
IDENTIFICATION 

Species: Sorghum bicolor 

Locus: Sobic.006G031900 

Gene Model: Sobic.006G031900.1.p 

Description: SbEXPB-37 

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-37 

MATKMVLCRFVALAALACLLRPGAPVELHRRLSAWSGDAGATWYGAPTGAGSDGG

ACGYQNAVDQPPFSSMIAAGSPSIFQNGEGCGSCYQVKCTGHASCSGSPVTVVLTDE

CPGGACLAEPVHFDLSGTAFGALAKPGQADQLRSAGLLKIQYTRVPCNWNGMDIAF

KVDGGSNANYLAVLIEYESGDGELRSVELMQRGGAAWAPMQRSWGAVWRYNSGA

ALQAPFSVRLTSGSGRTVVATNVIPAGWSPGATYRSVVNFNN* 

CDS (coding sequence) 

>SbEXPB-37 

ATGGCTACCAAGATGGTCCTGTGTCGCTTTGTGGCCTTGGCGGCTCTCGCCTGCCT

CCTCCGCCCTGGCGCGCCCGTCGAGCTCCACCGCAGGCTCTCCGCCTGGTCCGGC

GACGCCGGCGCGACGTGGTACGGCGCACCCACCGGCGCTGGGAGCGACGGTGGT

GCGTGCGGGTACCAGAACGCCGTCGACCAGCCGCCGTTCTCGTCCATGATCGCCG

CCGGCAGCCCGTCCATCTTCCAGAACGGCGAGGGCTGCGGCTCCTGCTATCAGGT

GAAATGCACCGGTCACGCGTCGTGCTCCGGCAGCCCGGTGACGGTGGTCCTGACC

GACGAGTGCCCCGGCGGCGCGTGCCTGGCCGAGCCCGTGCACTTCGACCTGAGCG

GCACGGCGTTCGGAGCCCTGGCGAAGCCCGGCCAGGCCGACCAGCTCCGCAGCG

CCGGACTCCTCAAGATCCAGTACACTCGGGTGCCGTGCAACTGGAACGGGATGG

ACATCGCGTTCAAGGTGGACGGCGGGTCGAACGCGAACTACTTGGCGGTGCTGAT

CGAGTACGAGTCCGGCGACGGCGAGCTGAGGTCCGTGGAGCTCATGCAGCGCGG

CGGCGCGGCGTGGGCGCCGATGCAGCGGTCGTGGGGCGCCGTGTGGAGGTACAA

CTCCGGCGCCGCCCTGCAGGCGCCCTTCTCCGTCCGCCTCACCTCCGGCTCCGGCA

GGACGGTCGTGGCCACCAACGTCATCCCCGCGGGGTGGTCGCCCGGCGCCACGTA

CCGCTCGGTCGTCAACTTCAACAACTAA 

Nucleotide 

>SbEXPB-37 

CACCACTCCACAAAGCACAGCACTGCTCGGCTTGGCTTGGCTTGTCCTCTTCCTTT

GTTGCCATGGCTACCAAGATGGTCCTGTGTCGCTTTGTGGCCTTGGCGGCTCTCGC

CTGCCTCCTCCGCCCTGGCGCGCCCGTCGAGCTCCACCGCAGGCTCTCCGCCTGGT



CCGGCGACGCCGGCGCGACGTGGTACGGCGCACCCACCGGCGCTGGGAGCGACG

GTAAGTACAGATACACATGCACGCGCGACGCGCGTGAACTTTAACAAATTTTCCA

TTCCACCTGCATGCAAAACAAAAGGAATCCGTAACAAATGCCGCCTTCCGGGGAT

CCGGTGGTTATACGTGTACGTCGTTTTTTCGTGTAGGTGGTGCGTGCGGGTACCAG

AACGCCGTCGACCAGCCGCCGTTCTCGTCCATGATCGCCGCCGGCAGCCCGTCCA

TCTTCCAGAACGGCGAGGGCTGCGGCTCCTGCTATCAGGTAACGTAGTTCGGTTA

