IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.01G252500

Gene Model: SbRi0.01G252500.1.p
Description: SbrEXPA-03

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



https://phytozome-next.jgi.doe.gov/info/SbicolorRio_v2_1
https://www.sorghumbase.org/post/sorghum-bicolor-rio

GENE STRUCTURE

ShiEXPA-03
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Lo 125 150 175 200 225 284

Query seq.
Superfanilies PLN00193

List of domain hits i

Name Accession Description Interval E-value

+
[+ PLN00193 super family expansin-A: Provisional 26-251 1.99e-103

SEQUENCES
Peptide
>ShrEXPA-03

MSTEMAKSLTLLTALAACLALAAADWSQGTATFYGGPDGSGTMGGACGYENLYNA
GYGVNNAALSPVLFNDGASCGQCYVIICDASRPGGQYCKPGTWITVTATNLCPSNYA
LPNGGWCGPGRPHFDMSQPAWEKIGIYSGGIIPVQYQQVKCWRNGGVRFSIAGNYYF
LLVNIQNLAGSGSVAAAWVKGDKTGWIQMSRNWGANWQAHAGLVGQGLSFAVTS
TGGHYIQFLNVVPGWWQFGMTFNTNQNFYY™*

CDS (coding sequence)
>ShrEXPA-03

ATGTCCACAGAAATGGCCAAGTCCCTGACGTTGCTCACAGCGCTCGCGGLCGTGCC
TCGCGCTTGCCGCCGCCGACTGGTCTCAGGGCACCGCCACGTTCTACGGTGGACC
CGACGGCTCCGGCACGATGGGAGGCGCATGCGGCTACGAGAACCTATACAACGC
CGGGTACGGCGTGAACAACGCAGCGCTGAGCCCGGTGCTGTTCAACGACGGCGC
GTCGTGCGGGCAGTGCTACGTCATCATCTGCGACGCATCCCGTCCGGGCGGGCAG
TACTGCAAGCCCGGCACCTGGATCACCGTGACGGCCACGAACCTATGCCCATCCA
ACTACGCGCTGCCCAACGGCGGGTGGTGCGGCCCGGGGCGGCCTCACTTCGACAT
GTCGCAGCCGGCGTGGGAGAAGATCGGCATCTACAGCGGCGGCATCATCCCGGT
GCAGTACCAGCAGGTCAAGTGCTGGCGCAACGGCGGCGTGCGCTTCAGCATCGC
CGGCAACTATTACTTCCTGCTCGTCAATATCCAGAACCTCGCCGGCAGCGGCTCT
GTGGCCGCCGCCTGGGTCAAGGGCGATAAGACGGGGTGGATCCAGATGTCCAGG
AACTGGGGCGCCAACTGGCAGGCGCACGCCGGGLCTCGTCGGCCAGGGGCTTAGC
TTCGCCGTGACAAGCACAGGAGGGCACTACATCCAGTTCCTCAACGTCGTGCCCG
GATGGTGGCAGTTCGGCATGACCTTCAACACAAACCAGAATTTTTACTACTAA

Nucleotide
>ShrEXPA-03

ATGTCCACAGAAATGGCCAAGTCCCTGACGTTGCTCACAGCGCTCGCGGCGTGCC
TCGCGCTTGCCGCCGCCGACTGGTCTCAGGGCACCGCCACGTTCTACGGTGGACC
CGACGGCTCCGGCACGATGGGTACGTAATTTTTTCGCACGTACACATGCATGCAT
GCATTTCGGTACATATATCTGCTAATAATCCATGCATGCATGCATGTTTCGGTACA
TGTTGAGACAAATTAATTAAATGTATACGTATATATGCTAAAATAATAATCCATG
CATATGCATGTTCGTATTCGTATACATATTGCAGGAGGCGCATGCGGCTACGAGA



ACCTATACAACGCCGGGTACGGCGTGAACAACGCAGCGCTGAGCCCGGTGCTGTT
CAACGACGGCGCGTCGTGCGGGCAGTGCTACGTCATCATCTGCGACGCATCCCGT
CCGGGCGGGCAGTACTGCAAGCCCGGCACCTGGATCACCGTGACGGCCACGAAC
CTATGCCCATCCAACTACGCGCTGCCCAACGGCGGGTGGTGCGGLCCCGGGGLGGL
CTCACTTCGACATGTCGCAGCCGGCGTGGGAGAAGATCGGCATCTACAGCGGCG
GCATCATCCCGGTGCAGTACCAGCAGGTCAAGTGCTGGCGCAACGGCGGCGTGC
GCTTCAGCATCGCCGGCAACTATTACTTCCTGCTCGTCAATATCCAGAACCTCGCC
GGCAGCGGCTCTGTGGCCGCCGCCTGGGTCAAGGGCGATAAGACGGGGTGGATC
CAGATGTCCAGGAACTGGGGCGCCAACTGGCAGGCGCACGCCGGGCTCGTCGGC
CAGGGGCTTAGCTTCGCCGTGACAAGCACAGGAGGGCACTACATCCAGTTCCTCA
ACGTCGTGCCCGGATGGTGGCAGTTCGGCATGACCTTCAACACAAACCAGAATTT
TTACTACTAA





