IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.001G238000

Gene Model: Sobic.001G238000.1.p
Description: SbEXPA-05

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
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GENE STRUCTURE
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Query seq.
Superfanilies PLNOIIS

SEQUENCES
Peptide
>ShEXPA-05

MDTSSRSLILCTVLAACLRLAAAGWSQGTATFYGDADGSGTMGGACGYGNLYNAG
YGINNAALSQTLFNNGASCGQCYLITCDRSRSGGQWCKPGSSITVSATNLCPPNYGLP
NGGWCGPGRPHFDMSQPAWEHIGVVQAGIIPVLYQQVRCTRTGGVRFSIAGSQYFLL
VNIQNVGGSGAVGAAWVKGDKTGWIQMSRNWGANWQALSGLVGQGLSFAVTTTG
GQYLQFMYVVPGWWQFGMTFGTNRNFAY*

CDS (coding sequence)
>SbhEXPA-05

ATGGATACGTCGTCCAGATCCCTGATAATCCTGTGCACAGTCCTTGCAGCGTGCC
TTAGGCTCGCCGCCGCTGGCTGGTCTCAGGGCACCGCGACGTTCTACGGCGATGC
CGACGGATCCGGCACCATGGGTGGCGCGTGCGGGTACGGCAACCTGTACAACGC
CGGGTACGGCATCAACAACGCGGCGCTGAGCCAGACGCTGTTCAACAACGGCGC
GTCGTGCGGGCAGTGCTACCTGATCACGTGCGACAGGTCACGGTCCGGCGGGCA
GTGGTGCAAGCCGGGCAGCTCCATCACGGTGTCGGCCACCAACCTGTGCCCGCCC
AACTACGGGCTCCCCAACGGCGGGTGGTGCGGCCCGGGCCGCCCGCACTTCGAC
ATGTCGCAGCCGGCGTGGGAGCACATCGGCGTCGTGCAGGCCGGCATCATCCCCG
TCCTGTACCAGCAGGTCAGGTGCACCCGCACCGGCGGCGTGCGCTTCAGCATCGC
CGGCTCCCAGTATTTCCTGCTCGTCAACATCCAGAACGTCGGCGGCAGCGGLGCC
GTGGGCGCCGCCTGGGTGAAGGGCGACAAGACCGGGTGGATCCAGATGTCCAGG
AACTGGGGGGCTAACTGGCAGGCGCTGTCGGGACTCGTCGGCCAAGGGCTCAGC
TTCGCCGTCACCACCACCGGCGGGCAGTACCTGCAGTTCATGTACGTCGTGCCGG
GGTGGTGGCAGTTCGGCATGACCTTCGGCACCAACAGAAATTTCGCCTACTAA

Nucleotide
>ShEXPA-05

GCCATCTCATTCCATCCACAAGCTCAACTCAGGAACATACAGCTTGTTAAGAACC
TCCATTGCACTTGCACAGCCAGCTCACGAACACGCCCTCACCAGTCACCATTCTCT
CTGCATTGCCGACGACGTCCATATATGGATACGTCGTCCAGATCCCTGATAATCC
TGTGCACAGTCCTTGCAGCGTGCCTTAGGCTCGCCGCCGCTGGCTGGTCTCAGGG
CACCGCGACGTTCTACGGCGATGCCGACGGATCCGGCACCATGGGTAAGACAAG
ATATATATTTGCATGCACATTGTCTTGCTGTACAAGAGCTGTGTGCACATATTTTG
TATAGGCGACCTTATTATTACTCCATCCGCACATCACATATATACTAATTAATCAA



AATGCATATATATGTAGGTGGCGCGTGCGGGTACGGCAACCTGTACAACGCCGG
GTACGGCATCAACAACGCGGCGCTGAGCCAGACGCTGTTCAACAACGGCGCGTC
GTGCGGGCAGTGCTACCTGATCACGTGCGACAGGTCACGGTCCGGCGGGCAGTG
GTGCAAGCCGGGCAGCTCCATCACGGTGTCGGCCACCAACCTGTGCCCGCCCAAC
TACGGGCTCCCCAACGGCGGGTGGTGCGGCCCGGGCCGCCCGCACTTCGACATGT
CGCAGCCGGCGTGGGAGCACATCGGCGTCGTGCAGGCCGGCATCATCCCCGTCCT
GTACCAGCAGGTCAGGTGCACCCGCACCGGCGGCGTGCGCTTCAGCATCGCCGGC
TCCCAGTATTTCCTGCTCGTCAACATCCAGAACGTCGGCGGCAGCGGCGCCGTGG
GCGCCGCCTGGGTGAAGGGCGACAAGACCGGGTGGATCCAGATGTCCAGGAACT
GGGGGGCTAACTGGCAGGCGCTGTCGGGACTCGTCGGCCAAGGGCTCAGCTTCG
CCGTCACCACCACCGGCGGGCAGTACCTGCAGTTCATGTACGTCGTGCCGGGGTG
GTGGCAGTTCGGCATGACCTTCGGCACCAACAGAAATTTCGCCTACTAAAACATG
CTTCAGTTGTTCGCCATTTCTTGCGGCTCGGTCGAACGTGGCGTGTGCGTGCTCGT
GGTTTTGACAGAGCTAGCTGCACTTGTTGCCATTGCATCCTTGGTGGCCGCCTGAT
GACTGGCTTCTTCCCTACGTGATGCTCCGACTGCAGGAGGTGCGCGCCCATGTAT
ATTTCAATTTTCGTCGTCTATGTATATTTTTTTCCTTCTTACAGACGTTTGTTGTCC
CAATAATTTCATTTTTAAACATTGTGTTTTTTTGAGTCTTAGATTTATTGATAAGTG
CATTGTGTGTAAACCCTATATATAAGTACATTGTGTAAACATTATGTTATTATTTG
GAGATTTATTGTTACTGAGTCAAAAAATCATTATCACAGTATTCC






