IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.001G542200

Gene Model: Sobic.001G542200.2.p
Description: SbEXPB-25

Family: Beta Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sbicolor v3 1 1
KEGG: https://www.genome.jp/entry/T01086

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Sbicolor_v3_1_1
https://www.genome.jp/entry/T01086
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List of domain hits i
Name Accession Description Interval E-value

[+] DPBB_EXPB_N 22275 N-terminal double-psi beta-barrel fold domain of the beta-expansin subfamily; Beta-expansins 89-210 5.18e-81
[+] Pollen_allerg_1 pfam01357 Pollen allergen; This family contains allergens lol PI, Pl and Pli| from Lolium perenne 218-300 1.62e-31

MAVRLWWSSSLSSRAVAAALLCLLVAHGSNCAKHSGGKSHKGGGGHAHAAPTPSP
PAAPPPAVVYPTPPTTPPPPPASSSNGSGGGGGWLNARATWYGAPNGAGPDDNGGA
CGFKGVNLPPFSAMTSCGNEPLFKDGKGCGSCYQIRCKAHPACSGVPETVIITDMNY
YPVAPYHFDLSGTAFGAMAKDDRNDELRHAGIIDIQFKRVPCQYPGLTVTFHIERGSN
PNYLAVLVEYGNGDGDVVQVDLMESRTDDGEPTGVWEPMRESWGSIWRMDTRRPL
QGPFSLRVTNESGKTLVADQVIPADWQPDNVYSSIVQFD*

CDS (coding sequence)
>SbhEXPB-25

ATGGCGGTACGACTGTGGTGGTCGTCGTCCTTGTCCTCCCGCGCCGTCGCTGCAG
CGCTGCTGTGCCTGCTGGTGGCTCACGGCAGCAACTGCGCCAAGCATTCCGGCGG
CAAGAGCCACAAGGGTGGAGGTGGACATGCCCATGCCGCGCCGACCCCGTCTCC
GCCGGCGGCTCCTCCACCAGCCGTCGTCTACCCGACGCCGCCCACCACTCCTCCG
CCTCCGCCGGCAAGCAGCAGCAACGGCAGTGGTGGTGGTGGTGGGTGGCTGAAC
GCCCGTGCGACATGGTACGGCGCCCCCAACGGGGLCGGGGCCCGACGACAATGGT
GGCGCGTGCGGCTTCAAGGGCGTCAACCTCCCACCTTTCTCGGCGATGACGTCCT
GCGGCAACGAGCCACTCTTCAAGGACGGCAAAGGATGCGGCTCATGCTACCAGA
TCCGTTGCAAGGCCCACCCTGCTTGCTCCGGCGTGCCGGAGACGGTGATCATCAC
GGACATGAACTACTACCCCGTGGCCCCCTACCACTTCGACCTCAGCGGCACCGCC
TTCGGAGCCATGGCCAAAGACGACCGCAACGACGAGCTGCGCCACGCAGGCATC
ATCGACATCCAGTTCAAGAGGGTTCCCTGCCAGTACCCTGGCCTCACCGTCACCT
TCCACATCGAGCGCGGCTCCAACCCAAACTACCTGGCCGTGCTCGTCGAGTACGG
CAACGGCGACGGCGACGTCGTGCAGGTCGACCTCATGGAGTCCCGCACCGACGA
CGGCGAGCCCACCGGCGTGTGGGAGCCCATGCGCGAGTCCTGGGGCTCCATCTGG
AGGATGGACACGCGACGCCCGCTGCAGGGACCCTTCTCGCTGCGCGTCACCAACG
AGTCCGGCAAGACGCTCGTCGCCGACCAGGTCATCCCAGCCGACTGGCAGCCAG
ACAACGTCTACAGCTCTATCGTCCAGTTCGACTGA

