IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.02G315700

Gene Model: SbRi0.02G315700.1.p
Description: SbrEXLA-03

Family: Expansin Like Alpha

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
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Superfanilies PLNI2022
DPBB_RIpA_EXP_N-1ike superfamily

List of domain hits o
Name Accession Description Interval E-value
[+ DPBB_EXLA_N cd22276 N-terminal double-psi beta-barrel fold domain of the expansin-like A subfamily; Expansin-like 20-146 3.00e-65
[+] PLN03023 super family cl33621 Expansin-like B1; Provisional 45-252 2.56e-55

>SbreEXLA-03

MDVLLCCCLLLLLASAASAGSERCVRQGKAAY SPSSLSPVPHGSSGACGYGAMAAEI
NGGFLAAGGPRQHRGGLGCGRCFQMRCRDAKLCSAGGVRVVLTDFHRSNRTDFLL
AGPAFAALAKPGMAQQLNRLDALSVEYKRIPCEYKEKNLSIRVEEGSDKNRGSLVVK
LLYQGGQTDILAVDVAPVGSSAEWRFMTRVYGPVWSTPRAPAGPLQFRAVVTGGYD
GKWVWAEQEVLPADWRPGQVYDTGVRIADVARDGCRGCAVAAAAMDDWK*

CDS (coding sequence)
>ShrEXPA-03

ATGGACGTCCTCCTCTGCTGCTGCTTGCTGCTGCTCCTGGCCTCCGCCGCGTCCGC
CGGCAGCGAGCGCTGCGTGCGGCAGGGGAAGGCGGCCTACTCACCCTCTTCGCTC
TCCCCGGTCCCTCACGGTAGCAGCGGGGCGTGCGGGTACGGCGCCATGGCCGCCG
AGATCAATGGGGGATTCCTCGCCGCCGGCGGGCCCAGGCAGCACCGCGGTGGLC
TCGGCTGCGGCCGCTGCTTCCAGATGAGATGCCGAGACGCAAAGCTGTGCAGCGC
CGGCGGGGTGCGGGTGGTGCTCACCGACTTCCACAGGAGCAACCGCACCGACTTC
CTGCTCGCCGGGCCCGCCTTCGCGGCCCTTGCCAAGCCCGGGATGGCCCAGCAGC
TCAACAGGCTAGACGCCCTCTCCGTAGAGTACAAAAGGATTCCGTGCGAGTACAA
GGAGAAGAACCTGTCGATCCGGGTGGAAGAAGGGAGCGACAAGAACCGAGGCA
GCCTGGTGGTGAAGCTGCTGTACCAGGGCGGCCAGACCGACATCCTGGCGGTGG
ACGTGGCCCCCGTGGGCTCGTCGGCGGAGTGGCGGTTCATGACGCGGGTGTACGG
GCCCGTGTGGAGCACGCCGCGGGCGCCAGCGGGACCGCTGCAGTTCCGGGLGGT
GGTCACGGGCGGCTACGACGGCAAGTGGGTGTGGGCAGAGCAGGAGGTGCTCCC
GGCGGACTGGCGCCCCGGGCAGGTCTACGACACCGGCGTCCGCATCGCCGACGT
CGCCAGGGACGGCTGCCGGGGATGCGCCGTCGCCGCCGCCGCGATGGACGACTG
GAAGTGA

