IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.07G021300

Gene Model: SbRi0.07G021300.1.p
Description: SbrEXPA-27

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-27
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Query seq.,
Superfanilies PLNOD13S

Name Accession Description Interval E-value
[+] PLND0193 super family ci33423 expansin-A; Provisional 14-257 5.84e-100
SEQUENCES
Peptide

>ShrEXPA-27

MGKRFLHQLLAVVLALFVSPARSGDWLPATATFYGGADGSDTMGGACGYSDLYEQ

GYGINNAALSTALFNDGASCGQCYVIICDSSKTQWCKPGNNWVVVSATNFCPPNWD

LPAVGDLPAGGWCAPPRPHFDMSQPAWENIGIYSAGVINVLYQRVKCWKSGGVRFTI
AGFNGFYMVLITNVAGSGSIQSMAVKGNSTDWIPMYRNWGANWHCLSGGLVGQGL
SFALVSTGGQNLVFKDVVPAWWQFGQTYTTYQNFDY*

CDS (coding sequence)
>ShrEXPA-27

ATGGGCAAACGTTTCCTCCACCAACTGCTCGCTGTCGTCCTTGCACTCTTCGTCTC
GCCGGCGAGATCGGGCGACTGGCTTCCGGCCACCGCCACGTTCTATGGTGGCGCT
GACGGCTCCGACACAATGGGTGGCGCGTGTGGGTACAGCGACCTGTACGAGCAG
GGCTACGGCATCAACAACGCAGCGCTGAGCACGGCGCTCTTCAACGACGGCGCG
TCGTGCGGGCAGTGCTACGTCATCATCTGCGACAGCAGCAAGACCCAGTGGTGCA
AGCCCGGCAACAACTGGGTTGTCGTCTCTGCCACCAACTTCTGCCCGCCTAACTG
GGACCTCCCCGCCGTCGGAGACCTCCCCGCCGGLCGGLCTGGTGCGLCCCCGLCLCGLGG
CCCCACTTCGACATGTCCCAGCCCGCCTGGGAGAACATCGGCATCTACAGCGCCG
GCGTCATCAACGTCCTCTACCAGCGAGTCAAGTGCTGGAAGAGCGGCGGLGTGC
GCTTCACCATCGCCGGCTTCAACGGCTTCTACATGGTGCTCATCACCAACGTCGCC
GGCAGCGGCTCCATTCAGAGCATGGCGGTGAAGGGCAACAGCACGGATTGGATC
CCCATGTACAGGAACTGGGGCGCCAACTGGCACTGCCTCTCCGGCGGGCTCGTCG
GACAGGGCCTTAGCTTCGCGCTCGTCTCCACCGGCGGCCAGAACCTCGTCTTCAA
GGACGTCGTGCCGGCGTGGTGGCAGTTCGGACAAACTTACACCACCTACCAGAAT
TTCGACTACTAA

Nucleotide
>ShrEXPA-27

ATGGGCAAACGTTTCCTCCACCAACTGCTCGCTGTCGTCCTTGCACTCTTCGTCTC
GCCGGCGAGATCGGGCGACTGGCTTCCGGCCACCGCCACGTTCTATGGTGGCGCT
GACGGCTCCGACACAATGGGTAATAACCTAGCTATATATACCGTTGTCTTTGCGT
TGTTCAGTATAGATTTCCATCTGACACGCACTAACATGATTGACCGGTCCGAGCA
CGACACTAAAAAGCATGGTTCAAGCACGGTATAGCCCGGTGGTAGTATCATACCT



GGGCCATAACTTCGGCCCGCAGTGCCGGCACGGACACAACACATCTAATAGGCT
GGCACCACGTCGGCCTGATTATTTCCACCGTTTAGATGCTTTGAGGATACATCATG
ACCATTAGATGTATTCTGAGTCACATATATAAACATCACGCAACCTTTTCAAACTC
TAACTCCCTAGCCAGCGGAGCAGACACATCCTTGCTCCTTCTCCGACATTTGAAC
AGCCGAACACCTCTGTCTCTCGCTCGCTTGACCAGTGGCCATGCAGATCCTAAGC
CACTCCCTTCATTGCTCCCTACGTCTTGTACTACCCTTGAGACATGGCTGCGACGA
CACGGTGGCCTAGCGCAAGGCATAGCTGCTGCGGTGGTGGCTCGGTGGCCTAGCG
CAAGGCATAGCTGCAAGATGTGGCTGCTGCTACGGCCACTCTCTCTCTCTCCCGC
ATGGCTATACGACAGCGGTGACGCCTGTCTTCTCCTTGAGACAGGGCGCAACGAG
CTTCTCGACTCCTCCTGAAGCCATGGGCCAGCACAGGGCACGATGGGCCACCGTG
CTTATCTACACGGCACGACACAACTAAGGAGTCATAATGTCGTGCCTGAGTCGAT
AGGTTGGCACGATGGTCCGAGACGACACGGCACAGTAGAACATAGTGTCGCATA
ATGCCAGAACCGGCCATCCGTTTGGCCAAGTATATAATGTTCAGGGTCCGCATGC
ATGCATGCATGCATTGCAACACATACTGATCTGATGGATGAGCACGCATACACAT
GCAGGTGGCGCGTGTGGGTACAGCGACCTGTACGAGCAGGGCTACGGCATCAAC
AACGCAGCGCTGAGCACGGCGCTCTTCAACGACGGCGCGTCGTGCGGGCAGTGC
TACGTCATCATCTGCGACAGCAGCAAGACCCAGTGGTGCAAGCCCGGCAACAAC
TGGGTTGTCGTCTCTGCCACCAACTTCTGCCCGCCTAACTGGGACCTCCCCGCCGT
CGGAGACCTCCCCGCCGGLCGGLCTGGTGCGCCCCGCCGLCGGCCCCACTTCGACATG
TCCCAGCCCGCCTGGGAGAACATCGGCATCTACAGCGCCGGCGTCATCAACGTCC
TCTACCAGCGAGTCAAGTGCTGGAAGAGCGGCGGCGTGCGCTTCACCATCGCCGG
CTTCAACGGCTTCTACATGGTGCTCATCACCAACGTCGCCGGCAGCGGCTCCATT
CAGAGCATGGCGGTGAAGGGCAACAGCACGGATTGGATCCCCATGTACAGGAAC
TGGGGCGCCAACTGGCACTGCCTCTCCGGCGGGCTCGTCGGACAGGGCCTTAGCT
TCGCGCTCGTCTCCACCGGCGGCCAGAACCTCGTCTTCAAGGACGTCGTGCCGGC
GTGGTGGCAGTTCGGACAAACTTACACCACCTACCAGAATTTCGACTACTAA





