IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.03G116600

Gene Model: SbRi0.03G116600.1.p
Description: SbrEXPA-12

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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Query seq.
Superfanilies

PLND0133
+ Name Accession Description Interval E-value

[+ PLN00193 super family 33423 expansin-A: Provisional 29-253 6 14e-101
Peptide

>ShrEXPA-12

MEMAMLLLYLLSLCASRLGGAVAQQYQYWTPATATFYGGSDASGTMGGSCGYGD
LYSAGYGTQTTALSTALYGDGASCGACYLVTCDATGTQYCKPGSPSVTVTATNFCPP
NYDDANGWCNSPRRHFDMSQPAWETIGVYQAGVIPVNYRRVSCQRSGGIRFAISGH
DYFDLVTITNVGGAGAVAAAWIMGTGGTDWLAMSRNWGENWQSGAYLTGKALSF
KVQTDDGKVVVADNVAPANWQFGSTYQASVNFY*

CDS (coding sequence)
>ShrEXPA-12

ATGGAGATGGCAATGCTGCTCTTGTACTTGCTGAGCTTGTGCGCCTCTCGTCTCGG
CGGCGCAGTGGCGCAGCAGTACCAGTACTGGACGCCGGCCACCGCGACGTTCTA
CGGCGGGAGCGACGCGTCCGGCACCATGGGCGGATCGTGCGGGTACGGCGACCT
GTACAGCGCCGGGTACGGGACGCAGACGACGGCGCTGAGCACGGCGCTCTACGG
CGACGGCGCCTCCTGCGGCGCGTGCTACCTCGTCACCTGCGACGCGACGGGGACG
CAGTACTGCAAGCCGGGGTCGCCGTCGGTCACCGTCACGGCCACCAACTTCTGCC
CGCCCAACTACGACGACGCCAACGGGTGGTGCAACTCGCCGCGGCGGCACTTCG
ACATGTCGCAGCCGGCCTGGGAGACCATCGGCGTGTACCAGGCCGGCGTAATAC
CCGTCAACTACCGGAGGGTATCGTGCCAGAGGTCCGGCGGGATCAGGTTCGCCAT
CAGCGGGCACGACTACTTCGACCTTGTCACCATCACCAACGTCGGLCGGLGLLGGL
GCGGTGGCCGCGGCGTGGATCATGGGCACCGGCGGCACGGACTGGCTGGCCATG
AGCCGCAACTGGGGGGAGAACTGGCAGAGCGGAGCCTACCTCACCGGAAAGGCC
CTGTCGTTCAAGGTGCAGACGGACGACGGCAAGGTCGTCGTGGCGGATAACGTG
GCGCCGGCGAACTGGCAGTTCGGCAGCACCTACCAGGCCTCGGTCAACTTCTACT
AG

Nucleotide
>ShrEXPA-12

AACAGATTGCAATTTGCAAGTGATCTGGCTTGGCCCTGCCAGTCAGCCTCCTAGT
GACAGACGATGGAGATGGCAATGCTGCTCTTGTACTTGCTGAGCTTGTGCGCCTC
TCGTCTCGGCGGCGCAGTGGCGCAGCAGTACCAGTACTGGACGCCGGCCACCGC
GACGTTCTACGGCGGGAGCGACGCGTCCGGCACCATGGGTAACACTCTCACTGAG
GCCTGACCCATTTTCTTGGCAATGCATGCAACTCTGATCCACGCCGGCGTTCGTCG



CACTGATGCGCGTGTACTTGTCGTGCGCCGGCCGTGCGCAGGCGGATCGTGCGGEG
TACGGCGACCTGTACAGCGCCGGGTACGGGACGCAGACGACGGCGCTGAGCACG
GCGCTCTACGGCGACGGCGCCTCCTGCGGCGCGTGCTACCTCGTCACCTGCGACG
CGACGGGGACGCAGTACTGCAAGCCGGGGTCGCCGTCGGTCACCGTCACGGCCA
CCAACTTCTGCCCGCCCAACTACGACGACGCCAACGGGTGGTGCAACTCGCCGCG
GCGGCACTTCGACATGTCGCAGCCGGCCTGGGAGACCATCGGCGTGTACCAGGCC
GGCGTAATACCCGTCAACTACCGGAGGGTATCGTGCCAGAGGTCCGGCGGGATC
AGGTTCGCCATCAGCGGGCACGACTACTTCGACCTTGTCACCATCACCAACGTCG
GCGGCGCCGGCGCGGTGGCCGCGGCGTGGATCATGGGCACCGGCGGCACGGACT
GGCTGGCCATGAGCCGCAACTGGGGGGAGAACTGGCAGAGCGGAGCCTACCTCA
CCGGAAAGGCCCTGTCGTTCAAGGTGCAGACGGACGACGGCAAGGTCGTCGTGG
CGGATAACGTGGCGCCGGCGAACTGGCAGTTCGGCAGCACCTACCAGGCCTCGG
TCAACTTCTACTAGAGTTGGCCCAGTTGGCCGCGCCACTTCTGATTCTAATGAGTG
GGCCATGTTCACTAACAGCCCATGAGCCCCGCAGAAAATCCTTACAGTAAACAAG
TGTATAATTTTTTTTAATTTGATAATATACAAACAGATTGTAAAGCGCACTTAAGT
ATATTCCTATAAGTAATGTC






