IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.07G021000

Gene Model: SbRi0.07G021000.1.p
Description: SbrEXPA-25

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-25
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Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLN00133

Name Accession Description Interval E-value
[+ PLN00193 super family cl33423 expansin-A; Provisional 45-276 6.37e-98
SEQUENCES

Peptide

>ShrEXPA-25

MSTVSTYISSSCSQPFPSKMGKRFLHQLLAVVLALFLSPARSGDWLPATATFYGGAD
GSDTMGGACGYSDLYEQGYGINNAALSTALFNDGASCGQCYVIICDSSKTRWCKPG
NNWVVVSATNFCPPNWDLPAVGDLPAGGWCAPPRPHFDMSQPAWENIGIYSAGVIN
VLYQRVKCWKSGGVRFTMAGFNGFYMVLVTNVAGSGSIQSMAVKGNSTDWIPMYR
NWGANWHCLSGGLVGQGLSFALVSTGGQNLVFKDVVPAWWQFGQTYTTYQNFDY
*

CDS (coding sequence)
>ShrEXPA-25

ATGTCTACTGTCTCTACATATATATCTAGTAGCTGCAGCCAGCCGTTTCCGAGCAA
GATGGGGAAACGCTTCCTCCACCAGCTGCTCGCCGTCGTCCTTGCACTCTTTCTCT
CGCCGGCGAGATCGGGCGACTGGCTTCCGGCCACCGCCACGTTCTACGGTGGLGC
TGACGGCTCCGACACAATGGGTGGCGCGTGTGGGTACAGCGACCTGTACGAGCA
GGGCTACGGCATCAACAACGCAGCGCTGAGCACGGCGCTCTTCAACGACGGCGC
GTCGTGCGGGCAGTGCTACGTCATCATCTGCGACAGCAGCAAGACCCGGTGGTGC
AAGCCCGGCAACAACTGGGTCGTCGTCTCCGCTACCAACTTCTGCCCGCCCAACT
GGGACCTCCCCGCCGTCGGAGACCTCCCCGCCGGLGGLCTGGTGLCGLLCCCGLCGLG
GCCCCACTTCGACATGTCCCAGCCCGCCTGGGAGAACATCGGCATCTACAGCGCC
GGCGTCATCAACGTCCTCTACCAGCGAGTCAAGTGCTGGAAGAGCGGCGGCGTG
CGCTTCACCATGGCCGGCTTCAACGGCTTCTACATGGTGCTCGTCACCAACGTCG
CCGGCAGCGGCTCCATCCAGAGCATGGCGGTGAAGGGCAACAGCACGGATTGGA
TCCCCATGTACAGGAACTGGGGCGCCAACTGGCACTGCCTCTCCGGCGGGCTCGT
CGGACAGGGCCTCAGCTTCGCGCTCGTCTCCACCGGCGGCCAGAACCTCGTCTTC
AAGGACGTCGTGCCGGCGTGGTGGCAGTTCGGACAAACATACACCACCTACCAG
AATTTCGACTACTAA

Nucleotide
>ShrEXPA-25

CTGCATGTCTACTGTCTCTACATATATATCTAGTAGCTGCAGCCAGCCGTTTCCGA
GCAAGATGGGGAAACGCTTCCTCCACCAGCTGCTCGCCGTCGTCCTTGCACTCTTT
CTCTCGCCGGCGAGATCGGGCGACTGGCTTCCGGCCACCGCCACGTTCTACGGTG



GCGCTGACGGCTCCGACACAATGGGTGGGTAACCTACCTGCCTTTATCTTTCGTTG
GGTGTTCAGAGTCAGACTTTGATCTGATCAAACGAGCACGCATACACATGCAGGT
GGCGCGTGTGGGTACAGCGACCTGTACGAGCAGGGCTACGGCATCAACAACGCA
GCGCTGAGCACGGCGCTCTTCAACGACGGCGCGTCGTGCGGGCAGTGCTACGTCA
TCATCTGCGACAGCAGCAAGACCCGGTGGTGCAAGCCCGGCAACAACTGGGTCG
TCGTCTCCGCTACCAACTTCTGCCCGCCCAACTGGGACCTCCCCGCCGTCGGAGA
CCTCCCCGCCGGCGGCTGGTGCGCCCCGCCGCGGCCCCACTTCGACATGTCCCAG
CCCGCCTGGGAGAACATCGGCATCTACAGCGCCGGCGTCATCAACGTCCTCTACC
AGCGAGTCAAGTGCTGGAAGAGCGGCGGCGTGCGCTTCACCATGGCCGGCTTCA
ACGGCTTCTACATGGTGCTCGTCACCAACGTCGCCGGCAGCGGCTCCATCCAGAG
CATGGCGGTGAAGGGCAACAGCACGGATTGGATCCCCATGTACAGGAACTGGGG
CGCCAACTGGCACTGCCTCTCCGGCGGGCTCGTCGGACAGGGCCTCAGCTTCGCG
CTCGTCTCCACCGGCGGCCAGAACCTCGTCTTCAAGGACGTCGTGCCGGCGTGGT
GGCAGTTCGGACAAACATACACCACCTACCAGAATTTCGACTACTAAACTGCACT
GCTTCATAATTATATACAGTCCACAACAATATAAACTACACTGGTTTGTCTTC





