IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.04G128500

Gene Model: SbRi0.04G128500.1.p
Description: SbrEXPA-18

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
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+ Name Accession Description Interval E-value
[+] PLNDO193 super family cl3342 expansin-A: Provisional 25-262 427e-128
SEQUENCES

Peptide

>ShrEXPA-18

MLAIMAAAGDAAATSTPSSPTPTTGWLKAHATFYGGADASDTMGGACGYGNLYSQ
GYGTRTAALSTTLFQDGASCGQCYKIACDRKRADSRFCKPGVTVTVTATNFCPPNSA
LPNGGWCNQQRPHFDMAQPAFEKIGVYTGGIIPVMYKRVPCVKRDGVRFTINGHDY
FNLVLVTNVAGAGSIKSMDVKTSNSNSWIPMARNWGANWHSLAHLTGQMLSFRVT
DTDGQTIEFTNVVPQGWKFGQTFASKLQFK*

CDS (coding sequence)
>ShrEXPA-18

ATGCTGGCTATCATGGCCGCCGCTGGTGACGCCGCCGCCACCAGCACTCCGTCGT
CTCCGACGCCGACCACCGGATGGCTGAAGGCGCATGCCACGTTCTACGGAGGCG
CCGATGCCTCTGACACCATGGGCGGCGCGTGCGGGTACGGCAACCTCTACTCCCA
GGGCTACGGCACGCGGACAGCGGCCCTGAGCACGACTCTATTTCAGGATGGGGC
CTCATGTGGCCAGTGCTATAAGATCGCGTGCGACCGCAAGAGAGCCGACTCCAG
GTTCTGCAAGCCCGGCGTCACAGTCACCGTCACGGCCACCAACTTCTGCCCGCCC
AACTCAGCGCTGCCCAACGGCGGCTGGTGCAATCAGCAGCGCCCGCACTTCGACA
TGGCGCAGCCAGCATTTGAAAAGATTGGCGTCTACACCGGCGGCATCATCCCCGT
CATGTACAAGAGGGTTCCTTGTGTGAAGCGAGATGGAGTGCGGTTCACAATCAAC
GGTCACGACTACTTCAATCTCGTGCTTGTGACCAATGTTGCAGGTGCTGGCTCCAT
CAAGTCAATGGATGTCAAGACCTCCAACTCCAATAGTTGGATACCAATGGCACGC
AACTGGGGTGCAAACTGGCACTCTCTTGCGCACCTTACTGGACAGATGCTCTCAT
TTAGAGTAACAGATACGGATGGACAAACTATTGAATTCACAAATGTTGTGCCACA
AGGATGGAAGTTTGGCCAAACGTTTGCATCCAAGTTACAGTTCAAGTGA

Nucleotide
>ShrEXPA-18

ATGCTGGCTATCATGGCCGCCGCTGGTGACGCCGCCGCCACCAGCACTCCGTCGT
CTCCGACGCCGACCACCGGATGGCTGAAGGCGCATGCCACGTTCTACGGAGGCG
CCGATGCCTCTGACACCATGGGTTCTTGCATGGTTTGTTACCTAAAGCTAGCACA
GGCAGAGCTAACTGCATCAAATTGTATTTCTTGGCAGGCGGCGCGTGCGGGTACG
GCAACCTCTACTCCCAGGGCTACGGCACGCGGACAGCGGCCCTGAGCACGACTCT
ATTTCAGGATGGGGCCTCATGTGGCCAGTGCTATAAGATCGCGTGCGACCGCAAG



AGAGCCGACTCCAGGTTCTGCAAGCCCGGCGTCACAGTCACCGTCACGGCCACCA
ACTTCTGCCCGCCCAACTCAGCGCTGCCCAACGGCGGCTGGTGCAATCAGCAGCG
CCCGCACTTCGACATGGCGCAGCCAGCATTTGAAAAGATTGGCGTCTACACCGGC
GGCATCATCCCCGTCATGTACAAGAGGTAGATTTTATGAGTAATTGCCGATTAAG
TGTGTAGTCTCTGCTGCTCTGATGACAAAATTAAGCATGATGCATGCAATATCTTA
TCTTGAGTAAAGTAAAAATATGCATGCTTTAATTTGCAGGGTTCCTTGTGTGAAG
CGAGATGGAGTGCGGTTCACAATCAACGGTCACGACTACTTCAATCTCGTGCTTG
TGACCAATGTTGCAGGTGCTGGCTCCATCAAGTCAATGGATGTCAAGACCTCCAA
CTCCAATAGTTGGATACCAATGGCACGCAACTGGGGTGCAAACTGGCACTCTCTT
GCGCACCTTACTGGACAGATGCTCTCATTTAGAGTAACAGATACGGATGGACAAA
CTATTGAATTCACAAATGTTGTGCCACAAGGATGGAAGTTTGGCCAAACGTTTGC
ATCCAAGTTACAGTTCAAGTGA





