IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.003G338801

Gene Model: Sobic.003G128800.1.p
Description: SbEXPA-19

Family: Alpha Expansin

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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List of domain hits .

Name Accession Description Interval E-value

+
[+] PLN0O0050 super family expansin A; Provisional 29-252 1.93e-123

SEQUENCES
Peptide
>ShEXPA-19

MAAAANVLLLLLCSTFCFLAHRAAGDYGGWQSAHATFYGGGDASGTMGGACGYG
NMYSTGYGTNTAALSTALFNDGAACGSCYELRCDNDGQSCLPGTITVTATNFCPPNY
GLPSDDGGWCNPPRPHFDMAQPAFLQIAQYRAGIVPVAYRRVPCVKKGGIRFTINGH
SYFNLVLVTNVAGAGDVQSVSIKGSSTGWQPMSRNWGQNWQSNSLLDGQSLSFQVT
ASDGRTVTSNGVAPAGWQFGQTFEGAQF*

CDS (coding sequence)
>ShEXPA-19

ATGGCAGCAGCTGCCAACGTCCTGCTCCTCCTGCTCTGCTCAACCTTCTGCTTCCT
TGCCCACCGGGCGGCCGGCGACTATGGCGGCTGGCAGAGCGCCCACGCCACGTT
CTACGGCGGCGGCGACGCGTCCGGCACAATGGGCGGCGCGTGTGGGTACGGGAA
CATGTACAGCACGGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGLCTGTT
CAACGACGGCGCGGCGTGCGGGTCCTGCTACGAGCTGCGCTGCGACAACGACGG
GCAGTCGTGCCTGCCGGGCACCATCACCGTGACGGCCACCAACTTCTGCCCGCCC
AACTACGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGCCGLGLCCGCACT
TCGACATGGCGCAGCCGGCCTTCCTCCAGATCGCGCAGTACCGCGCCGGCATCGT
GCCCGTCGCCTACAGGAGGGTGCCGTGCGTGAAGAAGGGCGGGATCCGGTTCAC
CATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCC
GGGGACGTGCAGTCCGTCTCCATCAAGGGCTCCAGCACCGGGTGGCAGCCCATGT
CCCGGAACTGGGGCCAGAACTGGCAGAGCAACTCGCTCCTCGACGGCCAGAGCC
TCTCCTTCCAGGTCACCGCCAGCGACGGCCGCACCGTCACCAGCAACGGCGTCGC
GCCGGCGGGCTGGCAGTTCGGCCAGACCTTCGAGGGCGCCCAGTTCTAG

Nucleotide
>ShEXPA-19

CACATTTCTTGTCTTGCCACTAGCCAAATAAGCCCAGACCCATGCCTTGCAGTCTC
GCGAGAGAGCCAGCCATGTGGGCGTGATGCTGGGCCTGTCCGGTCCTGTACACGC
ACGAGCAGTTGGCGTCGTCCGCTACTTGCGCGCCCTAGCGACGAGCACACTTGCA
TGTGCGCCTGATTCGTATGTGCTAACCGCCGTCGTGTACCGCGGCGATCGTGGTC
GGCGCTCGCCGGCGGGGGTAGCACCCAGTCCCCACCTCCCTTTATCTCTTTTGTCT
CGACGAATTCCCTGCCCCTCCACGAACGTTATTAACGATTCCAACTGCCGGGAGC



ACTGACCGTTGTTGGCCTATAAGTACCTGGCCTCCGCGCCCCACTCCCTTCACAGC
CAAGCAACTCTCCATTCCTGAATCATCAGCTAGTAGCTAGGTCGAGTCGAGGAGA
GTCAGCGACTCGGTGTGTGTGCTACAATGGCAGCAGCTGCCAACGTCCTGCTCCT
CCTGCTCTGCTCAACCTTCTGCTTCCTTGCCCACCGGGCGGCCGGCGACTATGGCG
GCTGGCAGAGCGCCCACGCCACGTTCTACGGCGGCGGCGACGCGTCCGGCACAA
TGGGTGAGTCCTCTTCCACGACCGACCGAGAACTTATATATACTAGCTAGCTAGC
CTCCGTTGGAAATCGAAACTGACGTTGCTGATAATGCATGCTGCGGCGCTCGATC
TTCGATCTGTCATGCAGGCGGCGCGTGTGGGTACGGGAACATGTACAGCACGGG
GTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCGGC
GTGCGGGTCCTGCTACGAGCTGCGCTGCGACAACGACGGGCAGTCGTGCCTGCCG
GGCACCATCACCGTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTCCCCA
GCGACGACGGCGGCTGGTGCAACCCGCCGCGCCCGCACTTCGACATGGCGCAGC
CGGCCTTCCTCCAGATCGCGCAGTACCGCGCCGGCATCGTGCCCGTCGCCTACAG
GAGGTGAGAGATACATATATATATTTCGTCGTCGGTTTCGAGAAAGTTTTCATCTC
CCGGCCGGTTGCAGAGAGACTTTGTGACGCCGTGCGGGTGTCGGTTCTTTAGACC
ATGTTACGTGGGCCAGCTGCCGGCAGATTAACTGCTGTTTTTGTTGGTTGTTCGTC
TTCTTCCGTGCGCCATGCATGCACGACTGCGACTTGACCATGCTGTTTGCGAGTAG
ATTAGGCGTCACACTGACCATTATGAGCTTCCATGTTAGTTGTTACTACCTTCAAT
TTGATAACGATTTGTGGCAAGTTGCAATAACGTCACGGTCAGCAATAGTAACACA
CTTGTGCTCTCATGCATATGCATGCCATGTGCTGCTGCTTGAACTGAACTTGTTGC
AGTACGTTTCAGTTTCACTGACGATCGATCACCTTTTTTGCAGGGTGCCGTGCGTG
AAGAAGGGCGGGATCCGGTTCACCATCAACGGCCACTCCTACTTCAACCTGGTGC
TGGTGACCAACGTGGCCGGCGCCGGGGACGTGCAGTCCGTCTCCATCAAGGGCTC
CAGCACCGGGTGGCAGCCCATGTCCCGGAACTGGGGCCAGAACTGGCAGAGCAA
CTCGCTCCTCGACGGCCAGAGCCTCTCCTTCCAGGTCACCGCCAGCGACGGLCCGC
ACCGTCACCAGCAACGGCGTCGCGCCGGCGGGCTGGCAGTTCGGCCAGACCTTCG
AGGGCGCCCAGTTCTAGCACGCCCCTCCTCGACGAGGACCGATTTGCATTTCAGA
CTTCGATCGATCAGAGTGTGAGCAAGAGAAGGAAACCCTCTTCGTTGTTGTAAAG
AGGAGGCTCCCGCCATTCCGAGGCTGCTTGTTAATTAGCACCCGCTTAGGCATTT
CCTTCCCTGATCATCATCATATAGGATTAAGCTATTTAAGTTCTGCACCGGTGAGT
GATTGTTGTAGCATTGGGTTAATTAAGGAAAAACAAAAACCTGCAAGGCTGAAT
ATTGTAGGGCTAGATGCAGGGGAGTGGTGTCGTGTAACTTTTGTTGTTACCCTGT
AGCTAGCAACCCCCCGAATCCGGCCACATGGGGTGGGAGATGTTTGTGGGGATTG
CATTGCACGACCGTGAACAATAATGCTTGTTTATGGTCTACTATACATGTAGTATA
TATGATGATATGCTCGTGGTTTGATCCTCAGTTTGTACCTTTTTTGTCTTCCATCGA
TCCATCTCTTT