TTCGTGCGACCGTTTCTTTAAGAGAGTGGCTAGCTCGTAATACTATGCCACTTCCT

CCTACTTAATAAATGACACCGGCGCCGCGTTTGGAGCAACTATAAATTCTGCAGG

TGAAATGCACCGGTCACGCGTCGTGCTCCGGCAGCCCGGTGACGGTGGTCCTGAC

CGACGAGTGCCCCGGCGGCGCGTGCCTGGCCGAGCCCGTGCACTTCGACCTGAGC

GGCACGGCGTTCGGAGCCCTGGCGAAGCCCGGCCAGGCCGACCAGCTCCGCAGC

GCCGGACTCCTCAAGATCCAGTACACTCGGTACGTAAGCTCTCGCAGCGCGCCGC

GTGCACGTGCCGCGTAGGAGTGTAGTACGTACTTGTGCCGTGTCGTACGTTCATA

TACTCGCTTTCGGTGTGGTGTACCGCGTAGTATGCCGTTGGAGTACATTAGGCTGC

ATGCAGCCTCCAACGCACGTAGAGCAACGCCGCGTGACCGTGACGCATGCAGGG

TGCACGTACGTACAAACATTTCTCGTGTCTGTTTTCTCCTTGGTCAATGTACTATA

TAGTGATAGACGAGAAGAGTGTCTGTTCCTCGCAACTTGTCGTTTCGTGCCGCCC

ATGTCCATGTCCATGCATGACCGTCCGCTGGCGTGCGTACGTGCAGGGTGCCGTG

CAACTGGAACGGGATGGACATCGCGTTCAAGGTGGACGGCGGGTCGAACGCGAA

CTACTTGGCGGTGCTGATCGAGTACGAGTCCGGCGACGGCGAGCTGAGGTCCGTG

GAGCTCATGCAGCGCGGCGGCGCGGCGTGGGCGCCGATGCAGCGGTCGTGGGGC

GCCGTGTGGAGGTACAACTCCGGCGCCGCCCTGCAGGCGCCCTTCTCCGTCCGCC

TCACCTCCGGCTCCGGCAGGACGGTCGTGGCCACCAACGTCATCCCCGCGGGGTG

GTCGCCCGGCGCCACGTACCGCTCGGTCGTCAACTTCAACAACTAATTAACCGTG

ACCCGGATGCATCGTACGTCCGGGTGCACGCGCGCGCGCGCCCGCCGGGACGGC

GTGGCGCTTGGCTTGGTTTATGATTCGAGCTAGCTGTGCGTGCCTACACCGGCCG

ACGACGACGCTACTGTGTACTGTTGCGTGCGTGACAGTCACCGTGTATCCCCGGA

ATGGCGTGTTTGTGTTGAATATATATATAAATAAAAGCTGGATTATTGGAACTTTT

TTTTTTTGTGACTTAAGCTGGATTGGAACTTGGAAGCGATGTGTTCTGTGTGTTGA

TCGCTGGGTTGATTTCGCTGTCAGGCGTGCGCAAGCCACGCGCCCACACGCCGCT

TCTTCGTGCGTGCGCCGTGCCGCCTTTCGAGGGAAGAAGAGTGCGGCTTACCAAG

TTTGGTAGCGTCATCCACCGGAGCTGATGCTCTCGCGCGCGCCCACAGAATGCTA

AGCGGATCCAACAACATGGTATCGTATTGCGTCGCGGGCGGTGTTCCTCGCTTCC

CGACGACGTGTGTTTCCGTCGGTCGGTGTTTGATACATACGCCTTCGCCTTGGCAG

GTTTGGCCGACGTGCGTCACGAACTCGTGAATCATGTGATGGAAGACGTGCGCGA

CGAGTTCTCTAGTGCTACTCCACGCACACGGCGGGACGGCCAGCCCACCTCTGCT

TGGAGATGGGCCGGATGGTTCGTTCTAACTCCGCACGGGCTAGGGGTGCACTCGG

CCCGCGCAGATGCTACGCTCCACTCAACACGCATTCCTCTGCCAGCAGAGATGCA

ACCGGGCCAGGCT 


