IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.04G313800

Gene Model: SbRi0.04G313800.1.p
Description: SbrEXPB-29

Family: Beta 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
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DOMAIN ARCHITECTURE
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specific hits L Pollen_allerg_1
Superfanilies DPBB_RIpA_EXP_N-like superfamily Pollen_allerg_1 superfamily

List of domain hits hd

Name Accession Description Interval E-value
[+ DPBB_EXPB_N 4222 N-terminal double-psi beta-barrel fold domain of the beta-expansin subfamily: Beta-expansins 66-139 439¢-76
[+ Pollen_allerg_1 plam01357 Pollen allergen; This family contains allergens lol P1, PIl and Plil from Lolium perenne. 197-275 7.07e-31

SEQUENCES
Peptide
>ShrEXPB-29

MAKSYTFLFGALVVLALLVSPIACSRKLAKPNKHKPTHKPAARVVAPRSNYTSTPSA
SDAYGSGGWLSAGATYYGAPNGDGSDGGACGYQTAVGQRPFSSMIAAGSPSLFKGG
KGCGACYEVKCDSNAACSGQPATVVITDECPGGVCLAEAAHFDMSGTSMGAMAKP
GMADRLRAAGILKIQYKRVPCKYSGVNIAFRVDQGSNPFYLEVLVEFEDGDGDLSAV
DLMEAGCGTWTPMVOQNWGALWRYNSNTGKALKAPFSLRLTSDSGKVLVANNVIPA
GWNPGATYRSLVNYS*

CDS (coding sequence)
>ShrEXPB-29

ATGGCGAAATCTTACACCTTCCTGTTCGGTGCACTGGTCGTCCTCGCGCTTCTAGT
GAGCCCCATTGCTTGCTCCCGCAAGCTCGCCAAGCCGAACAAACACAAGCCCACC
CACAAGCCGGCTGCCAGGGTCGTCGCGCCCCGCAGCAACTACACCTCCACCCeCT
CGGCGTCCGACGCATACGGCTCCGGCGGCTGGCTGTCTGCCGGCGCGACGTACTA
CGGCGCCCCAAACGGCGACGGCAGTGACGGCGGTGCGTGCGGATACCAGACCGC
CGTCGGGCAGCGGCCCTTCTCGTCGATGATCGCCGCCGGGAGCCCGTCTCTGTTC
AAGGGAGGCAAGGGCTGCGGCGCCTGCTACGAGGTTAAATGCGACAGCAACGCG
GCGTGCTCCGGCCAGCCGGCCACCGTGGTCATCACCGACGAGTGCCCCGGLGGTG
TCTGCCTTGCGGAGGCGGCTCACTTCGACATGAGCGGCACTTCCATGGGCGCCAT
GGCCAAGCCCGGCATGGCCGACAGGCTTCGCGCCGCCGGCATCCTCAAGATCCA
GTACAAGAGGGTGCCGTGCAAGTACAGCGGCGTGAACATCGCGTTCCGGGTGGA
CCAGGGCTCAAACCCGTTCTACTTGGAGGTGCTGGTGGAGTTCGAGGACGGCGAC
GGCGACCTCAGCGCCGTGGACCTGATGGAGGCCGGGTGCGGCACCTGGACGCCG
ATGGTGCAGAACTGGGGCGCGCTGTGGCGCTACAACTCCAACACCGGCAAGGCG
CTCAAGGCGCCCTTCTCGCTCCGCCTCACCTCCGACTCCGGCAAGGTGCTCGTCGC
CAACAACGTCATCCCCGCCGGCTGGAACCCCGGCGCCACGTACCGCTCCTTGGTC
AACTACTCCTAA

