IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.004G294400

Gene Model: Sobic.004G294400.1.p
Description: SbEXPB-35

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 v
+ Name Accession Description Interval E-value
[+] DPBB_EXPB_N cd22275 N-terminal double-psi beta-barrel fold domain of the beta-expansin subfamily; Beta-expansins 66-189 439e-76

[+] Pollen_allerg_1 pfam01357 Pollen allergen; This family contains allergens lol P1, Pl and Pill from Lolium perenne. 197-275 7.07e-31

SEQUENCES
Peptide
>SbhEXPB-35

MAKSYTFLFGALVVLALLVSPIACSRKLAKPNKHKPTHKPAARVVAPRSNYTSTPSA
SDAYGSGGWLSAGATYYGAPNGDGSDGGACGYQTAVGQRPFSSMIAAGSPSLFKGG
KGCGACYEVKCDSNAACSGQPATVVITDECPGGVCLAEAAHFDMSGTSMGAMAKP
GMADRLRAAGILKIQYKRVPCKYSGVNIAFRVDQGSNPFYLEVLVEFEDGDGDLSAV
DLMEAGCGTWTPMVOQNWGALWRYNSNTGKALKAPFSLRLTSDSGKVLVANNVIPA
GWNPGATYRSLVNYS*

CDS (coding sequence)
>SbhEXPB-35

ATGGCGAAATCTTACACCTTCCTGTTCGGTGCACTGGTCGTCCTCGCGCTTCTAGT
GAGCCCCATTGCTTGCTCCCGCAAGCTCGCCAAGCCGAACAAACACAAGCCCACC
CACAAGCCGGCTGCCAGGGTCGTCGCGCCCCGCAGCAACTACACCTCCACCCCCT
CGGCGTCCGACGCATACGGCTCCGGCGGCTGGCTGTCTGCCGGCGCGACGTACTA
CGGCGCCCCAAACGGCGACGGCAGTGACGGCGGTGCGTGCGGATACCAGACCGC
CGTCGGGCAGCGGCCCTTCTCGTCGATGATCGCCGCCGGGAGCCCGTCTCTGTTC
AAGGGAGGCAAGGGCTGCGGCGCCTGCTACGAGGTTAAATGCGACAGCAACGCG
GCGTGCTCCGGCCAGCCGGCCACCGTGGTCATCACCGACGAGTGCCCCGGLGGTG
TCTGCCTTGCGGAGGCGGCTCACTTCGACATGAGCGGCACTTCCATGGGCGCCAT
GGCCAAGCCCGGCATGGCCGACAGGCTTCGCGCCGCCGGCATCCTCAAGATCCA
GTACAAGAGGGTGCCGTGCAAGTACAGCGGCGTGAACATCGCCTTCAGGGTGGA
CCAGGGCTCCAACCCATTCTACTTGGAGGTGCTGGTGGAGTTCGAGGACGGCGAC
GGCGACCTCAGCGCCGTGGACCTGATGGAGGCCGGTTGCGGCACCTGGACGCCG
ATGGTGCAGAACTGGGGCGCGCTGTGGCGCTACAACTCCAACACCGGCAAGGCG
CTCAAGGCGCCCTTCTCGCTCCGCCTCACCTCCGACTCCGGCAAGGTGCTCGTCGC
CAACAACGTCATCCCCGCCGGCTGGAACCCCGGCGCAACGTACCGCTCCCTGGTC
AACTACTCCTAA

