IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.001G238300

Gene Model: Sobic.001G238300.1.p
Description: SbEXPA-08

Family: Alpha 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

GENE STRUCTURE

ShEXPA-08 —
3

L 1 1 1 1 1 1 .
Obp 2iibp A00bp Gibp §ibp 1000bp 1300bp
Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

75 100 125 150 175 200 28 252
S SR S I ST ST ST SR [ SN SR ST SR A SO WA S NN AN SO SN SN SN AT WO T VN AN AN T SN T WO A VO O S U A T N ST T AN N S S S |

Query seq.
Superfanilies PLNNO193

[+] PLND0193 5:.;&"‘:;'", c .‘jﬂ'“lﬂ‘ expansin-A. Provisional peseription Inf:;:l‘;.l E;‘:VI::%
SEQUENCES

Peptide

>ShEXPA-08

MKINKSLVLCLSFSACLALAAAGWSPGTATFYGGADGSGTMGGACGYDNLYNAGY
GVNNAALSSTLFNDGASCGQCYLITCDASRPGGQWCKPGNSITVSATNLCPANYALP
NGGWCGPGRPHFDMSQPAWERIGIYSAGVIPVLYQQVKCSRTGGVRFGIAGSQYFLL
VNIQNLGGSGSVGAAWVKGDRTGWIQMSRNWGANWQALAGLVGQGLSFAVTTTG
GQYIQFWNVVPRWWQFGQTYTTTQNFYY*

CDS (coding sequence)
>ShEXPA-08

ATGAAAATCAACAAGTCCCTAGTTTTGTGCCTATCCTTCTCGGCGTGCCTAGCCCT
CGCCGCCGCAGGCTGGTCTCCCGGCACCGCCACGTTCTACGGCGGAGCCGACGGC
TCTGGCACCATGGGTGGTGCGTGCGGGTACGACAACCTGTACAACGCCGGGTACG
GCGTGAACAATGCGGCGCTGAGCTCGACGCTGTTCAACGACGGCGCGTCGTGCG
GGCAGTGCTACCTCATCACCTGCGACGCGTCGCGTCCGGGCGGGCAGTGGTGCAA
GCCGGGCAACTCCATCACGGTGTCCGCCACCAACCTGTGCCCGGCCAACTACGCG
CTCCCCAACGGCGGGTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGTCGCAGC
CGGCGTGGGAGCGCATCGGCATCTACAGCGCCGGCGTCATCCCGGTCCTGTACCA
GCAGGTCAAGTGCTCGCGCACCGGCGGCGTGCGCTTCGGCATCGCCGGCTCCCAG
TATTTCCTGCTCGTCAACATCCAGAACCTCGGAGGCAGTGGCTCCGTGGGCGCCG
CCTGGGTGAAGGGCGACAGGACGGGGTGGATCCAGATGTCCAGGAACTGGGGCG
CCAACTGGCAGGCGCTCGCCGGGCTCGTCGGCCAGGGGCTCAGCTTCGCCGTTAC
CACTACCGGCGGGCAGTACATTCAGTTCTGGAACGTGGTGCCTAGGTGGTGGCAG
TTCGGACAGACCTACACCACAACCCAGAATTTCTACTACTAA

Nucleotide
>ShEXPA-08

AAGAAGTCCAGAACACGTATACGGTTGATCGTCTCTCCATTGCCAAATCCACTTC
GATCGTAGTAGTCATGAAAATCAACAAGTCCCTAGTTTTGTGCCTATCCTTCTCGG
CGTGCCTAGCCCTCGCCGCCGCAGGCTGGTCTCCCGGCACCGCCACGTTCTACGG
CGGAGCCGACGGCTCTGGCACCATGGGTAAGCAAGCAGCTCTTAATAATTACACA
CACATTGCATCCATTTTTGCGCAAGAGCTACGCACATTTTGCTAACTGCGCGCCCA
TGCACTTATTGCCAATGCAGGTGGTGCGTGCGGGTACGACAACCTGTACAACGCC



GGGTACGGCGTGAACAATGCGGCGCTGAGCTCGACGCTGTTCAACGACGGCGCG
TCGTGCGGGCAGTGCTACCTCATCACCTGCGACGCGTCGCGTCCGGGCGGGCAGT
GGTGCAAGCCGGGCAACTCCATCACGGTGTCCGCCACCAACCTGTGCCCGGCCAA
CTACGCGCTCCCCAACGGCGGGTGGTGCGGCCCGGGGCGCCCCCACTTCGACATG
TCGCAGCCGGCGTGGGAGCGCATCGGCATCTACAGCGCCGGCGTCATCCCGGTCC
TGTACCAGCAGGTCAAGTGCTCGCGCACCGGCGGCGTGCGCTTCGGCATCGCCGG
CTCCCAGTATTTCCTGCTCGTCAACATCCAGAACCTCGGAGGCAGTGGCTCCGTG
GGCGCCGCCTGGGTGAAGGGCGACAGGACGGGGTGGATCCAGATGTCCAGGAAC
TGGGGCGCCAACTGGCAGGCGCTCGCCGGGCTCGTCGGCCAGGGGCTCAGCTTCG
CCGTTACCACTACCGGCGGGCAGTACATTCAGTTCTGGAACGTGGTGCCTAGGTG
GTGGCAGTTCGGACAGACCTACACCACAACCCAGAATTTCTACTACTAAAACCTG
CAATCAGCGCTAGCAGAGTTCTTGGATCGATCTTCCTGTCGCTATTTCTTGTGGTT
CGGTCAAATCGTAAGGGTGGGAGCCTGGGAGGTCCTCTTTTGTTTTCACGACTGT
GCCTAATGGACACTATTTCATTGAGAAGTATATATAGAAGGGTGGGAGGTCCTCG
TGGCCTGCTCTCTTAATTTCTTTCAACTTTGTAGATATATTTCCTGAATTTTAGATA
TTTCTTTCAACGTTTGTAGATATATACTTACTATATACACTATACATGTATATGAT
TTC




