IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.10G147900

Gene Model: SbRi0.10G147900.1.p
Description: SbrEXPB-36

Family: Beta Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/SbicolorRio_v2_1
KEGG:-

EXTERNAL RESOURCES
https://www.sorghumbase.org/post/sorghum-bicolor-rio
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List of domain hits d
Name Accession Description Interval E-value
[+] DPBB_EXFB_N cd22275 N-terminal double-psi beta-barre! fold domain of the beta-expansin subfamily; Bet: 30-152 4.72e-76
[+] PLN00193 super famity c133423 expansin-A; Provisional 9-256 7.308-31

>SbrEXPB-36

MACKQQIGVVVVLSCFIAISALAFRPCAAWSDAGATWYGPANGAGSDGGACGYQG
AVHQPPFSSMITAGSNSIYQDGKGCGTCYQVKCTGHQSCSGSPVTVVLTDQCPGACQ
SEPVHFDLSGTAFGAMAKPGQADQLRNVGRLPVQYTRVPCNWNGVDVAFRVDAGS
NANYLAMAIEYEAGDGDLRAVELQNGAAAWAPMERSWGAVWRY QSSGSSLQAAP
LSVRLTSGSGKTLVASGVIPAGWQPGNTYRCVVNFGRN*

CDS (coding sequence)
>ShrEXPB-36

ATGGCTTGCAAGCAGCAGATCGGGGTGGTCGTCGTCTTGTCCTGCTTCATTGCCAT
CAGTGCTCTCGCCTTCCGTCCCTGCGCAGCCTGGTCGGACGCCGGCGCCACCTGG
TACGGCCCTGCCAACGGCGCTGGGAGCGACGGTGGTGCGTGTGGGTACCAGGGT
GCCGTCCACCAGCCTCCGTTCTCGTCAATGATCACCGCCGGCAGCAATTCCATCT
ACCAGGACGGCAAGGGCTGCGGCACCTGCTACCAGGTGAAGTGCACCGGACACC
AGTCGTGCTCCGGCAGCCCGGTGACAGTGGTCCTCACTGACCAGTGCLCCCGGLGC
TTGCCAGTCCGAGCCCGTCCACTTCGACCTCAGCGGGACGGCGTTCGGTGCCATG
GCGAAACCCGGCCAGGCCGACCAGCTCCGAAACGTCGGCCGLCCTCCCAGTCCAG
TACACCCGGGTGCCGTGCAACTGGAACGGCGTGGACGTGGCCTTCAGGGTGGAC
GCCGGCTCGAACGCCAACTACCTGGCCATGGCCATCGAGTACGAGGCCGGGGAC
GGGGACCTGCGCGCCGTGGAGCTGCAAAATGGCGCGGCGGCGTGGGCGCCCATG
GAACGCTCCTGGGGCGCGGTGTGGCGCTACCAGTCGTCCGGCTCCAGTCTGCAGG
CGGCCCCCCTGTCTGTCCGCCTCACCTCCGGCTCCGGCAAGACCCTCGTCGCCAG
CGGCGTCATCCCCGCCGGATGGCAGCCCGGCAACACCTACCGCTGCGTCGTCAAC
TTCGGACGAAACTGA

Nucleotide
>ShrEXPB-36

CATCGACCAATGCTTCATTCTGTAGTAGTGCTAGTAGAACCCTCCTAGCTAGATC
ATTGGATACATAGTCAGGCCAACAGATCGGCTTCCGGCATGGCTTGCAAGCAGCA
GATCGGGGTGGTCGTCGTCTTGTCCTGCTTCATTGCCATCAGTGCTCTCGCCTTCC



GTCCCTGCGCAGCCTGGTCGGACGCCGGCGCCACCTGGTACGGCCCTGCCAACGG
CGCTGGGAGCGACGGTGCGTAAGTTCTCGTGTGTGTGCATTACCATGCATATGCA
TGTGTGTGTACACGTTTTTTCATTGCGAATTCATCATATGCCTTTGCTATATACTAT
GATGATATGTAGACGTCAATGCATGCATGGTTTAATCTATCTTTTTGTTGGTATAT
ACTACTGTAGGTGGTGCGTGTGGGTACCAGGGTGCCGTCCACCAGCCTCCGTTCT
CGTCAATGATCACCGCCGGCAGCAATTCCATCTACCAGGACGGCAAGGGCTGCG
GCACCTGCTACCAGGTACGTCGATCAGGGTTACGTTCATATATCTATCGGTTCATG
CAGTGCAAAGCGTATGCATCATGATCTTGTTGTTGTTGTACTACATATATACGTAC
TTCTCCAGGTGAAGTGCACCGGACACCAGTCGTGCTCCGGCAGCCCGGTGACAGT
GGTCCTCACTGACCAGTGCCCCGGCGCTTGCCAGTCCGAGCCCGTCCACTTCGAC
CTCAGCGGGACGGCGTTCGGTGCCATGGCGAAACCCGGCCAGGCCGACCAGCTC
CGAAACGTCGGCCGCCTCCCAGTCCAGTACACCCGGTAAGTGATACTACATGCCT
CTCACCGTCGATTAGCTGCTTGCCTTGCACCGTCGTCGTCCGTCCGTCGTCATCGC
AGCCGACGATCTGACCTGACTTGGCGCTGTCTGCAGGGTGCCGTGCAACTGGAAC
GGCGTGGACGTGGCCTTCAGGGTGGACGCCGGCTCGAACGCCAACTACCTGGCC
ATGGCCATCGAGTACGAGGCCGGGGACGGGGACCTGCGCGCCGTGGAGCTGCAA
AATGGCGCGGCGGCGTGGGCGCCCATGGAACGCTCCTGGGGLCGLCGGTGTGGLGL
TACCAGTCGTCCGGCTCCAGTCTGCAGGCGGCCCCCCTGTCTGTCCGCCTCACCTC
CGGCTCCGGCAAGACCCTCGTCGCCAGCGGCGTCATCCCCGCCGGATGGCAGCCC
GGCAACACCTACCGCTGCGTCGTCAACTTCGGACGAAACTGATACGAATGATATT
ATATTGCTACATTTTCTACTCGTGTCTCAAATCCAATAAAATGCAGCATGCATGTG
GCCTGCATGCTT





