IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.010G271000

Gene Model: Sobic.010G271000.1.p
Description: SbEXLA-05

Family: Expansin Like Alpha

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

GENE STRUCTURE


https://phytozome-next.jgi.doe.gov/info/Sbicolor_v3_1_1
https://www.genome.jp/entry/T01086
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Superfanilie: BB_R1pA_EXP_N- sure

Llst of domain hits

Name Accesslnn Description Interval E-value
||DPEE RIpA_EXP_N-like super family 4 double-psi beta-barrel fold of RIpA, N-terminal domain of expansins, and similar domains; The 170-302 5.80e-33
[+] PLN03023 super family EEZ-;‘ Expansin-like B1 Pm isional 216-416 1.06e-30

SEQUENCES
Peptide
>SbhEXLA-05

MDATAILFILATHAQLLNCPSHQRRRVPRICPAFFSMHSTHAAPFILNFSRWLAYPCV
DDLSSLHCCPHVALLCCSSPLAANSITVARCSPARPAAVSYPSPPRRRAEQATLPAGG
SNSDPLRQSIMLLSVVLLRLLATGGLIIFLLCPASCLAPRRRRPPPPPSINDDGNYYCD
WCPRHSTASADLDALLRGNGGGACGYAAAELDRGAPHVAAAGADFFFRDGAGCGA
CYQLRCRDRRVCGDGGVKVVVVAGAANRTGFLLTREAFAAMAKPGMSSDDQLLPG
LGGNAVQVDFRRIPCEYKNKNLSVRVEEEWSRHPAHLAISFLYQGGQTDIAAVEIAH
AAADAPAPAPSWRSMARVPRRGAVTWRTSRAPAGPLQLRLVVTAGVGGKWLRAG
GDVLPADWRPGQVHDTGLRVHDVALSTCARSCLARRPPVVAGSQELR*

CDS (coding sequence)
>ShEXLA-05

ATGGATGCGACAGCCATTTTGTTTATACTTGCAACCCATGCCCAATTGCTGAATTG
CCCATCTCATCAACGACGACGTGTTCCTCGAATTTGTCCGGCCTTTTTCTCCATGC
ACTCGACTCATGCCGCGCCGTTTATTCTTAATTTCTCCCGTTGGCTGGCATATCCA
TGCGTCGACGACCTCAGCTCGTTGCATTGTTGCCCCCACGTTGCATTGCTTTGTTG
CTCTAGCCCTCTAGCTGCTAACAGTATAACAGTAGCTCGCTGCTCGLCLCCGLCCCGC
CCGGCGGCCGTCTCTTATCCATCGCCGCCTCGCCGGCGAGCAGAGCAAGCTACTC
TACCGGCCGGTGGCTCCAACTCCGATCCACTCCGCCAATCCATCATGCTGCTCAG
CGTAGTGCTTCTTCGTCTCTTGGCCACCGGCGGCCTCATCATCTTCCTGTTGTGTC
CCGCGTCCTGCCTTGCTCCTCGTCGTCGTCGTCCTCCTCCCCCTCCTTCCATCAACG
ACGACGGCAACTACTACTGCGACTGGTGCCCTCGCCACTCCACCGCCTCCGCCGA
CCTCGACGCGTTGCTACGTGGTAACGGCGGCGGTGCCTGCGGGTACGCGGCAGCA
GAGCTGGACAGAGGAGCCCCCCACGTCGCCGCCGCGGGCGCCGACTTCTTCTTCC
GCGACGGCGCCGGCTGCGGCGCCTGCTACCAGTTGAGGTGCAGAGACAGGAGGG
TGTGCGGCGACGGCGGCGTCAAGGTCGTCGTGGTGGCCGGCGCGGCCAACCGGA
CGGGGTTCCTGCTCACCAGGGAGGCCTTCGCTGCGATGGCCAAGCCGGGCATGTC
GTCCGATGATCAACTGCTGCCCGGCTTGGGCGGCAATGCTGTTCAGGTCGACTTC
CGAAGAATACCCTGCGAGTACAAGAACAAGAACCTGTCGGTACGCGTCGAGGAG
GAATGGAGCAGGCACCCCGCGCACCTGGCCATCAGCTTCCTGTACCAGGGCGGG
CAGACGGACATCGCGGCCGTCGAGATCGCGCACGCAGCGGCGGACGLGLLGGLG
CCGGCGCCGTCGTGGAGGTCCATGGCGCGCGTGCCCAGGCGCGGCGCCGTGACG
TGGCGCACCTCGCGCGCGCCGGCGGGACCGTTGCAGCTCCGGCTCGTCGTCACGG



CCGGCGTCGGCGGCAAGTGGCTGCGGGCTGGCGGGGACGTGTTGCCGGCGGACT
GGCGGCCTGGGCAGGTGCACGACACGGGGCTCCGGGTCCACGACGTCGCCCTGA
GCACCTGCGCCCGATCCTGCCTGGCGCGCCGGCCGCCGGTGGTCGCCGGCAGCCA
GGAGCTCAGGTAG

