IDENTIFICATION

Species: Panicum hallii HAL

Locus: PhHAL.9G234500

Gene Model: PhHAL.9G234500.1.p
Description: PhhEXPA-23

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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List of domain hits b

Name Accession Description Interval E-value
[+] PLN0O193 super family cl33423 expansin-A; Provisional 24-246 4.50e-99

SEQUENCES
Peptide
>PhhEXPA-23

MDTAKSLILCTVLAACLGLAAAAWSQGTATHYGGADGSGTMGGACGYDNLYNAG

YGVLNAALSQTLFKDGASCGQCYLITCDGSRPGGQNCKPGNSITVSATNLCPPNYGL

PNGGWCGPGRPHFDMSQPAFENIGVYQAGIIPVLYQQVQCKRSGGVRFSIAGSSYFLL
VNIQNLGGSGSVGAAWVKGDKTGWIQMSRNWGANWQALAGLVGQGLSFAVTSTG
GQYIQFPNVAPAWWQFGQTFTNNNLNFAY*

CDS (coding sequence)
>PhhEXPA-23

ATGGATACGGCAAAGTCCCTGATCTTGTGCACAGTCCTTGCGGCGTGCCTCGGGC
TCGCCGCCGCCGCCTGGTCTCAGGGCACCGCCACGCACTACGGCGGAGCCGACG
GCTCCGGCACCATGGGTGGCGCCTGCGGGTACGACAACCTTTACAACGCCGGGTA
CGGCGTGCTCAACGCGGCGCTGAGCCAGACGCTGTTCAAGGACGGCGCGTCGTG
CGGGCAGTGCTACCTCATCACCTGCGACGGCTCGCGGCCGGGCGGCCAGAACTGC
AAGCCCGGCAACAGCATCACCGTCTCGGCCACCAACCTGTGCCCGCCCAACTACG
GGCTGCCCAACGGCGGCTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGTCGCA
GCCGGCGTTCGAGAACATCGGCGTCTACCAGGCCGGCATCATCCCGGTCCTCTAC
CAGCAGGTCCAGTGCAAGCGCAGCGGCGGCGTGCGCTTCAGCATCGCCGGTTCCA
GCTACTTCCTGCTCGTCAACATCCAGAACCTCGGCGGCAGCGGCTCCGTGGGLGC
CGCCTGGGTCAAGGGCGACAAGACGGGGTGGATCCAGATGTCCAGGAACTGGGG
CGCCAACTGGCAGGCGCTGGCCGGCCTCGTCGGCCAGGGGCTCAGCTTCGCCGTG
ACCAGCACCGGCGGGCAGTACATTCAGTTCCCCAACGTCGCGCCGGCGTGGTGGL
AGTTCGGCCAGACCTTCACCAACAACAACCTGAACTTCGCCTACTGA

Nucleotide
>PhhEXPA-23

CTCAGAAGCAGTTAGCCTCCATTACCCCAGCCTAGCTCCTCGTCCGCTCCCATTTC
CATCTCGGTCTCTGCAGCTACGTACACCTCTGCATTGGCGTCCATGGATACGGCA
AAGTCCCTGATCTTGTGCACAGTCCTTGCGGCGTGCCTCGGGCTCGCCGCCGLLCG
CCTGGTCTCAGGGCACCGCCACGCACTACGGCGGAGCCGACGGCTCCGGCACCAT
GGGTACGCTGCCTTTACTGCCTTGCATGCGTCCCATTTCTGTACAAGAAAGATTTC
GCGCACATTTTGCTTGCTCGGCTGCCCGTCAACTGATCCAATGCATGTACTATGTA



GGTGGCGCCTGCGGGTACGACAACCTTTACAACGCCGGGTACGGCGTGCTCAACG
CGGCGCTGAGCCAGACGCTGTTCAAGGACGGCGCGTCGTGCGGGCAGTGCTACCT
CATCACCTGCGACGGCTCGCGGCCGGGCGGCCAGAACTGCAAGCCCGGCAACAG
CATCACCGTCTCGGCCACCAACCTGTGCCCGCCCAACTACGGGCTGCCCAACGGC
GGCTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGTCGCAGCCGGCGTTCGAGA
ACATCGGCGTCTACCAGGCCGGCATCATCCCGGTCCTCTACCAGCAGGTCCAGTG
CAAGCGCAGCGGCGGCGTGCGCTTCAGCATCGCCGGTTCCAGCTACTTCCTGCTC
GTCAACATCCAGAACCTCGGCGGCAGCGGCTCCGTGGGCGCCGCCTGGGTCAAG
GGCGACAAGACGGGGTGGATCCAGATGTCCAGGAACTGGGGCGCCAACTGGCAG
GCGCTGGCCGGCCTCGTCGGCCAGGGGCTCAGCTTCGCCGTGACCAGCACCGGCG
GGCAGTACATTCAGTTCCCCAACGTCGCGCCGGCGTGGTGGCAGTTCGGCCAGAC
CTTCACCAACAACAACCTGAACTTCGCCTACTGAATCTTGCAAACAGGAGAGCGC
TTTGTTTCCTCCGCCATTTCTTGCAGTTCGGTCGAATGGCGAGTGCATGCTCCTGG
TTTTTTACGGGAGCTGGTTCAACTTGCCATTGCATCCTTGGTGACCGCCTGACTAG
CATCTGTCCTAGGTGATGCCCCGACTGCAAGAGGAGGTGCGCGCCATGTATAATT
TCAAATTTCGACCTTAATGTATTTTATTTCTCTCATAATTTTTTTCCTAATGTTTTT
GAATATTTTGTTACTTGAGTCTTAAATATACATGTATTCTGTATAAATGAATTAAT
GGATATTTATTGCTGAGTCAACAAAAAACCATTATCCTTGT





