IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.01G337500

Gene Model: SbRi0.01G337500.1.p
Description: SbrEXPA-07

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

Superfanilies

PLN00133
List of domain hits .

+ Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A, Provisional 8263 4.17e-92
SEQUENCES

Peptide

>SbrEXPA-07

MASPSTGTAFLALVIIFLALLCAATTANARFTAMQWTPAHATFYGDETAAETMGGA

CGYGNLYATGYGTDTAALSTTLFKDGHGCGTCYQIRCTGSPWCYAGSPSITVTATNL
CPPNWAQDTNNGGWCNPPRTHFDLSKPAFMKMAQWRAGIVPVMYRRVPCVRRGG

LRFALQGNPYWLLAYVMNVGGAGDVVEMWVKSGTSSCAWIRMTHNWGAAY QAF
AQLGGKALSFKVTSYTTRQTIVATNVAPANWGLGLTYQARVNFS*

CDS (coding sequence)
>ShrEXPA-07

ATGGCTTCTCCCTCCACAGGCACGGCCTTCTTGGCCCTCGTCATCATCTTCTTGGC
TTTGCTATGTGCGGCCACCACGGCGAACGCGAGGTTCACGGCGATGCAGTGGACT
CCGGCGCACGCCACCTTCTACGGCGACGAGACCGCAGCGGAGACCATGGGTGGG
GCGTGCGGATATGGCAACCTGTACGCGACCGGGTACGGCACGGACACGGLGGLG
CTGAGCACGACGCTGTTCAAGGACGGGCACGGTTGCGGGACGTGCTACCAGATC
CGGTGCACGGGTTCCCCGTGGTGCTACGCCGGCTCGCCGTCGATCACGGTGACGG
CCACCAACCTGTGCCCGCCCAACTGGGCGCAGGACACCAACAACGGCGGGTGGT
GCAACCCGCCGCGCACCCACTTCGACCTCTCCAAGCCGGCCTTCATGAAGATGGC
GCAGTGGCGCGCCGGGATCGTGCCCGTCATGTACCGCCGCGTGCCCTGCGTGCGC
AGGGGCGGCCTCCGGTTCGCGCTCCAGGGGAACCCTTACTGGCTGCTGGCGTACG
TGATGAACGTCGGCGGCGCCGGCGACGTCGTCGAGATGTGGGTGAAGAGCGGCA
CGTCGTCCTGCGCGTGGATACGGATGACCCACAACTGGGGCGCCGCGTACCAGGC
GTTCGCGCAGCTCGGCGGCAAGGCGCTCAGCTTCAAGGTCACCTCCTACACCACC
CGGCAGACCATCGTCGCCACCAACGTCGCGCCGGCGAACTGGGGCCTGGGGLTC
ACGTACCAGGCCCGCGTCAACTTCTCCTGA

Nucleotide
>ShrEXPA-07

CCTTAACCAAAGGTACGAACACCACGAGCGAAAAGTAGCAGCAATGGCTTCTCC
CTCCACAGGCACGGCCTTCTTGGCCCTCGTCATCATCTTCTTGGCTTTGCTATGTG
CGGCCACCACGGCGAACGCGAGGTTCACGGCGATGCAGTGGACTCCGGCGCACG
CCACCTTCTACGGCGACGAGACCGCAGCGGAGACCATGGGTACGTTGCTCACCAT
CGCCGCCGGCATTGCACTGCCACGCTCGTTCCCTCTTGGCATTTCTCATTTCTCTT



ACGGGCAACCCCGTGCGACGTCTTCCTACAGGTGGGGCGTGCGGATATGGCAACC
TGTACGCGACCGGGTACGGCACGGACACGGCGGCGCTGAGCACGACGCTGTTCA
AGGACGGGCACGGTTGCGGGACGTGCTACCAGATCCGGTGCACGGGTTCCCCGT
GGTGCTACGCCGGCTCGCCGTCGATCACGGTGACGGCCACCAACCTGTGCCCGCC
CAACTGGGCGCAGGACACCAACAACGGCGGGTGGTGCAACCCGCCGCGCACCCA
CTTCGACCTCTCCAAGCCGGCCTTCATGAAGATGGCGCAGTGGCGCGCCGGGATC
GTGCCCGTCATGTACCGCCGCGTGCCCTGCGTGCGCAGGGGCGGCCTCCGGTTCG
CGCTCCAGGGGAACCCTTACTGGCTGCTGGCGTACGTGATGAACGTCGGCGGCGC
CGGCGACGTCGTCGAGATGTGGGTGAAGAGCGGCACGTCGTCCTGCGCGTGGAT
ACGGATGACCCACAACTGGGGCGCCGCGTACCAGGCGTTCGCGCAGCTCGGCGG
CAAGGCGCTCAGCTTCAAGGTCACCTCCTACACCACCCGGCAGACCATCGTCGCC
ACCAACGTCGCGCCGGCGAACTGGGGCCTGGGGCTCACGTACCAGGCCCGCGTC
AACTTCTCCTGAGAGCGCAGCAGATCACGTCGATTTGCAACTGAAGCTGCAGGGG
CTGCCAACGCTCTGCTCTGCTTTCGTAGTTTTATTTCGACAATCGTAGAGTTAGCA
CGTGCTTTCGTTCGTAGTTTCATTACACATTTGCGCTTGAAGAATTAGCACGTGTT
TGTGCTAGCTGTTGCGCGTTGCCCCCGTCCATGAGGAGCAGAGGGTTTGACGCGA
GCGTTGTTCTTGTAAAATTGAGCTGTTATATACTTTCAAAAGCAAGATGAGAATTT
TTAATGTCAAAATTTTAAAC





