IDENTIFICATION

Species: Panicum hallii

Locus: Pahal.9G449000

Gene Model: Pahal.9G449000.1.p
Description: PhEXPA-31
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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DOMAIN ARCHITECTURE

Superfanilies PLNOOO50

Name Accession Description Interval E-value
[+ PLNODOO50 super family ci31535 expansin A; Provisional 22-255 4.83e-114
SEQUENCES

Peptide

>PhEXPA-31

MPSLQVLLLLLLALISLSSSARGYGVGRWISAHATFYGGADASGTMGGACGYGDLYS
QGYGTETTALSTALFSGGLSCGACFELRCAGGRGSCAPGGSVVVTATNFCPPNYALP
SGAGGWCNPPLRHFDLSQPAFLRIARYRAGIVPVAYRRVPCRRRGGMRFTVNGHPYF
NLVLVSNVGGAGDVRAVAVRGGAGARARWRGMARNWGQNWQSGARLDGQALSF
RVTTSDRHSVVSYNVAPAGWAFGQTFTGGQFP*

CDS (coding sequence)
>PhEXPA-31

ATGCCATCACTGCAGGTTCTGCTGCTGCTCTTGCTCGCCCTGATCTCGCTGTCCTC
TTCAGCTCGAGGCTATGGCGTCGGCCGCTGGATCAGTGCGCACGCCACCTTCTAC
GGCGGCGCCGACGCCTCCGGCACGATGGGCGGCGCGTGCGGGTACGGCGACCTG
TACAGCCAGGGTTACGGCACGGAGACGACGGCGCTGAGCACGGCGCTATTCAGC
GGCGGTCTGAGCTGCGGCGCGTGCTTCGAGCTGCGGTGCGCCGGCGGCCGLCGGGT
CGTGCGCGCCGGGCGGCTCCGTCGTGGTGACGGCCACCAACTTCTGCCCGCCCAA
CTACGCGCTCCCCAGCGGCGCCGGCGGGTGGTGCAACCCGCCGCTGCGGCACTTC
GACCTGTCGCAGCCGGCGTTCCTCCGCATCGCCCGGTACCGCGCCGGCATCGTCC
CCGTCGCCTACCGCCGGGTGCCCTGCAGGCGGCGGGGCGGCATGCGCTTCACCGT
GAACGGCCACCCCTACTTCAACCTGGTGCTGGTCAGCAACGTGGGCGGLCGLCLGGL
GACGTGCGCGCCGTGGCCGTGCGGGGLCGGCGCAGGLCGLCLLCGGGLGLGGTGGLGE
GGCATGGCCCGGAACTGGGGCCAGAACTGGCAGAGCGGCGLCGLCGLCCTCGACGGG
CAGGCGCTCTCCTTCAGGGTCACCACCAGCGACCGCCACTCCGTCGTCTCCTACA
ACGTCGCGCCCGCCGGATGGGCCTTCGGCCAGACGTTCACCGGCGGCCAGTTCCC
GTAG

Nucleotide
>PhEXPA-31

AGAGCTTAGCTGATCAAGCAAGAACAACACGACAGAACACAAACCGGATCCATG
GCTTCTCCATCCACAGCCATCTTGGCCCTCGCCGTCGCGTTGGTCTGCGCAGCCAC
CGCGGCGAACGCGAGGTTCACGGCGATGCAGTGGACTCCGGCGCACGCCACGTT
CTACGGCGACGAGACCGCGGCCGAGACCATGGGTACGTTGCTGCTTGTTACGGTG
CGTTAGCGGCGCCGCTTCCTCTTGGCATTTCGCTTACGGGTGCCGAGATTGTTTTC



GCCGCAGGTGGGGCGTGCGGGTACGGCAACCTGTACGCAACGGGGTACGGCACG
GACACGGCGGCGCTGAGCACGACACTGTTCAAGGACGGGTACGGGTGCGGGACG
TGCTACCAGATCCGGTGCGCGAGCTCCCCCTGGTGCTACCGGGGCTCGCCGGTGA
TCACGGTGACGGCGACCAACCTGTGCCCGCCCAACTGGGCGCAGGACTCCAACA
ACGGCGGCTGGTGCAACCCGCCGCGGACCCACTTCGACCTCTCCAAGCCGGCGTT
CATGCGGATGGCCCAGTGGCGCGCCGGCATCGTGCCGGTCATGTACCGGCGGGTG
CCCTGCGTGAGGCGCGGCGGCCTCCGGTTCGCGCTCCAGGGGAACCCCTACTGGC
TGCTGGCGTACGTGATGAACGTGGCCGGCGCCGGAGACGTCGCGGAGATGTCGG
TGAGGAGCGGGCGCGGCGCGTGGGTGCGCATGAGCCACAACTGGGGCGCGTCGT
TTCAGGCGTTCGCGCAGCTCGGCGGCCGGGCGCTCAGCTTCAAGGTCACCTCCTA
CACCACCCGGCAGACCGTCGTCGCCACCAACGTCGCGCCGGCAAACTGGTGCCTC
GGGCTCACGTACCAGGCCCGCGTCAACTTCTCCTGAAACTGAGAGGCCGGAGGA
GCACGTCGTTCCGTAGCAGAAGTTTGCAGGAGCTGTGATGCCGAGAACGCTCTGC
CCTGCTACGATGTTCCATTGTTTTCCTCTGTTCTCGTAGTTCAGAGTTCAGTCAGA
TTTGGGACGTGTCGAGCGTTGCCCCCGTCCATGAGGAGCAGTGGGTTTGACGCCA
GCATTATTGATGTAAAGCTTGCTTAATTTTTTTTTTCTGGAAGACCGATGGGCGCA
AATCATGGCCGCGTTAATTTCAAGACCTGAGTCGTTGATCACGATGGCCGAAATT
TCTAGAGGCAAAAGTTGCAACAAAATCAATATGATCATTGACAGTCTCAAC




