IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.002G300000

Gene Model: Sobic.002G300000.2.p
Description: SbEXLA-04

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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Legend:
CDs M upstreamy downstream = Intron

DOMAIN ARCHITECTURE

Superfanilies PLNI3O2S

List of domain hits .

Name Accession Description Interval E-value
[+] PLNO3023 super family cl3362 Expansin-like B1; Provisional 72-242 8.78e-43

SEQUENCES
Peptide
>ShEXLA-04

MCYTTLHRSKSPSLSTLSLSSARRLFPPPWTSSSAAACCCSWPPPRPPAASAACGRGR
RPTHPLRSPRSLTMRCRDAKLCSAGGVRVVLTDFHRSNRTDFLLAGPAFAVLAKPGM
AQQLNRLDALSVEYKRIPCEYKEKNLSIRVEEGSDKNRGNLVVKLLYQGGQTDILAV
DVAPVGSSAEWRFMTRVYGPVWSTPRAPAGPLQFRAVVTGGYDGKWVWAEQEVL
PADWRPGQVYDTGVRIADVARDGCRGCAAADAAMDDWK*

CDS (coding sequence)
>ShEXLA-04

ATGTGCTACACTACACTACACAGAAGCAAGTCTCCTTCCCTCTCTACTCTCTCTCT
CTCTAGTGCTCGCCGGCTCTTTCCGCCGCCATGGACGTCCTCCTCTGCTGCTGCTT
GCTGCTGCTCCTGGCCTCCGCCGCGTCCGCCGGCAGCGAGCGCTGCGTGCGGCAG
GGGAAGGCGGCCTACTCACCCTCTTCGCTCTCCCCGGTCCCTCACGATGAGATGC
CGAGACGCAAAGCTGTGCAGCGCCGGCGGAGTGCGGGTGGTGCTCACCGACTTC
CACAGGAGCAACCGCACCGACTTCCTGCTCGCCGGGCCCGCCTTCGCGGTCCTTG
CCAAGCCCGGGATGGCCCAGCAGCTCAACAGGCTAGACGCCCTCTCCGTAGAGT
ACAAAAGGATTCCGTGCGAGTACAAGGAGAAGAACCTGTCGATCCGGGTGGAAG
AAGGGAGCGACAAGAACCGAGGCAACCTGGTGGTGAAGCTGCTGTACCAGGGCG
GCCAGACCGACATCCTGGCGGTGGACGTGGCCCCCGTGGGCTCGTCGGCGGAGT
GGCGGTTCATGACGCGGGTGTACGGGCCCGTGTGGAGCACGCCGLCGGGLGLLCG
CGGGACCGCTGCAGTTCCGGGCGGTGGTCACGGGCGGCTACGACGGCAAGTGGG
TGTGGGCAGAGCAGGAGGTGCTCCCGGCGGACTGGCGCCCCGGACAGGTCTACG
ACACCGGCGTCCGCATCGCCGACGTCGCCAGGGACGGCTGCCGGGGATGCGCCG
CCGCCGACGCCGCGATGGACGACTGGAAGTGA

Nucleotide
>ShEXLA-04

GCATGTGCTACACTACACTACACAGAAGCAAGTCTCCTTCCCTCTCTACTCTCTCT
CTCTCTAGTGCTCGCCGGCTCTTTCCGCCGCCATGGACGTCCTCCTCTGCTGCTGC
TTGCTGCTGCTCCTGGCCTCCGCCGCGTCCGCCGGCAGCGAGCGCTGCGTGLGGL
AGGGGAAGGCGGCCTACTCACCCTCTTCGCTCTCCCCGGTCCCTCACGGTAAGCT
AGCGCTGATGCATATGAGTGCCTGCCGGAACAGATCGATCCGGCAACAACCTAC

