IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.04G129500

Gene Model: SbRi0.04G129500.1.p
Description: SbrEXPA-19

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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Query seq,
Superfanilies PLN00193

+ Name Accession Deseription Interval E.value
[+] PLN0O193 super family cl33423 expansin-A; Provisional 10-261 587e-128
SEQUENCES

Peptide

>ShrEXPA-19

MAVPARVFTLLVLASAAGWVSAMAANAPAPPPTGWLKAHATFYGGADASDTMGG
ACGYGNLYSQGYGTRTAALSTVLFQDGASCGQCYKIACDRKRADPRFCKPGVTVTV
TATNFCPPNLALPEGGWCNQQRPHFDMAQPAFEKIGVYSGGIIPVMYKRVPCVKRGG
VRFTINGHDYFNLVLVTNVAAAGSIKSMEVKTSNSSNWSPLARNWGANWHSLAYLT
GQMLSFRLTNTDGQTIEFTDVVPQEWKFGQTFASKLQFK*

CDS (coding sequence)
>ShrEXPA-19

ATGGCGGTTCCAGCTCGAGTCTTCACGCTCTTGGTGCTCGCATCAGCTGCCGGTTG
GGTGTCGGCCATGGCAGCTAATGCTCCGGCACCACCACCAACAGGGTGGCTGAA
GGCGCATGCCACCTTCTACGGAGGCGCAGATGCCTCCGACACCATGGGLCGGCGC
GTGCGGGTACGGCAACCTCTACTCCCAGGGCTATGGCACGCGGACGGCGGCCTTG
AGCACGGTGCTCTTTCAGGATGGGGCCTCATGCGGTCAGTGCTACAAGATCGCGT
GCGACCGCAAGAGAGCCGACCCCAGGTTCTGCAAGCCCGGCGTCACGGTGACCG
TCACGGCCACCAACTTCTGCCCGCCCAACTTGGCGCTGCCCGAGGGCGGCTGGTG
TAATCAGCAGCGCCCGCACTTTGACATGGCGCAGCCGGCATTTGAGAAGATCGGC
GTCTACAGCGGTGGTATCATCCCTGTCATGTACAAGAGAGTTCCTTGCGTGAAGC
GAGGTGGGGTACGCTTCACCATCAATGGGCATGACTACTTCAATCTTGTGCTTGT
GACCAATGTTGCGGCTGCCGGCTCCATCAAATCCATGGAAGTCAAGACCTCGAAT
TCGAGTAACTGGTCTCCATTGGCACGCAACTGGGGTGCAAACTGGCACTCACTTG
CATATCTTACAGGGCAGATGCTCTCGTTTAGGCTCACCAACACGGATGGACAAAC
TATTGAATTCACAGATGTGGTGCCACAAGAATGGAAGTTTGGCCAAACATTTGCA
TCCAAGTTGCAGTTCAAGTGA

Nucleotide
>ShrEXPA-19

ATATCTCCAGCTTCTTCTCGTACGGTTCTTAGAGGTATGGCGGTTCCAGCTCGAGT
CTTCACGCTCTTGGTGCTCGCATCAGCTGCCGGTTGGGTGTCGGCCATGGCAGCT
AATGCTCCGGCACCACCACCAACAGGGTGGCTGAAGGCGCATGCCACCTTCTACG
GAGGCGCAGATGCCTCCGACACCATGGGTAAGCTAGCTAGCTAGCCACTCAAGA
ACCATGCATGGGATAGCTTTCAGCTTTCTATCTCTATATATGCCATGAACATGATG



CACATCTGTCATCTTGGTCTGATCTATCAAATAATATACGTCTACGGTGGTGGTGG
CAGGCGGCGCGTGCGGGTACGGCAACCTCTACTCCCAGGGCTATGGCACGCGGA
CGGCGGCCTTGAGCACGGTGCTCTTTCAGGATGGGGCCTCATGCGGTCAGTGCTA
CAAGATCGCGTGCGACCGCAAGAGAGCCGACCCCAGGTTCTGCAAGCCCGGCLGT
CACGGTGACCGTCACGGCCACCAACTTCTGCCCGCCCAACTTGGCGCTGCCCGAG
GGCGGCTGGTGTAATCAGCAGCGCCCGCACTTTGACATGGCGCAGCCGGCATTTG
AGAAGATCGGCGTCTACAGCGGTGGTATCATCCCTGTCATGTACAAGAGGTATTC
TTTTATGTCATTTCCTACCTCTTCCTAGCTAGCCTGGATCTATTAGAAAAAATCAA
AACCTTACTAGGATGCAATGCAATATCCTAATACTACAACTAATTAATTTCTTGCT
TGCATATAGAGTTCCTTGCGTGAAGCGAGGTGGGGTACGCTTCACCATCAATGGG
CATGACTACTTCAATCTTGTGCTTGTGACCAATGTTGCGGCTGCCGGCTCCATCAA
ATCCATGGAAGTCAAGACCTCGAATTCGAGTAACTGGTCTCCATTGGCACGCAAC
TGGGGTGCAAACTGGCACTCACTTGCATATCTTACAGGGCAGATGCTCTCGTTTA
GGCTCACCAACACGGATGGACAAACTATTGAATTCACAGATGTGGTGCCACAAG
AATGGAAGTTTGGCCAAACATTTGCATCCAAGTTGCAGTTCAAGTGATGATGAGA
GCTCCATCATGCATCTAGGATTATTATTTCCGGTGACTCATTTAGTTACAGAAGTT
TGATTTAAAGATGTATAGCTGGTCAAAATGCATGAATAATGGACTTGCTTGTGTT
GTACACTTGTACTCATCAGCCACCGCTATGTATGGCTTTGTATCTCTCATTCTTTCT
ATTGTACAGTCCTATGTTTAAATTTATTTTTTATGGT






