IDENTIFICATION

Species: Panicum hallii

Locus: Pahal.9G239000

Gene Model: Pahal.9G239000.1.p
Description: PhEXPA-28
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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Superfanilie:

0019
I.Isl of domain hits

Name Acoenloﬁ Description Interval E-value
[+] PLND0193 super family 42 expansin-A; Provisional 24-250 571e-108

SEQUENCES
Peptide
>PhEXPA-28

MKTTKSLVLLCTVLAACLALAAAGWSPGTATFYGGADGSGTMGGACGYDNLYNA
GYGVNNAALSTTLFNDGASCGQCYKITCDRSRPGGQYCKPGNSITVTATNLCPPNYA
LPNGGWCGPGRPHFDMAQPAWEHIGVYQAGVVPVFYQQVKCSRSGGVRFSIAGSNY
FLLVNIQNLAGSGSVTAAWVKGDKTGWIQMSRNWGANWQALSGLVGQSLSFAVTS
TGGQYIQFLNVVPSWWQFGMAFTTNKNFVR*

CDS (coding sequence)
>PhEXPA-28

ATGAAAACGACCAAGTCCCTGGTCTTACTATGCACAGTCCTTGCGGCGTGCCTCG
CGCTCGCCGCAGCTGGCTGGTCTCCGGGCACCGCCACGTTCTACGGCGGAGCCGA
TGGCTCCGGCACAATGGGCGGCGCGTGCGGCTACGACAACCTGTACAACGCTGG
GTACGGCGTTAACAACGCGGCGCTGAGCACGACGCTGTTCAACGACGGLCGCGTC
CTGCGGCCAGTGCTACAAGATCACCTGCGACCGGTCACGCCCGGGCGGCCAGTAC
TGCAAGCCCGGCAACAGCATCACCGTCACAGCGACCAACCTGTGCCCGCCCAACT
ACGCGCTCCCCAACGGCGGCTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGGC
GCAGCCGGCGTGGGAGCACATCGGCGTCTACCAGGCCGGCGTCGTCCCGGTCTTC
TACCAGCAGGTCAAGTGCTCGCGCAGCGGCGGCGTGCGCTTCAGCATCGCCGGCT
CCAACTACTTCCTGCTCGTCAACATCCAGAACCTCGCCGGCAGCGGCTCAGTGAC
CGCGGCCTGGGTCAAGGGCGACAAGACGGGCTGGATCCAGATGTCCAGGAACTG
GGGCGCCAACTGGCAGGCGCTCTCCGGGCTCGTCGGCCAGAGCCTCAGCTTCGCC
GTGACCAGCACCGGCGGGCAGTACATTCAGTTCCTGAACGTCGTCCCGAGCTGGT
GGCAGTTCGGCATGGCCTTCACCACCAACAAGAATTTCGTCCGCTAG

Nucleotide
>PhEXPA-28

ATGGCTAAATTCCTGATGCTGTGCACGATGGTTGCGGCGTGCCTCGCCCTTGCAG
CCGCCGACTGGTCTCCCGGCACCGCCACATTCTACGGCGGCGTCGACGGCTCCGG
CACCATGGGTAAGCATGCACATAGTCCGGTACAACAAGAGCTAGCTCAAGAGAA
CTGCATCGAATTACGTTCCAGCTGACATTGCATGCATACGTGTCATGTCTCCGGCG
ATGCACAGGAGGCGCGTCCGGGTACGACAACCTGTACAACGCGGGGTACGGCGT
CAACAACGCGGCGCTGAGCCAGACGCTCTTCAACGACGGCGCGTCGTGCGGGCA



GTGTTACCTCATCACCTGCGACGGGTCACGCCCGGGCGGCCAGTACTGCAAGCCC
AGCAGCAGCATCACGGTCTCGGCTACCAACCTGTGCCCGCCCAACTACGCGCTCC
CCAACGGCGGCTGGTGCGGCCCCGGCCGCCCCCACTTCGACATGTCGCAGCCGGC
GTGGGAGCACATCGGCGTCTACCAGGCCGGCACCGTCCCCGTCCTGTACCAACGG
GTCCAGTGCTCGCGCAGCGGCGGCGTGCGCTTCAGCATGGCTGGCTCCAACTACT
TCCTGCTCGTCAACATCCAGAACCTCGGCGGCAGCGGCTCCGTGGCGGCGGCATG
GGTCCAGGGCGACAACACGGGGTGGATCCAGATGTCAAGGAACTGGGGCGCCAA
CTGGCAGGCGCTCGCCGGGCTCGTCGGCCAGGGGCTCAGCTTCGCCGTGACCAGC
ACCGGCGGGCAGTACATTCAGTTCCTCAACGCCGTGCCGGCGTGGTGGCAGTTCG
GCATGGCCTTCTCCACCAATCAGAACTTCGTCTACTAG



