
IDENTIFICATION 

Species: Sorghum bicolor 

Locus: Sobic.003G112100 

Gene Model: Sobic.003G112100.1.p 

Description: SbEXPA-17 

Family: Alpha 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 

>SbEXPA-17 

MEMAMLLLYLLSLCASRLGGAVAQQYQYWTPATATFYGGSDASGTMGGSCGYGD

LYSAGYGTQTTALSTALYGDGASCGACYLVTCDATGTQYCKPGSPSVTVTATNFCPP

NYDDANGWCNSPRRHFDMSQPAWETIGVYQAGVIPVNYRRVSCQRSGGIRFAISGH

DYFDLVTITNVGGAGAVAAAWIMGTGGTDWLAMSRNWGENWQSGANLTGKALSF

KVQTDDGKVVVADNVAPANWQFGSTYQASVNFY* 

CDS (coding sequence) 

>SbEXPA-17 

ATGGAAATGGCAATGCTGCTCTTGTACTTGCTGAGCTTGTGCGCCTCTCGTCTCGG

CGGCGCAGTGGCGCAGCAGTATCAGTACTGGACGCCGGCCACCGCGACGTTCTAC

GGCGGGAGCGACGCGTCCGGCACCATGGGCGGATCGTGCGGGTACGGCGACCTG

TACAGCGCCGGGTACGGGACGCAGACGACGGCGCTGAGCACGGCGCTCTACGGC

GACGGCGCCTCCTGCGGCGCGTGCTACCTCGTCACCTGCGACGCGACGGGGACGC

AGTACTGCAAGCCGGGGTCGCCGTCGGTCACCGTCACGGCCACCAACTTCTGCCC

GCCCAACTACGACGACGCCAACGGGTGGTGCAACTCGCCGCGGCGGCACTTCGA

CATGTCGCAGCCGGCCTGGGAGACCATCGGCGTGTACCAGGCCGGCGTAATACCC

GTCAACTACCGGAGGGTATCGTGCCAGAGGTCCGGCGGGATCAGGTTCGCCATCA

GCGGGCACGACTACTTCGACCTTGTCACCATCACCAACGTCGGCGGCGCCGGCGC

GGTGGCCGCGGCGTGGATCATGGGCACCGGCGGCACGGACTGGCTGGCCATGAG

CCGCAACTGGGGGGAGAACTGGCAGAGCGGAGCCAACCTCACCGGGAAGGCCCT

GTCGTTCAAGGTGCAGACGGACGACGGCAAGGTCGTCGTGGCGGATAACGTGGC

GCCGGCGAACTGGCAGTTCGGCAGCACCTACCAGGCCTCGGTCAACTTCTACTAG 

Nucleotide 

>SbEXPA-17 

CAGTCGCAACACATTGCAATTTGCAAGTGATCTGGCTTGGCCCTGCCAGTCAGCC

TCCTAGTGAGAGACGATGGAAATGGCAATGCTGCTCTTGTACTTGCTGAGCTTGT

GCGCCTCTCGTCTCGGCGGCGCAGTGGCGCAGCAGTATCAGTACTGGACGCCGGC

CACCGCGACGTTCTACGGCGGGAGCGACGCGTCCGGCACCATGGGTAACACTCTC

ACTGAGGCCTGACCCATTTTCTTGGCAATGCATGCAACTCTGATCCACGCCGGCG

TTCGCCGCACTGATGCGCATGTACTTGTCGTGCGCCGGCCGTGCGCAGGCGGATC



GTGCGGGTACGGCGACCTGTACAGCGCCGGGTACGGGACGCAGACGACGGCGCT

GAGCACGGCGCTCTACGGCGACGGCGCCTCCTGCGGCGCGTGCTACCTCGTCACC

TGCGACGCGACGGGGACGCAGTACTGCAAGCCGGGGTCGCCGTCGGTCACCGTC

ACGGCCACCAACTTCTGCCCGCCCAACTACGACGACGCCAACGGGTGGTGCAACT

CGCCGCGGCGGCACTTCGACATGTCGCAGCCGGCCTGGGAGACCATCGGCGTGTA

CCAGGCCGGCGTAATACCCGTCAACTACCGGAGGGTATCGTGCCAGAGGTCCGG

CGGGATCAGGTTCGCCATCAGCGGGCACGACTACTTCGACCTTGTCACCATCACC

AACGTCGGCGGCGCCGGCGCGGTGGCCGCGGCGTGGATCATGGGCACCGGCGGC