Nucleotide

>ShEXPB-25



TGGCCGCGATGCAATCCCGCCGGCTGGCCTCATGCATGTCTCCTATATATAAATA
CACGAGACATGCTAACCGACGGCAGGCCCATCGATCCACCACACACCAAGCAGA
GCAGCGATCTAGCTAGCGCCCCGCACCGCCGGCACCACAGCGCAGCAGCTAGTA
GCTAGCTAGCCATGGCGGTACGACTGTGGTGGTCGTCGTCCTTGTCCTCCCGCGC
CGTCGCTGCAGCGCTGCTGTGCCTGCTGGTGGCTCACGGCAGCAACTGCGCCAAG
CATTCCGGCGGCAAGAGCCACAAGGGTGGAGGTGGACATGCCCATGCCGCGCCG
ACCCCGTCTCCGCCGGCGGCTCCTCCACCAGCCGTCGTCTACCCGACGCCGCCCA
CCACTCCTCCGCCTCCGCCGGCAAGCAGCAGCAACGGCAGTGGTGGTGGTGGTGG
GTGGCTGAACGCCCGTGCGACATGGTACGGCGCCCCCAACGGGGCGGGGCCCGA
CGACAATGGTGGCGCGTGCGGCTTCAAGGGCGTCAACCTCCCACCTTTCTCGGCG
ATGACGTCCTGCGGCAACGAGCCACTCTTCAAGGACGGCAAAGGATGCGGCTCA
TGCTACCAGGTACGTACGTCTTATTATTTGCCATTGCCAGTACGCAACAACGTAC
GTAGTCATGCAATTAATGCGTGCCAGCTAGCTACTGTACTGTACACATGCAATGG
CATGGCACTCGCTCACTTGCCGTGCTGTGCATGCCATGCAGATCCGTTGCAAGGC
CCACCCTGCTTGCTCCGGCGTGCCGGAGACGGTGATCATCACGGACATGAACTAC
TACCCCGTGGCCCCCTACCACTTCGACCTCAGCGGCACCGCCTTCGGAGCCATGG
CCAAAGACGACCGCAACGACGAGCTGCGCCACGCAGGCATCATCGACATCCAGT
TCAAGAGGGTTCCCTGCCAGTACCCTGGCCTCACCGTCACCTTCCACATCGAGCG
CGGCTCCAACCCAAACTACCTGGCCGTGCTCGTCGAGTACGGCAACGGCGACGGC
GACGTCGTGCAGGTCGACCTCATGGAGTCCCGCACCGACGACGGCGAGCCCACC
GGCGTGTGGGAGCCCATGCGCGAGTCCTGGGGCTCCATCTGGAGGATGGACACG
CGACGCCCGCTGCAGGGACCCTTCTCGCTGCGCGTCACCAACGAGTCCGGCAAGA
CGCTCGTCGCCGACCAGGTCATCCCAGCCGACTGGCAGCCAGACAACGTCTACAG
CTCTATCGTCCAGTTCGACTGATGACGACGACGACCACGGATTATTCGTCCGCTG
GCCGGCCGGCCGGCCGGCCGGCTAACATCATCCATCCATCCATCCATCATATATA
TCTATACATACTCCAATGCAAGCAATTCAGCTAGCTGCTACGTACGTACCTATAT
ATACTCTGATAGCAGATCGATCGACCATGCATCGATCCACACATATACATATATG
ATATATATATATATATATAGATAGACAGGCAGATCGACGACGTCTGTCGTCAATT
GTTTTCTTGTTGTTACTGTGGTGGGTACTGCTAGCTAGCTAGCTGAATGTATACGT
CGATCATAATGCTTCTTTGGCGAGACGTCGCTTGTGCCGTCCGTCGAGTGCATTAT
ATATATTATGCATGCCGCGCGTATCGTATGTATGTCCAATTAATCCAATCATCTTC
TGTATGTATGTCGTCGTCCATGCATGCACCTCGTACGTGCACGAGCCTGTACAA



