IDENTIFICATION

Species: Sorghum bicolor Rio
Locus: SbRi0.03G365700

Gene Model: SbRi0.03G365700.1.p
Description: SbrEXPA-14

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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DOMAIN ARCHITECTURE

Superfanilies PLNOOOS0O

List of domain hits .
-

Name Accession Description Interval E-value

[+] PLNDQO50 super family expansin A; Provisional 29-252 1.93e-123

SEQUENCES
Peptide
>ShrEXPA-14

MAAAANVLLLLLCSTFCFLAHRAAGDYGGWQSAHATFYGGGDASGTMGGACGYG
NMYSTGYGTNTAALSTALFNDGAACGSCYELRCDNDGQSCLPGTITVTATNFCPPNY
GLPSDDGGWCNPPRPHFDMAQPAFLQIAQYRAGIVPVAYRRVPCVKKGGIRFTINGH
SYFNLVLVTNVAGAGDVQSVSIKGSSTGWQPMSRNWGQNWQSNSLLDGQSLSFQVT
ASDGRTVTSNGVAPAGWQFGQTFEGAQF*

CDS (coding sequence)
>ShrEXPA-14

ATGGCAGCAGCTGCCAACGTCCTGCTCCTCCTGCTCTGCTCAACCTTCTGCTTCCT
TGCCCACCGGGCGGCCGGCGACTATGGCGGCTGGCAGAGCGCCCACGCCACGTT
CTACGGCGGCGGCGACGCGTCCGGCACAATGGGCGGCGCGTGTGGGTACGGGAA
CATGTACAGCACGGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTT
CAACGACGGCGCGGCGTGCGGGTCCTGCTACGAGCTGCGCTGCGACAACGACGG
GCAGTCGTGCCTGCCGGGCACCATCACCGTGACGGCCACCAACTTCTGLCCCGCCCC
AACTACGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGCCGLGLLCCGCACT
TCGACATGGCGCAGCCGGCCTTCCTCCAGATCGCGCAGTACCGCGCCGGCATCGT
GCCCGTCGCCTACAGGAGGGTGCCGTGCGTGAAGAAGGGCGGGATCCGGTTCAC
CATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGLCGCC
GGGGACGTGCAGTCCGTCTCCATCAAGGGCTCCAGCACCGGGTGGCAGCCCATGT
CCCGGAACTGGGGCCAGAACTGGCAGAGCAACTCGCTCCTCGACGGCCAGAGCC
TCTCCTTCCAGGTCACCGCCAGCGACGGCCGCACCGTCACCAGCAACGGLCGTCGC
GCCGGCGGGCTGGCAGTTCGGCCAGACCTTCGAGGGCGCCCAGTTCTAG

Nucleotide
>ShrEXPA-14

ACCCATGCCTTGCAGTCTCGCGAGAGAGCCAGCCATGTGGGCGTGATGCTGGGCC
TGTCCGGTCCTGTACACGCACGAGCAGTTGGCGTCGTCCGCTACTTGCGCGCCCT
AGCGACGAGCACACTTGCATGTGCGCCTGATTCGTATGTGCTAACCGCCGTCGTG
TACCGCGGCGATCGTGGTCGGCGCTCGCCGGCGGGGGTAGCACCCAGTCCCCACC
TCCCTTTATCTCTTTTGTCTCGACGAATTCCCTGCCCCTCCACGAACGTTATTAAC
GATTCCAACTGCCGGGAGCACTGACCGTTGTTGGCCTATAAGTACCTGGCCTCCG



