IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.01G533500

Gene Model: SbRi0.01G533500.1.p
Description: SbrEXPA-09

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-09
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DOMAIN ARCHITECTURE

' » 50 s 100 1s 150 17s 200 s s
Query seq. s ————————————————— e ———————————————————————————

Superfanilies e

List of domain hits d

+ Name Accession Description Interval E-value
[+] PLN00193 super family cl3342 expansin-A; Provisional 17-248 5.88e-117

SEQUENCES
Peptide
>SbhrEXPA-09

MDRPLALLAVLAATSFFAPAKGWNYGTATFYGGRDGSGTMGGACGYGNLYQAGY

GTNTAALSSVLFNDGAACGQCYLVMCDSNASPWCRRGAAVTVTATNFCPPNWAQP
SNSGGWCNPPRPHFDMAQPAWERIGVYRAGIIPVLYQQVTCWRQGGIRITIGGSSFFQ
LVQFSNVAGSGSIRSVSVKGTKTGWVALNRNWGANWQCNSALFGQSLSFSVTSTGG
QTLYMTDVVPSWWQIGMAFGSNYNFY*

CDS (coding sequence)
>ShrEXPA-09

ATGGACAGACCCCTCGCATTGCTCGCCGTCCTGGCGGCGACGTCGTTCTTCGCGC
CGGCGAAGGGCTGGAACTACGGGACGGCGACGTTCTACGGCGGCCGCGACGGCT
CCGGCACAATGGGTGGCGCGTGCGGGTATGGCAACCTGTACCAGGCCGGGTACG
GGACGAACACGGCGGCGCTGAGCTCGGTGCTGTTCAACGACGGCGCGGCGTGEG
GTCAGTGCTACCTGGTGATGTGCGACAGCAACGCGTCCCCCTGGTGCAGGCGCGG
CGCCGCGGTGACCGTCACGGCCACCAACTTCTGCCCGCCCAACTGGGCGCAGCCC
AGCAACAGCGGCGGCTGGTGCAACCCGCCGCGGCCGCACTTCGACATGGCGCAG
CCCGCCTGGGAGCGCATCGGCGTCTACAGAGCCGGCATCATCCCCGTCCTGTACC
AGCAGGTGACGTGCTGGAGGCAGGGAGGGATCAGGATCACCATCGGAGGGTCCA
GCTTCTTCCAGCTGGTGCAGTTCTCCAACGTGGCCGGCAGCGGCTCCATCCGGTC
CGTGTCTGTGAAGGGGACCAAGACCGGGTGGGTCGCGCTGAACCGCAACTGGGG
CGCCAACTGGCAGTGCAACTCGGCGCTCTTCGGCCAGTCGCTCTCCTTCTCCGTCA
CCTCCACCGGCGGCCAGACGCTCTACATGACCGACGTCGTGCCGTCGTGGTGGCA
GATCGGCATGGCTTTCGGAAGCAACTATAATTTCTACTAA

Nucleotide
>ShrEXPA-09

ATGGACAGACCCCTCGCATTGCTCGCCGTCCTGGCGGCGACGTCGTTCTTCGCGC
CGGCGAAGGGCTGGAACTACGGGACGGCGACGTTCTACGGCGGCCGCGACGGCT
CCGGCACAATGGGTAAGTGAAAAGAACAACTCCAAAGCCACCATAATATATATA
CATACGTTTTCCATATACGTACATTTCCCGATCGAGCTAATATATCAACCAGCAAT
TAATGTGTGAATAATAATAGGTGGCGCGTGCGGGTATGGCAACCTGTACCAGGCC
GGGTACGGGACGAACACGGCGGCGCTGAGCTCGGTGCTGTTCAACGACGGCGCG



GCGTGCGGTCAGTGCTACCTGGTGATGTGCGACAGCAACGCGTCCCCCTGGTGCA
GGCGCGGCGCCGCGGTGACCGTCACGGCCACCAACTTCTGCCCGCCCAACTGGGC
GCAGCCCAGCAACAGCGGCGGCTGGTGCAACCCGCCGCGGCCGCACTTCGACAT
GGCGCAGCCCGCCTGGGAGCGCATCGGCGTCTACAGAGCCGGCATCATCCCCGTC
CTGTACCAGCAGTAAGAGTGCAGCGTTGCGTTGCGTTTCGTCTTGCCTTGCTTCTC
CGGTCGGTGAACTGACTGATCGACGGCGACGGCGGTGGTGCAGGGTGACGTGCT
GGAGGCAGGGAGGGATCAGGATCACCATCGGAGGGTCCAGCTTCTTCCAGCTGG
TGCAGTTCTCCAACGTGGCCGGCAGCGGCTCCATCCGGTCCGTGTCTGTGAAGGG
GACCAAGACCGGGTGGGTCGCGCTGAACCGCAACTGGGGCGCCAACTGGCAGTG
CAACTCGGCGCTCTTCGGCCAGTCGCTCTCCTTCTCCGTCACCTCCACCGGCGGCC
AGACGCTCTACATGACCGACGTCGTGCCGTCGTGGTGGCAGATCGGCATGGCTTT
CGGAAGCAACTATAATTTCTACTAA