AGCCTCAATAATAGTGGATTCCAGTCGCGCTTTTCTTCCTCTTGATTGGTCCGTCC



TGTTTAATCGTTGGATATGGATAACCAGGTAGCAGCGGGGCGTGCGGGTACGGCG
CCATGGCCGCCGAGATCAATGGGGGATTCCTCGCCGCCGGCGGGCCCAGGCAGC
ACCGCGGTGGCCTCGGCTGCGGCCGCTGCTTCCAGGTACTGCATCCAGCTGTTTC
CTTCCCAAATCGCTCTCCGATTCCCCTGCTTCGTCTGTCCTTTGCTTGCTTCGGTTG
GCAAGAAGCCACTTTCTTGACTGCACCCGCAAGAATCTTCGGTACTATACCTCGG
ATTGCGATGTGCGGTTGCGAGTTTTGTCCTCAAACAATCTCCCGGGATGGTACGG
TGATGGGCTGTGCTCTGCTCGATTCATGCTTTCCAGCTTCTGGGGTGGGGATTTCC
CGCTGTGTTGCGCGCCGATGTTGCTGTCTTCAGAGTTCAGAGCCAGCACGCAAAG
CAGCAGTAGTCTGCAAGGGGGAATCTGTTTGTTGCCTTTTGGTTTTCTTCATTTCA
GTCAATCATCAAGGGAATAAATTTGGGACTTCCGGTTCGATTTCGTACCAAATGT
AGCTCTGATAACTCATTAACAAAAGTGCCCCCAAAATCCAGGAGCATCTGTTTTG
CTTGCTTTCGTGCACCGATTGCATATTCCTTCATTCTGATCGGATTGTTCTCTGCTT
TGGCTTTTTGCATGCATTCTCTTTGGTGTCTCAGAACCCAGAAGAGTAAGCAAGCT
GTGATGCTAAATATACCGTTCGCCTGTCTTTTTATTTGCTGGATGTTCTTGTCGTG
ATTCTTACTACCGGTGGAGTAATTAATTTGGGATGATGTAAACAGATGAGATGCC
GAGACGCAAAGCTGTGCAGCGCCGGCGGAGTGCGGGTGGTGCTCACCGACTTCC
ACAGGAGCAACCGCACCGACTTCCTGCTCGCCGGGCCCGCCTTCGCGGTCCTTGC
CAAGCCCGGGATGGCCCAGCAGCTCAACAGGCTAGACGCCCTCTCCGTAGAGTA
CAAAAGGTTCGCATCTTTTTTTCTCTCTTCTACCGTATTTATTTCAATAAAAATTAG
AGAAAAGCGTAGATTCATCAGATATATATATATATATATATATATATATATATAT
ATATATATATATATATATATATATATATATATATATATATATATATAACAACAAAA
ATTTCCATGTTCTAACAAATTTGCCCCATCGTGTGGTGTTTGGCTGGGGCAGGATT
CCGTGCGAGTACAAGGAGAAGAACCTGTCGATCCGGGTGGAAGAAGGGAGCGAC
AAGAACCGAGGCAACCTGGTGGTGAAGCTGCTGTACCAGGGCGGCCAGACCGAC
ATCCTGGCGGTGGACGTGGCCCCCGTGGGCTCGTCGGCGGAGTGGCGGTTCATGA
CGCGGGTGTACGGGCCCGTGTGGAGCACGCCGCGGGLCGCCCGCGGGACCGLTGC
AGTTCCGGGCGGTGGTCACGGGCGGCTACGACGGCAAGTGGGTGTGGGCAGAGC
AGGAGGTGCTCCCGGCGGACTGGCGCCCCGGACAGGTCTACGACACCGGCGTCC
GCATCGCCGACGTCGCCAGGGACGGCTGCCGGGGATGCGCCGCCGCCGACGCCG
CGATGGACGACTGGAAGTGAGGATGGTGGCTGCTGGCTGGGTAGATGACTGATG
AATATATATAAATGCATATTAACATCGTTGGTCCGTCACTTTCACTCTGGCGAGTG
ACTTAAGAGCTGAGAAGAGGACAACATGTCAATGGAAATGGTGGTAGCTGGAAG
AACAGCAACGACCAAGTGCATGCGTCCGGCTGTCCAGAGGAGGGGAGGAAGAAG
AAGAAGACTGAGTAGCTAGCTAGCTGGGGGCTCCGGTCTTTGTTTGTTTCTGAAT
TCTGATCAATCTCTGCTCTTGCAGTTTAGATGTACATTGAACCATGCCTGCTCCGC
TGCATGTGTTGCAACAGGAGAGGTATCATCGATCGATCGTCAAGGACTCCGATTA
GATGCACGCAAAGAATTGTACGTGGTCGTGGCTATTAGCTGTCTAGCTGATCCCC
CCCTGATGAATGCTAATTGTTAGAATAATAACGAGCACACAGTACTGCGGTGGTC
ATGTTTTTCTTCCTCCGGCATTTACATGAACATGCGGCATATGATGTTGTCGTTCA
AAGTTCAGATGCGGCGGCACCAACCCCTATCTGTTTTGGTGGCAAGTGAGGGAGG
TATACTTAAAGCAAGTGTTAGACTCAGGTCTTGTTTAGGCCTTGTTTATTTCCACC
CAAAAATCTAAAATTTTTCAAGATTCCACGTCACATCGAATCTTTAGACACATGC
ATAAAGTATTAGATATAGACAAAAAATAAAAACTAATTGTACAATTTGGTCGGA
ATTTACGAGAGGAATCTTTTGAACATAGTTAGTTCATGGTTGGACA