Nucleotide

>SbEXPB-35



ACCAAACGAACACTCGAGCTCTACTCTAAGCTCAGCCTCACAGCTGCTCCTCTCG
AGCTAGAGTGTTACTAGGAGTAGCTTAGAAGAAACCGCTCGCGAAAAAACTAGC
TTAGAAGAAACAGCAGCTTACAGCTTAGCAAACAGCTGCAGCAGCAACAATGGC
GAAATCTTACACCTTCCTGTTCGGTGCACTGGTCGTCCTCGCGCTTCTAGTGAGCC
CCATTGCTTGCTCCCGCAAGCTCGCCAAGCCGAACAAACACAAGCCCACCCACAA
GCCGGCTGCCAGGGTCGTCGCGCCCCGCAGCAACTACACCTCCACCCCCTCGGCG
TCCGACGCATACGGCTCCGGCGGCTGGCTGTCTGCCGGCGCGACGTACTACGGCG
CCCCAAACGGCGACGGCAGTGACGGTTAGTGCGGTCGCTTTTACTACTACTTCAC
TGTCTAGTACTCTGGCCGTTGTGTGCACCTTGCACTCCACGGCATCATGGTGTGCC
TGTGTGCACTGACCGAGCTCCAACTGACATGGTGTTTGGATGAAAACGAACATGC
AGGCGGTGCGTGCGGATACCAGACCGCCGTCGGGCAGCGGCCCTTCTCGTCGATG
ATCGCCGCCGGGAGCCCGTCTCTGTTCAAGGGAGGCAAGGGCTGCGGCGCCTGCT
ACGAGGTCAGTCAGCCACAACGGCAAAACGCATTGCCACAGATCGAGTTCGTGT
GGTCACACACCGCACGGACTCGCTAGCAAAGTGTGCCCTCCATTAATGGTGTAGA
CTGTGACTGTAGAGTGGTCGGCGCTGGGTCGGTCTAACTGAATGTGTGCATGCAT
GTGCTGCCGCGCGTAACGCCGCAGGTTAAATGCGACAGCAACGCGGCGTGLTCC
GGCCAGCCGGCCACCGTGGTCATCACCGACGAGTGCCCCGGCGGTGTCTGCCTTG
CGGAGGCGGCTCACTTCGACATGAGCGGCACTTCCATGGGCGCCATGGCCAAGCC
CGGCATGGCCGACAGGCTTCGCGCCGCCGGCATCCTCAAGATCCAGTACAAGAG
GTATATATATATCCGCTAGTGGCTAGTTATTACTGAAAAGTTCAGAGCTTTGTCCT
GTCAAAACTCGAAAGGTGTGTGTTAATCTCGGTGGTAAATTAAACTCTCTCGTCC
GTCCGTCGCAGGGTGCCGTGCAAGTACAGCGGCGTGAACATCGCCTTCAGGGTGG
ACCAGGGCTCCAACCCATTCTACTTGGAGGTGCTGGTGGAGTTCGAGGACGGCGA
CGGCGACCTCAGCGCCGTGGACCTGATGGAGGCCGGTTGCGGCACCTGGACGCC
GATGGTGCAGAACTGGGGCGCGCTGTGGCGCTACAACTCCAACACCGGCAAGGC
GCTCAAGGCGCCCTTCTCGCTCCGCCTCACCTCCGACTCCGGCAAGGTGCTCGTC
GCCAACAACGTCATCCCCGCCGGCTGGAACCCCGGCGCAACGTACCGCTCCCTGG
TCAACTACTCCTAATTAATGAACTGCGCCGGCGGTTCAATCGATCTTCCACCCCG
ACTGCGCTTGGCCGGATTATTATGGGTGGCCAAGAAGTGCATTGCAGTTGCAGGG
GATTCTCGAGCTTGTTTTCTGAGAATGAAATGTGTGTCCGGGTGTTTGCGAGAGG
CGGTGTTCAGAAGAGGAGGAGAAGAAGAAGAAGGTTAAGGGAGCCGTGTTCTTC
ACTCCCTCCACGGTCTCTGCAGTCACCTAGTGATGTGTGTAGTCGTCGTGTTGATT
TCTCTGTTTTTCTTTTCTTTTTGTTGTTTCTTTTTTGGTGTGTTGGCTGAGGAGAGG
AGCTTGAGCTGCGACTAATAAGGTTGCTGGCTGGGTGTTGTATCAAGCGCTGTGT
GTGTGTGTTTTGTACCACGCAATCCTTTCAGAGAATTGAACTCCTGTTTTCCTGTT
TT