Nucleotide
>ShEXLA-05

GACACCCGAGCCGAAAACTTGGAACGCGTAATGCGGCGGCGGAAAAGAGTTTGC
ACGCCATGGATGCGACAGCCATTTTGTTTATACTTGCAACCCATGCCCAATTGCTG
AATTGCCCATCTCATCAACGACGACGTGTTCCTCGAATTTGTCCGGCCTTTTTCTC
CATGCACTCGACTCATGCCGCGCCGTTTATTCTTAATTTCTCCCGTTGGCTGGCAT
ATCCATGCGTCGACGACCTCAGCTCGTTGCATTGTTGCCCCCACGTTGCATTGCTT
TGTTGCTCTAGCCCTCTAGCTGCTAACAGTATAACAGTAGCTCGCTGCTCGCCCGC
CCGCCCGGCGGCCGTCTCTTATCCATCGCCGCCTCGCCGGCGAGCAGAGCAAGCT
ACTCTACCGGCCGGTGGCTCCAACTCCGATCCACTCCGCCAATCCATCATGCTGCT
CAGCGTAGTGCTTCTTCGTCTCTTGGCCACCGGCGGCCTCATCATCTTCCTGTTGT
GTCCCGCGTCCTGCCTTGCTCCTCGTCGTCGTCGTCCTCCTCCCCCTCCTTCCATCA
ACGACGACGGCAACTACTACTGCGACTGGTGCCCTCGCCACTCCACCGCCTCCGC
CGACCTCGACGGTAAACAGGATACTACTTGTTTGTACGTGTGGACAATCTCTCGT
CGATCTCAAACTCAACTCAACTGAATGTGCAGCGTTGCTACGTGGTAACGGCGGC
GGTGCCTGCGGGTACGCGGCAGCAGAGCTGGACAGAGGAGCCCCCCACGTCGCC
GCCGCGGGCGCCGACTTCTTCTTCCGCGACGGCGCCGGCTGCGGCGCCTGCTACC
AGGTGGGTGTAGTGCATCAGGCGACTTGCGACGTGCTCTGCACTCTGCAGCAGTG
CATATCTCTCCCGTGTAAATAACAGTATTGTGGTGGCATTTCTGTTCTGCTGCCTG
CAGTTGAGGTGCAGAGACAGGAGGGTGTGCGGCGACGGCGGCGTCAAGGTCGTC
GTGGTGGCCGGCGCGGCCAACCGGACGGGGTTCCTGCTCACCAGGGAGGCCTTC
GCTGCGATGGCCAAGCCGGGCATGTCGTCCGATGATCAACTGCTGCCCGGCTTGG
GCGGCAATGCTGTTCAGGTCGACTTCCGAAGGTGATGCATTAATTCTGGCTGCAG
TACCTGTACATGTTTGATGATCACGTACGATCAATGCTGTGGACGACGATCTCGC
CATTGATGTTGTTCCGAGCTAAAGATTCAACCTTTTGATCGATACAGAATACCCTG
CGAGTACAAGAACAAGAACCTGTCGGTACGCGTCGAGGAGGAATGGAGCAGGCA
CCCCGCGCACCTGGCCATCAGCTTCCTGTACCAGGGCGGGCAGACGGACATCGCG
GCCGTCGAGATCGCGCACGCAGCGGCGGACGCGLCCGGLCGLCCGGLGLCLGTCGTGG
AGGTCCATGGCGCGCGTGCCCAGGCGCGGCGCCGTGACGTGGCGCACCTCGCGCL
GCGCCGGCGGGACCGTTGCAGCTCCGGCTCGTCGTCACGGCCGGLCGTCGGCGGCA
AGTGGCTGCGGGCTGGCGGGGACGTGTTGCCGGCGGACTGGCGGCCTGGGCAGG
TGCACGACACGGGGCTCCGGGTCCACGACGTCGCCCTGAGCACCTGCGCCCGATC
CTGCCTGGCGCGCCGGCCGCLCGGTGGTCGCCGGCAGCCAGGAGCTCAGGTAGAG
TAGATTATTTTAGATACGAGTAGACGATCAGGCAGAGGCAGGCAGAAAATGGCA
TGCATTAACCTGCAGGAGAGCGAGATTAGCTTGTTGCTTGTGTACATAATGATGA
ATCTCCGTCGTACATGATAGATTCGCCGCGTTTTTTTATGAGCTGAATAATGATGA
ATCGACGATGGAGTTCGTCGTCGATCGATTCGTCGTCCGTGAAGAAAATTACAAC
TAAAAGCAAAACAACAAAGAACTGATCTCTCTGATGCTGCGTTTCCTGCTGACTA
ATTGATGATCAGAGGGACCAACGACGGACATGCCTGCACGCAATGGACGAAAAA
GCGAAGCCATGTATGATGAAGGTTGCAAAGATTTGGATTTGTATTGATGCGCAAG



ATTCGCAGTGACTTATCTGACAGAGTGACAGTTCGACGGAGCAGCTATATTATAG
CAGCAAAA