Nucleotide

>SbrEXPB-29



CACCAAACGAACACTCGAGCTCTACTCTAAGCTCAGCCTCACAGCTGCTCCTCTC
GAGCTAGAGTGTTACTAGGAGTAGCTTAGAAGAAACCGCTCGCGAAAAAACTAG
CTTAGAAGAAACAGCAGCTTACAGCTTAGCAAACAGCTGCAGCAGCAACAATGG
CGAAATCTTACACCTTCCTGTTCGGTGCACTGGTCGTCCTCGCGCTTCTAGTGAGC
CCCATTGCTTGCTCCCGCAAGCTCGCCAAGCCGAACAAACACAAGCCCACCCACA
AGCCGGCTGCCAGGGTCGTCGCGCCCCGCAGCAACTACACCTCCACCCCCTCGGC
GTCCGACGCATACGGCTCCGGCGGCTGGCTGTCTGCCGGCGCGACGTACTACGGC
GCCCCAAACGGCGACGGCAGTGACGGTTAGTGCGGTCGCTTTTACTACTACTTCA
CTGTCTAGTACTCTGGCCGTTGTGTGCACCTTGCACTCCACGGCATCATGGTGTGC
CTGTGTGCACTGACCGAGCTCCAACTGACATGGTGTTTGGATGAAAACGAACATG
CAGGCGGTGCGTGCGGATACCAGACCGCCGTCGGGCAGCGGCCCTTCTCGTCGAT
GATCGCCGCCGGGAGCCCGTCTCTGTTCAAGGGAGGCAAGGGCTGCGGCGCCTG
CTACGAGGTCAGTCAGCCACAACGGCAAAACGCATTGCCACAGTTCGAGTTCGTG
TGGTCACACACCGCACGGACTCGCTAGCAAAGTGTGCCCTCCATTAATGGTGTAG
ACTGTGACTGTAGAGTGGTCGGCGCTGGGTCGGTCTAACTGAATGTGTGCATGCA
TGTGCTGCCGCGCGTAACGCCGCAGGTTAAATGCGACAGCAACGCGGCGTGLTCC
GGCCAGCCGGCCACCGTGGTCATCACCGACGAGTGCCCCGGCGGTGTCTGCCTTG
CGGAGGCGGCTCACTTCGACATGAGCGGCACTTCCATGGGCGCCATGGCCAAGCC
CGGCATGGCCGACAGGCTTCGCGCCGCCGGCATCCTCAAGATCCAGTACAAGAG
GTATATATATCCGCTAGTGGCTAGTTATTACTGAAAAGTTCAGAGCTTTGTCCTGT
CAAAACTCGAAAGGTTTGTGTGGTAAATTATACTCTCTCGTCCGTCCGTCGCAGG
GTGCCGTGCAAGTACAGCGGCGTGAACATCGCGTTCCGGGTGGACCAGGGCTCA
AACCCGTTCTACTTGGAGGTGCTGGTGGAGTTCGAGGACGGCGACGGCGACCTCA
GCGCCGTGGACCTGATGGAGGCCGGGTGCGGCACCTGGACGCCGATGGTGCAGA
ACTGGGGCGCGCTGTGGCGCTACAACTCCAACACCGGCAAGGCGCTCAAGGCGC
CCTTCTCGCTCCGCCTCACCTCCGACTCCGGCAAGGTGCTCGTCGCCAACAACGTC
ATCCCCGCCGGCTGGAACCCCGGCGCCACGTACCGCTCCTTGGTCAACTACTCCT
AATTGATGAACTGCGCCGGCGGTTCAATCGATCTTCCACCCCGACTGCGCTTGGC
CTGATTTATTATGCGTGGCCAAGAAGTGCATTGCAGTTGCAGGGGATTCTCGAGC
TTGTTTTCGGGTGTTTGCGAGAGGCGGTGTCAGAAGAGGAGAAGAAGAAGAAGG
TTAAGGGAGCCGTGTTCTTCACTCCCTCCACGGTCTCTGCAGTCACCTAGTGATGT
GTGTAGTCGTCGTGTCGATTTCTCTGTTTTTCTATTTTTTGGTTGTTTCTTTTTTGGT
GTGTTGGCTGAGGAGAGGAGCTTGAGCTGCGACTAATAAGGTTGCTAGCTGGGTG
TTGTATCAAGCGCTGTGTGTGTGTGTTTTGTACCACGCAATCCTTTCAGAGAATTG
AACTCCTGTTTTCCTGTTTTACCACGAGTGCAC






