTGCCGTGCAAGTACAGCGGCGTGAACATCGCCTTCAGGGTGGAC

CAGGGCTCCAACCCATTCTACTTCGAGGTGCTGGTGGAGTTCGAGGACGGCGACG

GCGACCTCAGCGCCGTGGACCTGATGGAGGCCGGTTGCGGCACCTGGACGCCGA

TGGTGCAGAACTGGGGCGCGCTGTGGCGCTACAACTCCAACACCGGCAAGGCGC

TCAAGGCGCCCTTCTCGCTCCGCCTCACCTCCGACTCCGGCAAGGTGCTCGTCGCC

AACAACGTCATCCCCGCCGGCTGGAACCCCGGCGCCACGTACCGCTCCCTGGTGA

ACTACTCCTAAATTACAGCTGCAGCGTTAAGGTGTGTGCTTGCATTGCATCCGGG

CTTTTGCGAGAGGCGGTGTCAGAAGATGAGGAGGAGGTTGAAGGATCGAGTTCT

TCCCTCCCTCCACGGCCTCTGCAGTCCCCCTAGTGATGTTTGAGTGTGTCGACTTC

TCTGTAATTTTGTTTTGTTTTTGTCGTCCCGGTCCCTTTGTTGCAAGAGCCGCGACC

AATTATCAATGTTGCATGCAGATGTATAAGTTGTGTGAGTGTTTTTTTGTACCACG

CAATCCTTTGAGATAATTGAAGTACTGCTATCTCATTGTCGTCATGAGTTAAGAGT

GCACACTATACTGACTTCTGAAAACAGCAAAGTCAAATTAAA 