ACGGACTGGCTGGCCATGAGCCGCAACTGGGGGGAGAACTGGCAGAGCGGAGCC

AACCTCACCGGGAAGGCCCTGTCGTTCAAGGTGCAGACGGACGACGGCAAGGTC

GTCGTGGCGGATAACGTGGCGCCGGCGAACTGGCAGTTCGGCAGCACCTACCAG

GCCTCGGTCAACTTCTACTAGAGTTGGCCCAGTTGGCCGCGCCACTTCTGATTCTA

ATGAGTGGGCCATGTTCACTAACAGCCCATGAGCCCCGCAGAAAATCCTTACAGT

AAACACGTTTATAAATTTTTTAAATTTGACTAGGTAGTGTGCCCGTGCGTTGCTAC

GGGACAACAAAATATTTATACTAAAAACACAAAGATCGCACGATAAAATGATGA

TACTATAAAATTAGATATCGACATCAAAGTGACATTTGTTTATTGTTTTCTCACTT

CAAAATACAAAGATAATTACCATACAATATTTACCTTTGTCAAATGAGCAAATAA

TCAATGTTAGGTGGTTTATTAACACTAATATCCCAGGAACAAAAAACACTACTGA

ATACCAGAGGATCAAGCAAGTACATGAATAAAAAAAAGGCACTTGGATACACAG

AGATTTAGTGCTAAATACCAGAGGATCAAGATAATGTTTCAAGTAGCAGCAACTA

ACCTTTTTGTTGCCACTTCCAGGAAGAAGAAAAATGCAAAACATATCTCTATTAT

CATAGTCATGTAATGTTGCACACAAGCACACCCTCAGTGAATATTAGTAGGTGGT

AAAAAATATGCAGCCTGACCGCGAGCCACTGCTGCCTCACCGCTAAGCACGTCAC

AGTGGAGCAGAGTTTACTTTCACCATAACACTAGGCATGCAAGCCACAGCCGCGG

CCTCGTTAGTTGGCGACGTCTAGCACAGGCTCATCAATCTCAAGTCAATGAATAT

GTAAACATGATCTTGTAAATAGCTTCTTAATAGGACAGGCTGAAGTGTGCAGCTT

TTTAGTTACGGCATATAGTTTCTATAACCAAATAAGTACAATAATTCAGTCATGA

CACAAATTGTTAAATATTCAAACTCTAATATACTTTGGTTAAGATGACAACAAGG

GGAAAAGGAATAATATTAAGTAAAAGGGAGAACAATAAATTAAGATAATATTGG

CCTTATTGACTACTGAATCTTTCTTTGAATTTAACACATTTAAACTGTCAGACACC

TAAACTGAATATGTGTGGCTATGCTATTTTGAATTATAAGATCTTTTGTTATGATT

CGCTGCACTAATGATAAAATTCACTTGTGTGTGTGTGTGTGTGTGTGTGTATATAT

CATTATAAGTTATTTTGAATTTTGTTATAGTTAGCTAGACCTATATCTAGCAATAG

GAACCTACAAAAGTGAATTATCGATCCATTGCTCAGTAGAGTAATGATCTGTTAG

CTAGACCTATATCTAGCACATGTATTACAGTTATGTCCTAAAATTTAATATTTACA

TCTCAACTAACATATAGAAATTGTAGCACTAAATATGGCAAAGTGGTTTTGGTCC

GAGGCAGAGTCAGGAATGTGCACTCAATGGGCCTCCTCCCTGGAATTATATTACT

GCCTTCTAACATGTTGGTCTGTGATAGAATTACAGAGTATGATAGGGGCATTTCA

AGTATCTGGGAAACCAGAAAAGCACTGATAAATAGATCTGGGCACAACCTTGCC

TAAGTTCAAAGTTCACTACATAGGTACAGTTTGAAAATCAACAATTACAGGTTAT

AAGATCTTGTCAAAGGCCATCCTAAGCTTTGGCAGTAATATGCAAAAGAACCGAA

GAAACTGGCACCTTCTTATGATCATGTGACAACATTGGTGAGCCAGAGTCAGGAG

TCCAGTATTCAAATTTTTCATTATGGCTGCACACCGCCAAAACCTAATTTCAACAA

CCTTGCGAAAATAGCATAGATTTTCTCTCCAGAAAAGAAATAGACAACACACATT

CAGATAGCAGATGTGCAACCGGAAGTATGACAACAGAGTACTAAAAATTGATTT

TTGAGTAACCATTATATTCATAAGCTCATTTTTATATAAAAGGGTTATCTTCCACT

CATT 


