IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.01G252700

Gene Model: SbRi0.01G252700.1.p
Description: SbrEXPA-05

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-05
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Query seq.
Superfamilies

Name Accession Description Interval E-value
[+] PLN00193 super family ci3342 expansin-A; Provisional 8-249 5 67e-106

SEQUENCES
Peptide
>ShrEXPA-05

MKINKSLVLCLSFSACLALAAAGWSPGTATFYGGADGSGTMGGACGYDNLYNAGY
GVNNAALSSTLFNDGASCGQCYLITCDASRPGGQWCKPGNSITVSATNLCPANYALP
NGGWCGPGRPHFDMSQPAWERIGIYSAGVIPVLYQQVKCSRTGGVRFGIAGSQYFLL
VNIQNLGGSGSVGAAWVKGDRTGWIQMSRNWGANWQALAGLVGQGLSFAVTTTG
GQYIQFWNVVPRWWQFGQTYTTTQNFYY*

CDS (coding sequence)
>ShrEXPA-05

ATGAAAATCAACAAGTCCCTAGTTTTGTGCCTATCCTTCTCGGCGTGCCTAGCCCT
CGCCGCCGCAGGCTGGTCTCCCGGCACCGCCACGTTCTACGGCGGAGCCGACGGC
TCTGGCACCATGGGTGGTGCGTGCGGGTACGACAACCTGTACAACGCCGGGTACG
GCGTGAACAATGCGGCGCTGAGCTCGACGCTGTTCAACGACGGCGCGTCGTGCG
GGCAGTGCTACCTCATCACCTGCGACGCGTCGCGTCCGGGCGGGCAGTGGTGCAA
GCCGGGCAACTCCATCACGGTGTCCGCCACCAACCTGTGCCCGGCCAACTACGCG
CTCCCCAACGGCGGGTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGTCGCAGC
CGGCGTGGGAGCGCATCGGCATCTACAGCGCCGGCGTCATCCCGGTCCTGTACCA
GCAGGTCAAGTGCTCGCGCACCGGCGGCGTGCGCTTCGGCATCGCCGGCTCCCAG
TATTTCCTGCTCGTCAACATCCAGAACCTCGGAGGCAGTGGCTCCGTGGGCGCCG
CCTGGGTGAAGGGCGACAGGACGGGGTGGATCCAGATGTCCAGGAACTGGGGCG
CCAACTGGCAGGCGCTCGCCGGGCTCGTCGGCCAGGGGCTCAGCTTCGCCGTTAC
CACTACCGGCGGGCAGTACATTCAGTTCTGGAACGTGGTGCCTAGGTGGTGGCAG
TTCGGACAGACCTACACCACAACCCAGAATTTCTACTACTAA

Nucleotide
>ShrEXPA-05

ATGAAAATCAACAAGTCCCTAGTTTTGTGCCTATCCTTCTCGGCGTGCCTAGCCCT
CGCCGCCGCAGGCTGGTCTCCCGGCACCGCCACGTTCTACGGCGGAGCCGACGGC
TCTGGCACCATGGGTAAGCAAGCAGCTCTTAATAATTACACACACATTGCATCCA
TTTTTGCGCAAGAGCTACGCACATTTTGCTAACTGCGCGCCCATGCACTTATTGCC
AATGCAGGTGGTGCGTGCGGGTACGACAACCTGTACAACGCCGGGTACGGCGTG
AACAATGCGGCGCTGAGCTCGACGCTGTTCAACGACGGCGCGTCGTGCGGGCAG



TGCTACCTCATCACCTGCGACGCGTCGCGTCCGGGCGGGCAGTGGTGCAAGCCGG
GCAACTCCATCACGGTGTCCGCCACCAACCTGTGCCCGGCCAACTACGCGCLCTCCC
CAACGGCGGGTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGTCGCAGCCGGL
GTGGGAGCGCATCGGCATCTACAGCGCCGGCGTCATCCCGGTCCTGTACCAGCAG
GTCAAGTGCTCGCGCACCGGCGGCGTGCGCTTCGGCATCGCCGGCTCCCAGTATT
TCCTGCTCGTCAACATCCAGAACCTCGGAGGCAGTGGCTCCGTGGGCGCCGCCTG
GGTGAAGGGCGACAGGACGGGGTGGATCCAGATGTCCAGGAACTGGGGCGCCAA
CTGGCAGGCGCTCGCCGGGCTCGTCGGCCAGGGGCTCAGCTTCGCCGTTACCACT
ACCGGCGGGCAGTACATTCAGTTCTGGAACGTGGTGCCTAGGTGGTGGCAGTTCG
GACAGACCTACACCACAACCCAGAATTTCTACTACTAA





