IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.01G533600

Gene Model: SbRi0.01G533600.1.p
Description: SbrEXPA-10

Family: Alpha 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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DOMAIN ARCHITECTURE

Query seq.
Superfanilies e

+ Name Accession Description Interval E-value
[+ PLN00193 super family cl33423 expansin-A; Provisional 26-253 8.00e-118
SEQUENCES

Peptide

>ShrEXPA-10

MARKVDLCRLLVAAVAACLAATTVRAGWQRGSATFYGGANAAGTMGGACGYGN
LYSAGYGTDTAALSLAMFNGGAACGECYQVKCDQQNSRWCKPGVTVTVTATNLCP
ADYSQPSNDGGWCNPPRQHFDMSQPSWEKIGVYSGGIVPVFYQRVSCSRTGGVRFTI
NGNRYFKLVLIFNVAGPGSISAVQIKGSSTGWITMSRNWGANWQANSDLTRQSISFR
VTATNGRFLEFYNVAGSNWQLGQTFTNGQNFY*

CDS (coding sequence)
>ShrEXPA-10

ATGGCGCGCAAGGTCGACCTGTGCCGCCTGCTCGTGGCTGCCGTAGCAGCCTGCC
TCGCCGCGACGACGGTCCGGGCCGGGTGGCAGAGAGGCTCGGCGACGTTCTACG
GCGGGGCCAACGCCGCCGGCACAATGGGTGGCGCGTGCGGGTATGGCAACCTGT
ACTCGGCGGGGTACGGCACGGACACGGCGGCGCTGAGCTTGGCGATGTTCAACG
GCGGCGCGGCGTGCGGGGAGTGCTACCAGGTGAAGTGCGACCAGCAGAACAGCC
GGTGGTGCAAGCCGGGCGTGACGGTGACCGTCACCGCCACCAACCTGTGCCCGG
CCGACTACTCCCAGCCCAGCAACGACGGCGGGTGGTGCAACCCGCLCGLCGGCAGC
ACTTCGACATGTCCCAGCCGTCGTGGGAGAAGATCGGCGTCTACAGCGGCGGCAT
CGTCCCGGTCTTCTACCAGAGGGTGTCCTGCTCCAGGACCGGCGGCGTGCGLTTC
ACCATCAACGGCAACAGGTACTTCAAGCTCGTGCTCATCTTCAACGTCGCCGGGC
CGGGGTCCATCAGCGCGGTGCAGATCAAGGGCTCGTCCACGGGGTGGATCACCA
TGTCCCGGAACTGGGGCGCCAACTGGCAGGCCAACAGCGACCTCACCAGGCAGA
GCATCTCCTTCCGTGTCACCGCCACCAACGGCAGGTTCCTCGAGTTCTACAACGTC
GCCGGATCCAACTGGCAGCTGGGCCAGACCTTCACCAACGGCCAAAATTTCTACT
AG

Nucleotide
>ShrEXPA-10

ACTCATCACCTCCACTGCGGGCACGTTGCATCGTCCAGCTCGCTCACTCCCCCACT
ATCCATTGTCAACTGATCGACATGGCGCGCAAGGTCGACCTGTGCCGCCTGCTCG
TGGCTGCCGTAGCAGCCTGCCTCGCCGCGACGACGGTCCGGGCCGGGTGGCAGA
GAGGCTCGGCGACGTTCTACGGCGGGGCCAACGCCGCCGGCACAATGGGTGAGT
GATCGATCAATGCAAGACCCTTAGCTTTTCGGTTGCAGTGCGTATATATATATATA



GTGAATGCACAGCTGAACAGCTAGCATTGCGACGTACAGGTGGCGCGTGCGGGT
ATGGCAACCTGTACTCGGCGGGGTACGGCACGGACACGGCGGCGCTGAGCTTGG
CGATGTTCAACGGCGGCGCGGCGTGCGGGGAGTGCTACCAGGTGAAGTGCGACC
AGCAGAACAGCCGGTGGTGCAAGCCGGGCGTGACGGTGACCGTCACCGCCACCA
ACCTGTGCCCGGCCGACTACTCCCAGCCCAGCAACGACGGCGGGTGGTGCAACCC
GCCGCGGCAGCACTTCGACATGTCCCAGCCGTCGTGGGAGAAGATCGGCGTCTAC
AGCGGCGGCATCGTCCCGGTCTTCTACCAGAGGGTGTCCTGCTCCAGGACCGGCG
GCGTGCGCTTCACCATCAACGGCAACAGGTACTTCAAGCTCGTGCTCATCTTCAA
CGTCGCCGGGCCGGGGTCCATCAGCGCGGTGCAGATCAAGGGCTCGTCCACGGG
GTGGATCACCATGTCCCGGAACTGGGGCGCCAACTGGCAGGCCAACAGCGACCT
CACCAGGCAGAGCATCTCCTTCCGTGTCACCGCCACCAACGGCAGGTTCCTCGAG
TTCTACAACGTCGCCGGATCCAACTGGCAGCTGGGCCAGACCTTCACCAACGGCC
AAAATTTCTACTAGCGGCGGCGCCATGCCGGTGGCAGCGCCATGCATGCCGGCCG
GCTTTCTGCTCGTCGCGCGATGATTTTCACTTCATTTTTGCATCATCTGGAAACTT
GTC





