IDENTIFICATION

Species: Panicum hallii HAL

Locus: PhHAL.1G109100

Gene Model: PhHAL.1G109100.1.p
Description: PhhEXPA-02

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/PhalliiHAL _v2_1
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/PhalliiHAL_v2_1
http://www.ocri-genomics.org/bolbase/login.htm
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Query seq.
Superfanilies

PLN0O133
Name Accession Description Interval E-value

[+] PLN00193 super family 33423 expansin-A; Provisional 38-267 6.10e-136
SEQUENCES

Peptide

>PhhEXPA-02

MAPARVLAVVLLAVAWLLAAVAADDAATSASSSPAPVGWLKAHATFYGGADASGT
MGGACGYGNLYSQGYGTRTAALSTALFNDGASCGQCYKIACDRKRADRAFCKPGV
TVTVTATNFCPPNYALPGDNGGWCNPPRAHFDMAQPAWEKIGVYSGGIIPVMYRRV
PCVRRGGVRFTINGHDYFNLVLIANIAAGGSIKSMDVKSSGSDNWMPMARNWGAQ
WHSLAYLTGQSLSFRVTDTDGQTLEFTNVVPKGWKFGQTFASKIQFK*

CDS (coding sequence)
>PhhEXPA-02

ATGGCTCCGGCTCGAGTTCTTGCAGTCGTGTTGCTCGCGGTCGCCTGGCTCTTGGC
CGCGGTCGCTGCTGATGACGCTGCCACCAGCGCTTCATCGTCTCCGGCGCCGGTC
GGGTGGCTGAAGGCGCACGCCACGTTCTACGGCGGCGCCGACGCCTCCGGCACC
ATGGGCGGCGCGTGCGGGTACGGCAACCTGTACTCGCAGGGCTACGGCACGCGG
ACGGCGGCGCTGAGCACTGCCCTCTTCAACGACGGCGCGTCGTGCGGCCAGTGCT
ACAAGATCGCCTGCGACCGCAAGAGGGCGGACCGGGCGTTCTGCAAGCCCGGCG
TGACGGTCACCGTCACGGCCACCAACTTCTGCCCGCCCAACTACGCGCTGCCCGG
CGACAACGGCGGCTGGTGCAACCCGCCGCGGGCGCACTTCGACATGGCGCAGCC
GGCCTGGGAGAAGATCGGCGTCTACAGCGGCGGTATCATCCCCGTCATGTACAGA
AGGGTTCCTTGCGTGAGGCGAGGCGGGGTGCGGTTCACGATCAACGGGCACGAC
TACTTCAATCTTGTGCTCATAGCCAATATAGCAGCAGGTGGCTCCATCAAATCCA
TGGATGTCAAGAGCTCCGGTTCGGATAACTGGATGCCAATGGCGCGCAACTGGG
GTGCCCAATGGCACTCCCTTGCATACCTTACGGGGCAAAGTCTCTCGTTTAGGGT
CACCGACACCGATGGACAGACTCTTGAATTCACGAACGTGGTGCCAAAAGGATG
GAAGTTTGGCCAAACATTCGCAAGCAAGATACAGTTCAAGTAA

Nucleotide
>PhhEXPA-02

ATGGCTCCGGCTCGAGTTCTTGCAGTCGTGTTGCTCGCGGTCGCCTGGCTCTTGGC
CGCGGTCGCTGCTGATGACGCTGCCACCAGCGCTTCATCGTCTCCGGCGCCGGTC
GGGTGGCTGAAGGCGCACGCCACGTTCTACGGCGGCGCCGACGCCTCCGGCACC
ATGGGTAAGCTCCTCTGATCTACCCGCTCAAAAACCATGGGATAGCAGTGTATAT
GGCAGAATTAAACCGGATTGTCATAACGGTTTTCTGATGCTCATGTGTTACGGCA



GGCGGCGCGTGCGGGTACGGCAACCTGTACTCGCAGGGCTACGGCACGCGGACG
GCGGCGCTGAGCACTGCCCTCTTCAACGACGGCGCGTCGTGCGGCCAGTGCTACA
AGATCGCCTGCGACCGCAAGAGGGCGGACCGGGCGTTCTGCAAGCCCGGCGTGA
CGGTCACCGTCACGGCCACCAACTTCTGCCCGCCCAACTACGCGCTGCCCGGCGA
CAACGGCGGCTGGTGCAACCCGCCGCGGGCGCACTTCGACATGGCGCAGCCGGC
CTGGGAGAAGATCGGCGTCTACAGCGGCGGTATCATCCCCGTCATGTACAGAAG
GTGGGCAAGTCTCTTGATCTTCACTTGATCAACAATTTTCCCCCAAGATCATCATC
TGAATTGAAGGTTGAATTGTTGGTTGCAGGGTTCCTTGCGTGAGGCGAGGCGGGG
TGCGGTTCACGATCAACGGGCACGACTACTTCAATCTTGTGCTCATAGCCAATAT
AGCAGCAGGTGGCTCCATCAAATCCATGGATGTCAAGAGCTCCGGTTCGGATAAC
TGGATGCCAATGGCGCGCAACTGGGGTGCCCAATGGCACTCCCTTGCATACCTTA
CGGGGCAAAGTCTCTCGTTTAGGGTCACCGACACCGATGGACAGACTCTTGAATT
CACGAACGTGGTGCCAAAAGGATGGAAGTTTGGCCAAACATTCGCAAGCAAGAT
ACAGTTCAAGTAAGAGGGTCCATGTGGGATTTCCTGCGGTCGATTTGTGGGAGTA
TGAACTGCTAATTGAACATGGTCAAAATGCTTGGAGTTGCTTCTACTGTATAAAA
TGTGCATTACTTGTATGTGGATACCTATTCAGCATCCATGGCTTGTATCTCTCATT
CTTTTTATTGTATATATATATTCAGTGTTTAAATTAGCACTCATGGTTTGTATAAA
GCAGGATGTCATGTTGAATTGTTCATCTGCTGCTTAATTTGAAGGGTTAGTAACCT
ATAGACGCAGTAAGACCTTACAAGGTCACATAATGTATCCCTTGTGAGGTGTTAA
ATACAATTAATCTA





