IDENTIFICATION

Species: Panicum hallii

Locus: Pahal.1G112900

Gene Model: Pahal.1G112900.1.p
Description: PhAEXPA-02
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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+ Name Accession Description Interval E-value
[+ PLNO0193 super family cl3342 expansin-A: Provisional 36-267 261e-138
SEQUENCES

Peptide

>PhEXPA-02

MAPARVLAVVLLAVAWLLAAAAADDAATSASSSPAPVGWLKAHATFYGGADASGT
MGGACGYGNLYSQGYGTRTAALSTALFNDGASCGQCYKIACDRKRADPAFCKPGV
TVTVTATNFCPPNYALPGDNGGWCNPPRAHFDMAQPAWEKIGVYSGGIIPVMYRRV
PCVRRGGVRFTINGHDYFNLVLIANVAAAGSIKSMDVKSSGSDNWMPMARNWGAQ
WHSLAYLTGQSLSFRVTDTDGQTLEFTNVVPKGWKFGQTFASKIQFK*

CDS (coding sequence)
>PhEXPA-02

ATGGCTCCGGCTCGAGTTCTTGCAGTCGTGTTGCTCGCGGTCGCCTGGCTCTTGGC
CGCGGCCGCTGCTGATGACGCTGCCACCAGCGCTTCATCGTCTCCGGCGCCGGTC
GGGTGGCTGAAGGCGCACGCCACGTTCTACGGCGGCGCCGACGCCTCCGGCACC
ATGGGCGGCGCGTGCGGGTACGGCAACCTGTACTCGCAGGGCTACGGCACGCGG
ACGGCGGCGCTGAGCACTGCCCTCTTCAACGACGGCGCGTCGTGCGGCCAGTGCT
ACAAGATCGCCTGCGACCGCAAGAGGGCGGACCCGGCGTTCTGCAAGCCLCGGLG
TTACGGTCACCGTCACGGCCACCAACTTCTGCCCACCCAACTACGCGCTGCCCGG
CGACAACGGCGGCTGGTGCAACCCGCCGCGGGCGCACTTCGACATGGCCCAGCC
GGCCTGGGAGAAGATCGGCGTCTACAGCGGCGGTATCATCCCCGTCATGTACAGA
AGGGTTCCTTGCGTGAGGCGAGGTGGGGTGCGGTTCACGATCAACGGGCACGAC
TACTTCAACCTTGTGCTCATAGCCAATGTCGCAGCAGCTGGCTCCATCAAATCCAT
GGATGTCAAGAGCTCCGGTTCGGATAACTGGATGCCAATGGCGCGCAACTGGGG
TGCCCAATGGCACTCCCTTGCATACCTTACGGGGCAAAGTCTCTCGTTTAGGGTC
ACCGACACCGATGGACAGACTCTTGAATTCACGAACGTGGTGCCAAAAGGATGG
AAGTTTGGCCAAACATTCGCAAGCAAGATACAGTTCAAGTGA

Nucleotide
>PhEXPA-02

ATGGCTCCGGCTCGAGTTCTTGCAGTCGTGTTGCTCGCGGTCGCCTGGCTCTTGGC
CGCGGCCGCTGCTGATGACGCTGCCACCAGCGCTTCATCGTCTCCGGCGCCGGTC
GGGTGGCTGAAGGCGCACGCCACGTTCTACGGCGGCGCCGACGCCTCCGGCACC
ATGGGTAAGCTCCTCTGATCTACCCGCTCAAAAACCATGGGATAGCAGTGTATAT
GGCAGAATTAAACCGGATTGTCATAACGGTTTTCTGATGCTCATGTGTTACGGCA



GGCGGCGCGTGCGGGTACGGCAACCTGTACTCGCAGGGCTACGGCACGCGGACG
GCGGCGCTGAGCACTGCCCTCTTCAACGACGGCGCGTCGTGCGGCCAGTGCTACA
AGATCGCCTGCGACCGCAAGAGGGCGGACCCGGCGTTCTGCAAGCCCGGCGTTA
CGGTCACCGTCACGGCCACCAACTTCTGCCCACCCAACTACGCGCTGCCCGGCGA
CAACGGCGGCTGGTGCAACCCGCCGCGGGCGCACTTCGACATGGCCCAGCCGGC
CTGGGAGAAGATCGGCGTCTACAGCGGCGGTATCATCCCCGTCATGTACAGAAG
GTGGGCTAGTCTCTTGATCTTCACTTGATCAACAATTTTCCCCCAAGATCATCATC
TGAATTGAAGGTTGAATTGTTGGTTGCAGGGTTCCTTGCGTGAGGCGAGGTGGGG
TGCGGTTCACGATCAACGGGCACGACTACTTCAACCTTGTGCTCATAGCCAATGT
CGCAGCAGCTGGCTCCATCAAATCCATGGATGTCAAGAGCTCCGGTTCGGATAAC
TGGATGCCAATGGCGCGCAACTGGGGTGCCCAATGGCACTCCCTTGCATACCTTA
CGGGGCAAAGTCTCTCGTTTAGGGTCACCGACACCGATGGACAGACTCTTGAATT
CACGAACGTGGTGCCAAAAGGATGGAAGTTTGGCCAAACATTCGCAAGCAAGAT
ACAGTTCAAGTGAGAGGGTCCATGTGGGATTTCCTGCGGTTGATTTGTGGGATGG
TCAAAGCAATGATTGAGTTGCTTGCGTTGTATATTATATTTGTTGCTTGTGTGTGT
ACCGATTCTTAGCTGATATGGCTTGAAACTCTTATTCTTTTATTGTACATAAAGAT
GTTTAAATTATCTATATATGCGTATATTG