CGCCCCACTCCCTTCACAGCCAAGCAACTCTCCATTCCTGAATCATCAGCTAGTA
GCTAGGTCGAGTCGAGGAGAGTCAGCGACTCGGTGTGTGTGCTACAATGGCAGC
AGCTGCCAACGTCCTGCTCCTCCTGCTCTGCTCAACCTTCTGCTTCCTTGCCCACC
GGGCGGCCGGCGACTATGGCGGCTGGCAGAGCGCCCACGCCACGTTCTACGGCG
GCGGCGACGCGTCCGGCACAATGGGTGAGTCCTCTTCCACGACCGACCGAGAACT
TATATATACTAGCTAGCTAGCCTCCGTTGGAAATCGAAACTGACGTTGCTGATAA
TGCATGCTGCGGCGCTCGATCTTCGATCTGTCATGCAGGCGGCGCGTGTGGGTAC
GGGAACATGTACAGCACGGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCG
CTGTTCAACGACGGCGCGGCGTGCGGGTCCTGCTACGAGCTGCGCTGCGACAACG
ACGGGCAGTCGTGCCTGCCGGGCACCATCACCGTGACGGCCACCAACTTCTGCCC
GCCCAACTACGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACLCLCGLLGLGLCC
GCACTTCGACATGGCGCAGCCGGCCTTCCTCCAGATCGCGCAGTACCGCGCCGGL
ATCGTGCCCGTCGCCTACAGGAGGTGAGAGATACATATATATATTTCGTCGTCGG
TTTCGAGAAAGTTTTCATCTCCCGGCCGGTTGCAGAGAGACTTTGTGACGCCGTG
CGGGTGTCGGTTCTTTAGACCATGTTACGTGGGCCAGCTGCCGGCAGATTAACTG
CTGTTTTTGTTGGTTGTTCGTCTTCTTCCGTGCGCCATGCATGCACGACTGCGACTT
GACCATGCTGTTTGCGAGTAGATTAGGCGTCACACTGACCATTATGAGCTTCCAT
GTTAGTTGTTACTACCTTCAATTTGATAACGATTTGTGGCAAGTTGCAATAACGTC
ACGGTCAGCAATAGTAACACACTTGTGCTCTCATGCATATGCATGCCATGTGCTG
CTGCTTGAACTGAACTTGTTGCAGTACGTTTCAGTTTCACTGACGATCGATCACCT
TTTTTGCAGGGTGCCGTGCGTGAAGAAGGGCGGGATCCGGTTCACCATCAACGGC
CACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCCGGGGACGTGL
AGTCCGTCTCCATCAAGGGCTCCAGCACCGGGTGGCAGCCCATGTCCCGGAACTG
GGGCCAGAACTGGCAGAGCAACTCGCTCCTCGACGGCCAGAGCCTCTCCTTCCAG
GTCACCGCCAGCGACGGCCGCACCGTCACCAGCAACGGCGTCGLCGLCGGLGGEGL
TGGCAGTTCGGCCAGACCTTCGAGGGCGCCCAGTTCTAGCACGCCCCTCCTCGAC
GAGGACCGATTTGCATTTCAGACTTCGATCGATCAGAGTGTGAGCAAGAGAAGG
AAACCCTCTTCGTTGTTGTAAAGAGGAGGCTCCCGCCATTCCGAGGCTGCTTGTT
AATTAGCACCCGCTTAGGCATTTCCTTCCCTGATCATCATCATATAGGATTAAGCT
ATTTAAGTTCTGCACCGGTGAGTGATTGTTGTAGCATTGGGTTAATTAAGGAAAA
ACAAAAACCTGCAAGGCTGAATATTGTAGGGCTAGATGCAGGGGAGTGGTGTCG
TGTAACTTTTGTTGTTACCCTGTAGCTAGCAACCCCCCGAATCCGGCCACATGGG
GTGGGAGATGTTTGTGGGGATTGCATTGCACGACCGTGAACAATAATGCTTGTTT
ATGGTCTACTATACATGTAGTATATATGATGATATGCTCGTGGTTTGATCCTCAGT
TTGTACCTTTTTTGTCTTCCATCGATCCATCTCTTTACAAACTTGTGAAAGGCCGC
ATGTGCATGCGTGGTCTGATGTGGTGAGTCCGTGAGTGGTCAATTTCAAAATTTG
TTCCCAGC