Nucleotide
>ShrEXLA-03

CCGCATGTGCTACACTACACTACACAGAAGCAAGTCTCCTTCCCTCTCTACTCTCT
CTCTCTCTCTAGTGCTCGCCGGCTCTTTCCGCCGCCATGGACGTCCTCCTCTGCTG



CTGCTTGCTGCTGCTCCTGGCCTCCGCCGCGTCCGCCGGCAGCGAGCGCTGCGTG
CGGCAGGGGAAGGCGGCCTACTCACCCTCTTCGCTCTCCCCGGTCCCTCACGGTA
AGCTAGCGCTGATGCATATGAGTGCCTGCCGGCGGCACAGATCGATCCGGCAAC
AACCTAGAGCCTCAATAATATTGGATTCCAGTCGCGCTTTTCTTCCTCTTGATTGG
TCCGTCCTGTTTAATCGTTGGGTATGGATAACCAGGTAGCAGCGGGGCGTGCGGG
TACGGCGCCATGGCCGCCGAGATCAATGGGGGATTCCTCGCCGCCGGLCGGGLCC
AGGCAGCACCGCGGTGGCCTCGGCTGCGGCCGCTGCTTCCAGGTACTGCATCCAG
CTGTTTCCTTCCCAAATCGCTCTCCGATTCCCCTGCTTCGTCTGTCCTTTGCTTGCT
TCGGTTGGCAAGACGCCACTTTCAATCTTCGGTACTATACCTCGGATTGCGATGTG
CGGTTGCGAGTTTTGTCCTCAAACAATCTCCGGGATGGTACGGTGATGGGCTGTG
CTCTGCTCGATTCATGCTTTACAGCTTCTGGGGTGGGGATTTCCCTTTGTGTTGCG
CGCCTATGCTGCTGTCTTAGAGTTCAGAGCCAGCACGCAAAGCAGCAGTAGTCTG
CAGATTAAGGGGGAATCTGTTTGTTGCCTTTTGGTTTTCTTCATTTCAGTTAATTA
GGTTGGCTCGGCTCAATCATCAAGGGAATAAATTTGGGACTTCCGGTTCGATTTC
GTACCAAATGTAGCTCTGATAACTCATTAACAAAAGTGCCCCCAAAATCCAGGAG
CATCTGTTTTGCTTGCTTTCGTGCACCGATTGCATATTCCTTCATTCTGATCGGATT
GTTCTCTGCTTTGGCTTTTTGCATGCATTCTCTTTGGTGTCTCAGAACCCAGAAGA
GTAAGCAAGCTGTGATTCTGAATATACCGTTCGCCTGTCTTTTTATTTGCTGGATG
TTCTTGTCGTGATTCTTATTACCGGTGGAGTAATTAATTTGGGATGATGTAAACAG
ATGAGATGCCGAGACGCAAAGCTGTGCAGCGCCGGCGGGGTGCGGGTGGTGLTC
ACCGACTTCCACAGGAGCAACCGCACCGACTTCCTGCTCGCCGGGCCCGLLTTCG
CGGCCCTTGCCAAGCCCGGGATGGCCCAGCAGCTCAACAGGCTAGACGCCCTCTC
CGTAGAGTACAAAAGGTTGGCATCTTTTTTTCTCTCTTCTACCGTATTTATTTCAAT
AAAAATTAGTGAAAAGCGTAGATTCATCAGATATATATATATATATATATATATA
TATATATATATATATATATATATATATATATATATATATATATATATATATATATA
TATATATATATATATATATATATATATATATATATATATATATATATATATATATA
TATATATATATATAAAATAACAACAAAAATTTCCATGTTCTAACAAATTTGCTCC
ATCGTGTGGTGTTTGGCTGGGGCAGGATTCCGTGCGAGTACAAGGAGAAGAACCT
GTCGATCCGGGTGGAAGAAGGGAGCGACAAGAACCGAGGCAGCCTGGTGGTGAA
GCTGCTGTACCAGGGCGGCCAGACCGACATCCTGGCGGTGGACGTGGCCCCCGTG
GGCTCGTCGGCGGAGTGGCGGTTCATGACGCGGGTGTACGGGCCCGTGTGGAGC
ACGCCGCGGGCGCCAGCGGGACCGCTGCAGTTCCGGGCGGTGGTCACGGGLCGGL
TACGACGGCAAGTGGGTGTGGGCAGAGCAGGAGGTGCTCCCGGCGGACTGGCGC
CCCGGGCAGGTCTACGACACCGGCGTCCGCATCGCCGACGTCGCCAGGGACGGC
TGCCGGGGATGCGCCGTCGCCGCCGCCGCGATGGACGACTGGAAGTGAGGATGG
TGGCTGGGTAGATGACTGATGAATATATATAAATGCATATTAACATCGTTGGTCC
GTCACTTTCACTCGGGCGAGTGACTTAAGAGCTGAGAAGAGGACAGCATGTCAAT
GGAAATGGCAGTAGCTGGAAGAACAGCAACCACCAAGTGCATGGGAGGAAGAA
GAAGACTGAGTAGCTAGCTAGCTGTCTTAGGGGGGCTCCGGTCTTTGTTTGTTCTG
AATTCTGATCAATCTCTGCTCTTGCATGTGCATGTGTGTGCAACAGGAGAGGTAT
CATCGATCGATCGTCAAGGACTCCGATTAGATGCACTCAAAGAATTGTACGTGGT
CGTGGCTATTAGCTGTCTAGCTGATCCCCCCTGATGAATGCTAATTGTTAGAATAA
TCAGCACACAGTACTGCGGTGGTCATGTTTTTCTTCCTCCGGCATTTACATGAACA
TGCGGCATATGATGTTGTCGTTCAAAGTTCAGATGCGGCACCAACCCCTATCTGTT
TTGGTGGCAAGTGAGGGAGGTATATTTAAAGCAAGTGTTAGACTCAGACCTTGTT
TACTTTCACCTAAAAATCTATTTTTTTTCAAGATTTCACGTCACATCGAATCTTTA
GACACATGCACAAAGTATTAAATATAGACGAAAATAAAAACTAATTGTACAACT




TGGTCGGAATTTACGAGATGAATCTTTTGAGCCTAGTCATGGTTGGACAATAATT
ACCACAAACAAACGAAAATGCTATAGTGTGTTGTGAATTTTTTTTCCTTCAAAAA
CTAAACACGGCTAGTTTCTAAAATTTTITTTTG





