IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.002G300000

Gene Model: Sobic.002G300000.1.p
Description: SbEXLA-03

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
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Superfanilies e
DPBB_R1pA_EXP_N-like superfamily

Name Accession Description Interval E-value
[+] DPBB_EXLA_N 122276 N-terminal double-psi beta-barrel fold domain of the expansin-like A subfamily, Expansin-like 20-146 281e-65
[+] PLN03023 super family cl3362 Expansin-like B1; Provisional 45-252 3.280-55
Peptide

>SbEXLA-03

MDVLLCCCLLLLLASAASAGSERCVRQGKAAY SPSSLSPVPHGSSGACGYGAMAAEI
NGGFLAAGGPRQHRGGLGCGRCFQMRCRDAKLCSAGGVRVVLTDFHRSNRTDFLL
AGPAFAVLAKPGMAQQLNRLDALSVEYKRIPCEYKEKNLSIRVEEGSDKNRGNLVV
KLLYQGGQTDILAVDVAPVGSSAEWRFMTRVYGPVWSTPRAPAGPLQFRAVVTGGY
DGKWVWAEQEVLPADWRPGQVYDTGVRIADVARDGCRGCAAADAAMDDWK*

CDS (coding sequence)
>ShEXLA-03

ATGGACGTCCTCCTCTGCTGCTGCTTGCTGCTGCTCCTGGCCTCCGCCGCGTCCGC
CGGCAGCGAGCGCTGCGTGCGGCAGGGGAAGGCGGCCTACTCACCCTCTTCGCTC
TCCCCGGTCCCTCACGGTAGCAGCGGGGCGTGCGGGTACGGCGCCATGGLCCGLCG
AGATCAATGGGGGATTCCTCGCCGCCGGCGGGCCCAGGCAGCACLCGLGGTGGLC
TCGGCTGCGGCCGCTGCTTCCAGATGAGATGCCGAGACGCAAAGCTGTGCAGCGC
CGGCGGAGTGCGGGTGGTGCTCACCGACTTCCACAGGAGCAACCGCACCGACTTC
CTGCTCGCCGGGCCCGCCTTCGCGGTCCTTGCCAAGCCCGGGATGGCCCAGCAGC
TCAACAGGCTAGACGCCCTCTCCGTAGAGTACAAAAGGATTCCGTGCGAGTACAA
GGAGAAGAACCTGTCGATCCGGGTGGAAGAAGGGAGCGACAAGAACCGAGGCA
ACCTGGTGGTGAAGCTGCTGTACCAGGGCGGCCAGACCGACATCCTGGCGGTGG
ACGTGGCCCCCGTGGGCTCGTCGGCGGAGTGGCGGTTCATGACGCGGGTGTACGG
GCCCGTGTGGAGCACGCCGCGGGCGCCCGCGGGACCGCTGCAGTTCCGGGCGGT
GGTCACGGGCGGCTACGACGGCAAGTGGGTGTGGGCAGAGCAGGAGGTGCTCCC
GGCGGACTGGCGCCCCGGACAGGTCTACGACACCGGCGTCCGCATCGCCGACGT
CGCCAGGGACGGCTGCCGGGGATGCGCCGCCGCCGACGCCGCGATGGACGACTG
GAAGTGA

Nucleotide
>ShEXLA-03

CATGTGCTACACTACACTACACAGAAGCAAGTCTCCTTCCCTCTCTACTCTCTCTC
TCTCTAGTGCTCGCCGGCTCTTTCCGCCGCCATGGACGTCCTCCTCTGCTGCTGCT
TGCTGCTGCTCCTGGCCTCCGCCGCGTCCGCCGGCAGCGAGCGCTGCGTGCGGCA



GGGGAAGGCGGCCTACTCACCCTCTTCGCTCTCCCCGGTCCCTCACGGTAAGCTA
GCGCTGATGCATATGAGTGCCTGCCGGAACAGATCGATCCGGCAACAACCTACA
GCCTCAATAATAGTGGATTCCAGTCGCGCTTTTCTTCCTCTTGATTGGTCCGTCCT
GTTTAATCGTTGGATATGGATAACCAGGTAGCAGCGGGGCGTGCGGGTACGGCG
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
GCATCGCCGACGTCGCCAGGGACGGCTGCCGGGGATGCGCCGCCGCCGACGLCG
CGATGGACGACTGGAAGTGAGGATGGTGGCTGCTGGCTGGGTAGATGACTGATG
AATATATATAAATGCATATTAACATCGTTGGTCCGTCACTTTCACTCTGGCGAGTG
ACTTAAGAGCTGAGAAGAGGACAACATGTCAATGGAAATGGTGGTAGCTGGAAG
AACAGCAACGACCAAGTGCATGCGTCCGGCTGTCCAGAGGAGGGGAGGAAGAAG
AAGAAGACTGAGTAGCTAGCTAGCTGGGGGCTCCGGTCTTTGTTTGTTTCTGAAT
TCTGATCAATCTCTGCTCTTGCAGTTTAGATGTACATTGAACCATGCCTGCTCCGC
TGCATGTGTTGCAACAGGAGAGGTATCATCGATCGATCGTCAAGGACTCCGATTA
GATGCACGCAAAGAATTGTACGTGGTCGTGGCTATTAGCTGTCTAGCTGATCCCC
CCCTGATGAATGCTAATTGTTAGAATAATAACGAGCACACAGTACTGCGGTGGTC
ATGTTTTTCTTCCTCCGGCATTTACATGAACATGCGGCATATGATGTTGTCGTTCA
AAGTTCAGATGCGGCGGCACCAACCCCTATCTGTTTTGGTGGCAAGTGAGGGAGG
TATACTTAAAGCAAGTGTTAGACTCAGGTCTTGTTTAGGCCTTGTTTATTTCCACC
CAAAAATCTAAAATTTTTCAAGATTCCACGTCACATCGAATCTTTAGACACATGC
ATAAAGTATTAGATATAGACAAAAAATAAAAACTAATTGTACAATTTGGTCGGA
ATTTACGAGAGGAATCTTTTGAACATAGTTAGTTCATGGTTGGACA






