IDENTIFICATION

Species: Panicum hallii

Locus: Pahal.6G013800

Gene Model: Pahal.6G013800.1.p
Description: PhEXPA-18
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Phallii_v3_ 1
KEGG: https://www.genome.jp/entry/T07366
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Query seq.
Superfanilies

+ Name Accession Description Interval  E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 25-258 7.89%e-81
SEQUENCES

Peptide

>PhEXPA-18

MDPSPACPRAAAAVALLLLTVSPEAVTAVNAGGWEEAHATFYGDETGAETMQGAC
GYGNLFEQGYGLETTALSVALFDEGRSCGGCYELRCHGSASCAPGGAPVTVTATNA
CPANYSKPNENWCNPPLRHFDLSKPMFLRLVTDFHAGIVPVQYRRAPCARRGGVRFG
MKGNRWWVAVLVFNVAGAGDVRAVAVRGSRDAQWADMSRNWGQIWDGDARLV
GQGLSFRVTSGDGRSIVFDGVVPPTWTAGQSFEGKHQF*

CDS (coding sequence)
>PhEXPA-18

ATGGATCCGAGCCCGGCGTGTCCCCGTGCCGCCGCCGCCGTGGCACTGCTGCTAC
TCACTGTCTCTCCGGAAGCGGTCACGGCGGTCAACGCCGGCGGCTGGGAGGAGG
CGCACGCCACGTTCTACGGCGACGAGACCGGAGCCGAAACCATGCAGGGLCGLGT
GCGGGTACGGCAACCTGTTCGAGCAGGGCTACGGGCTGGAAACGACGGCGCTGA
GCGTGGCGCTCTTCGACGAGGGCCGGTCCTGCGGGGGCTGCTACGAGCTGCGGTG
CCACGGCAGCGCCTCCTGCGCGCCCGGLCGGCGCTCCGGTGACGGTGACGGCGAC
CAACGCGTGCCCGGCCAACTACTCCAAGCCCAACGAGAACTGGTGCAACCCGCC
GCTGCGGCACTTCGACCTGTCCAAGCCCATGTTCCTTCGCCTCGTCACCGACTTCC
ACGCCGGCATCGTCCCCGTGCAGTACCGCCGCGCGCCCTGCGCCAGGCGCGGLGEG
CGTGCGCTTCGGGATGAAGGGGAACCGGTGGTGGGTCGCCGTGCTCGTCTTCAAC
GTCGCCGGCGCTGGGGACGTCAGAGCCGTGGCCGTGAGGGGGTCCCGGGALCGLG
CAGTGGGCGGACATGTCGCGCAACTGGGGGCAGATCTGGGACGGCGACGCGCGG
CTCGTCGGGCAGGGACTGTCGTTCCGGGTGACCAGCGGCGACGGCCGCTCCATCG
TCTTCGACGGCGTCGTGCCGCCGACGTGGACGGCCGGTCAGAGCTTCGAGGGAA
AGCACCAGTTCTGA

Nucleotide
>PhEXPA-18

AAAAGTCAATCCTGGCCCAACCATCCACGCGCTGGCCAGTCGTCGCTTTCTCGCT
CGCTCGCTGCAAAATACGAACGGGGAGTCGGGGACGCTCGACGLCTGLCLCCTCCCC
GGCCGGCCGGTACTCGCCTGACCGCCGGATTGATCGAGCAGTTGATTGGTGCTTG
CAAGTGTCAGGGGCAACGTACACTATATATACGGCTCCTTGGTGACGATTCCTCG
GCACCAACACACCCGGTCGTACGGCACCGAGCACTGGCAGCTAGCTGACATGGC



GAAGATGCTCGCGCTCCTGATGATGACCCCGTGCGCCTTCTTCTTCTTCTTCCTCG
GAGGGCCGTCGGTGGCGGCGGCTCAATGGACACCCGCCTTCGCCACCTTCTACGG
CGGCAGCGACGCCTCCGGCACCATGGGTAAGCAAGCATCATATCCTGCTGCTCTT
GCCATGTCTGTCTTTGCATTGATGAATTGGACGGATCCATCAGTTTGCGAATGCTA
ACATCTCTGATCCTCCGATCGATCACCAGGCGGCGCGTGCGGGTACGGCAACCTG
TACAACGCGGGGTACGGGACGCGGACGACGGCGCTGAGCACGGCGCTCTTCAAC
AACGGCGCCATGTGCGGCGCCTGCTTCACCATCGCCTGCGACGCCCGGCGGTCGC
GCTACTGCAAGCCGGGCGCCTCCATCACCGTCACCGCCACCAACCTCTGCCCGCC
CAACTGGGCGCTGGCCGGCGACCGCGGAGGCTGGTGCAACCCGCCGCGCCGGCA
CTTCGACATGTCGCAGCCGGCGTGGGAGTCCATCGCCGTCTACCGCGCCGGGATC
GTTCCGGTGAACTACCGCCGCGTGCCGTGCCGGCGCGCCGGCGGCGTCCGGTTCA
CCGTCGGCGGGCGAAGCTACTTCGAGCTGGTGACGGTGGCGAACGTGGGCGGCA
GCGGCGTGGTGGCGCAGGCCTGGATCAGGGGCGCCCGGACGGACTGGATGGCCA
TGACCCGGAACTGGGGCGCCAACTGGCAGAGCAACGCCTACCTCAACGGGCAGA
GCCTCTCGTTCCGCCTCCGGTCCGACGACGGCCGCATCGTCACGGCCAACAACGT
CGCCCCCCCGGGGTGGTGGTTCGGCGGCACCTACACGTCCAATGCCCAGTTCTAC
TGACGACGCCCGATTCTATCTATTCTTGTGATTTTCTTGCATGTCTCTTTTTTTTTG
TCTTCTTTTTCTTGGCTCTTTATTTTTCCTTGTCGTAAAAATGTGCAGTATATTTAT
GCATTATTATTGCTGACAAGGTATTGGTCGAGTCGACGTGGCATAGGATCAAAGG
CCGCCCACGCATGCACATTCGCATGATCTTTTTAAGGGAAAAGGCCCATTATCCT
GAGTGGGCCAAGGAC



