IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.03G477200

Gene Model: SbRi0.03G477200.1.p
Description: SbrEXPA-15

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 PLN0OOS0

+ Name Accession Description Interval E-value
[+ PLN00050 super family ci31535 expansin A; Provisional 34-274 3.47e-99
SEQUENCES

Peptide

>SbrEXPA-15

MPGCVSHPSSPRRLHPLLRRSSNNNNNDLLLAGIVILLLARASAGPWQKSAHATMTM
YGGSDASGTMGGACGYGNLYIAGYGVATGALSTPLFNNGLTCGACFEIKCSCRSGC
QCQCHPSVSSVVITATNFCPPNYGLPSDAGGWCNPPRHHFDLSMPAFLRIADYRASIV
PVTYRRVACRKSGGIRFGVNGFRYFNLVLISNVGGAGDVVRAAVKASHTEWLPLAR
NWGQNWQCSSILVGGALSFRVTTSDRRTLTSWNVAGPAWRFGQTFTAAKNFRDP*

CDS (coding sequence)
>ShrEXPA-15

ATGCCTGGCTGTGTTTCTCATCCCTCATCACCACGGCGGCTACATCCGCTCCTGCG
CCGCAGCAGCAACAACAACAACAATGATCTCCTGCTTGCCGGCATTGTCATCCTC
CTCCTTGCCCGGGCATCAGCTGGGCCGTGGCAGAAGAGCGCGCACGCCACCATG
ACCATGTATGGTGGCAGCGACGCGTCGGGCACCATGGGCGGCGCCTGCGGGTAC
GGCAACCTCTACATCGCGGGGTACGGCGTGGCGACGGGGGLCGCTCAGCACGCCG
CTCTTCAACAACGGACTCACCTGCGGCGCCTGCTTCGAGATCAAGTGCAGTTGCA
GGAGCGGCTGCCAGTGCCAGTGCCACCCCTCCGTGTCGTCGGTGGTGATCACGGC
CACCAACTTCTGCCCGCCCAACTACGGGCTGCCCTCGGACGCCGGLCGGGTGGTGL
AACCCGCCGCGCCACCACTTCGACCTCTCCATGCCGGCCTTCCTCCGCATCGCAG
ACTACCGCGCCAGCATCGTGCCCGTCACATACCGGAGGGTGGCGTGCCGCAAGTC
CGGCGGCATCCGGTTCGGCGTCAACGGCTTCCGCTACTTCAACCTGGTGCTCATC
AGCAACGTGGGCGGCGCCGGCGACGTGGTCCGCGCCGCCGTCAAGGCCTCGCAC
ACGGAGTGGCTGCCCCTGGCGCGCAACTGGGGACAGAACTGGCAGTGCAGCTCC
ATCCTCGTGGGCGGGGCGCTCTCCTTCCGCGTCACCACCAGCGACCGCCGCACCC
TCACCTCCTGGAACGTCGCCGGACCAGCCTGGCGCTTTGGACAGACATTCACCGC
CGCCAAAAACTTCAGGGACCCCTAG

Nucleotide
>ShrEXPA-15

CTGAGATGAGATGAGCTTGGCTTGTGTCCACGGTCCACGCCTCACCTCGATGACT

AGCTAGCATATATCGATGAGAAGACACAGACACAAGGAATGCAAAGATGCCTGG
CTGTGTTTCTCATCCCTCATCACCACGGCGGCTACATCCGCTCCTGCGCCGCAGCA
GCAACAACAACAACAATGATCTCCTGCTTGCCGGCATTGTCATCCTCCTCCTTGCC



CGGGCATCAGCTGGGCCGTGGCAGAAGAGCGCGCACGCCACCATGACCATGTAT
GGTGGCAGCGACGCGTCGGGCACCATGGGCGGCGCCTGCGGGTACGGCAACCTC
TACATCGCGGGGTACGGCGTGGCGACGGGGGCGCTCAGCACGCCGCTCTTCAAC
AACGGACTCACCTGCGGCGCCTGCTTCGAGATCAAGTGCAGTTGCAGGAGCGGCT
GCCAGTGCCAGTGCCACCCCTCCGTGTCGTCGGTGGTGATCACGGCCACCAACTT
CTGCCCGCCCAACTACGGGCTGCCCTCGGACGCCGGCGGGTGGTGCAACCCGLCG
CGCCACCACTTCGACCTCTCCATGCCGGCCTTCCTCCGCATCGCAGACTACCGCGC
CAGCATCGTGCCCGTCACATACCGGAGGTACAGTACAGTAGACAGACACCTCCA
GGCAGAGGCAGGCTTAATTAAGTGGTGTTTGCATTATATTATTGCAGGGTGGCGT
GCCGCAAGTCCGGCGGCATCCGGTTCGGCGTCAACGGCTTCCGCTACTTCAACCT
GGTGCTCATCAGCAACGTGGGCGGCGCCGGCGACGTGGTCCGCGCCGCCGTCAA
GGCCTCGCACACGGAGTGGCTGCCCCTGGCGCGCAACTGGGGACAGAACTGGCA
GTGCAGCTCCATCCTCGTGGGCGGGGCGCTCTCCTTCCGCGTCACCACCAGCGAC
CGCCGCACCCTCACCTCCTGGAACGTCGCCGGACCAGCCTGGCGCTTTGGACAGA
CATTCACCGCCGCCAAAAACTTCAGGGACCCCTAGGCTCCTCTAGCTAGCATAGC
AGCCTGCTGCATCAGCACACTAGCTAGTCATCCATGCATCATCATCATCATTATAT
AATTGCACTGCCCGTGCTATATATATGTATATGTACCGTACCCATATAAATTAGCT
TGTTGGTTGGTTCTGCTTTTGTGTTAATAATCAAATGCAAATCATATTTAGAGGAA
GGAAAAAGGCTTAGCCAACATATCAAAA





