IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.09G183000

Gene Model: SbRi0.09G183000.1.p
Description: SbrEXPA-29

Family: Alpha Expansin

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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GENE STRUCTURE
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Query seq.
Superfanilies g

-+ Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 26-247 3.45e-122
SEQUENCES

Peptide

>ShrEXPA-29

MAIAGALFLLLGLLAGEAAAGGYGGWQSAHATFYGGGDASGTMGGACGYGNLYST
GYGTNTAALSTALFNDGAACGSCYELRCDNAGRSCLPGTITVTATNFCPPNYGLPSD
DGGWCNPPRPHFDMAEPAFLHIAQYRAGIVPVAFRRVPCVKKGGIRFTINGHSYFNL
VLVTNVAGAGDVRSVSIRGSRTGWQPMSRNWGQNWQSNADLDGQALSFQVTASDG
RTVTSNNAAPAGWQFGQTFEGAQF*

CDS (coding sequence)
>ShrEXPA-29

ATGGCCATTGCCGGTGCTCTTTTCCTCCTGCTCGGTCTCCTCGCCGGGGAAGCCGC
GGCGGGCGGCTACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTACGGCGGEGG
CGACGCGTCCGGCACAATGGGCGGCGCGTGCGGGTACGGCAACCTGTACAGCAC
CGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACGACGGEGC
GGCGTGCGGGTCCTGCTACGAGCTGCGGTGCGACAACGCCGGGCGGTCGTGLCTG
CCGGGCACCATCACCGTGACGGCCACCAACTTCTGCCCTCCCAACTACGGCCTCC
CCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGGCCGCACTTCGACATGGLCG
AGCCCGCCTTCCTCCACATCGCGCAGTACCGCGCCGGCATCGTGCCCGTCGCCTT
CAGGAGAGTGCCGTGCGTGAAGAAGGGCGGCATCCGGTTCACCATCAACGGGCA
CTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCGGGCGCGGGGGACGTGCGG
TCCGTCTCCATCCGGGGCTCGCGGACGGGGTGGCAGCCCATGTCGCGGAACTGGEG
GCCAGAACTGGCAGAGCAACGCGGACCTGGACGGGCAGGCGCTGTCGTTCCAGG
TCACCGCCAGCGACGGCCGCACCGTCACCAGCAACAACGCCGCCCLCCGLCLCGGAT
GGCAGTTCGGCCAGACCTTCGAGGGCGCCCAGTTCTGA

Nucleotide
>ShrEXPA-29

TTTAGCCGCACCAAATCGCAGAGAAATTTTTGTATACGCGCACGGCGCGGGGCAC
CGGCACGGCCCGCGAGTCTCGCAACCGCCACCGGCGCCTTTGGTTCGGCTATAAA
TAGTTGGGTGCTGGGAGGGCAAGCTCCTCACTGCCAGCCAGACGTTTCCAAGCCA
TTAGTTGTTGGTAGCACACAAGCTAAGCTTTAGATAACCTTCTTCTTCTTCCTGCT
TCTGTCTCGAAGGCAGCTTCGGAGCTCGGAGCGCCCAGCCAGCAATGGCCATTGC
CGGTGCTCTTTTCCTCCTGCTCGGTCTCCTCGCCGGGGAAGCCGCGGCGGGLCGGC



TACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTACGGCGGCGGCGACGCGTCC
GGCACAATGGGTGAGTCGTCGTCCACTGCCCTGCCTCGGCCTGCCGCGGCCGTGC
GTTCCGATCATCGTCGATCGGCTCAGCAGCAAATTAAAAGAAACTGATGGTTGTT
TTTTGTGACATCCCTTCTTTCTCGTCCAGGCGGCGCGTGCGGGTACGGCAACCTGT
ACAGCACCGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACG
ACGGCGCGGCGTGCGGGTCCTGCTACGAGCTGCGGTGCGACAACGCCGGGCGGT
CGTGCCTGCCGGGCACCATCACCGTGACGGCCACCAACTTCTGCCCTCCCAACTA
CGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGGCCGCACTTCGAC
ATGGCCGAGCCCGCCTTCCTCCACATCGCGCAGTACCGCGCCGGCATCGTGCCCG
TCGCCTTCAGGAGGTAACCCCCTCATGCTGGCTCGATCAGTTTGCTCTTGGATCAC
ATGCCCGTGCTGGCTGCCTGCACATGTGTGCTGCTGGCACGGCACGGCGCCGTGG
TCACGCACGCACACATGCACGATATGGGCCCGAGCTGCTATGCTACGGCTCGCCC
CGCCTTGTGGTGGACCAAATCGACCCAACCGCGTCGGACGTCGGTTCGAAGGTTG
GTGGACCCGCACCCCAAGTTCGGCCCATTAGTTCGGTGGGCCACCCTGCAGATTC
GATACGGGTCTCGTGGGGTCCAGGATGAGCTGCAGGCGACGCGCATGTGCCGTG
CCACCACAACACTCTAGCGTAGTACTCACACGCACTACTGACTACTCCCATTGAC
GCCGATCACGAATCGGTCGTCTCACGTATACGTAGTGGCCGTTAGTTGCAAACGC
ATCGATCTGCATGTGAAAACTGACATGTGCTACACGTACGATGGCATGCATGCAG
AGTGCCGTGCGTGAAGAAGGGCGGCATCCGGTTCACCATCAACGGGCACTCCTAC
TTCAACCTGGTGCTGGTGACCAACGTGGCGGGCGCGGGGGACGTGCGGTCCGTCT
CCATCCGGGGCTCGCGGACGGGGTGGCAGCCCATGTCGCGGAACTGGGGCCAGA
ACTGGCAGAGCAACGCGGACCTGGACGGGCAGGCGCTGTCGTTCCAGGTCACCG
CCAGCGACGGCCGCACCGTCACCAGCAACAACGCCGLCCCCCGCCGGATGGCAGT
TCGGCCAGACCTTCGAGGGCGCCCAGTTCTGATTTCTGAACGAACTTCTTCTGATC
GTCGATGAAGTGGACGATTAGTCAGTCAGTCAGTCAATTAATTACGGTACTATTT
TTATCGATTTGTTTCTTTTTTTTTTGCCTTTTGCGCGTGATGAGTGTGCAAGAGAGA
GAAATTAAGACAAGACGAATTGAAGCCTCTCTCTCTCCCGGTTATATTGAAGGAA
GGAGAGGCTTTAATTGGGCTTTTGCGCTATGCTGAGGCTGCTAATCTAGCACCCG
CCTAGTAGTACGTAGTAGACGGTTTTCCTTTGCTTTTGCTCTGGTGGTGGTGGTGG
TGGTGGATTATGGAGTGTGGACCAAAGATTGGAGATCCAGCTCCTAGAAGTACGT
ACTAATAGTACTTGAAGAAATGAATAATAGTTGTAATTTATTTTTGGACCTAGCTT
GTTGTTATTATTATTGTACTCGCGCCGGCCTTGAGTCGAAATTGAAGCTCGCGCAA
GGCCGGCCGGCCAGCCATTGCTCTCATTCATCAGTAGCTTCGTTCTGGTGTGTTTG
TACGTATGGGTGGCGGTGGTGACTTTTGGTGTTTGTTGGGGGTGTAACGCCAAGT
ACAGTATCTTCTGCTCACATGGGTGGGGGCAAACCATGTCGTGTGCTGCCTTGGA
TTTCCGCGGCCGCGAGCGAGCGGTGTCGGTTGCGTCCTCTGCTGGCTAGCTGCTG
CCTGCGGCTAAGGTCTTGTTTAATTCCAAAATTTTTTGCAAAACAGACATCGTAGC
ATTTTCGTTTGTATGTGACAAATATTGTCTAATCATGCACTAACTAGGCTCAAAAG
ATTCGTCTCGTCAATTTCGATCAAACTGTGCAATTAGTTTTTATTTTCTTCTATATT
TAATACTCCATACATGCGTCTAAAA






