IDENTIFICATION

Species: Panicum hallii

Locus: Pahal.9G238900

Gene Model: Pahal.9G238900.1.p
Description: PhAEXPA-27
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

EXTERNAL RESOURCES
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Query seq.
Superfanilies

+ Name Accession Description Interval E-value
[+ PLN00193 super family 33423 expansin-A; Provisional 22-247 6.41e-100
SEQUENCES

Peptide

>PhEXPA-27

MAKFLMLCTMVAACLALAAADWSPGTATFYGGVDGSGTMGGASGYDNLYNAGYG
VNNAALSQTLFNDGASCGQCYLITCDGSRPGGQYCKPSSSITVSATNLCPPNYALPNG
GWCGPGRPHFDMSQPAWEHIGVYQAGTVPVLYQRVQCSRSGGVRFSMAGSNYFLL
VNIQNLGGSGSVAAAWVQGDNTGWIQMSRNWGANWQALAGLVGQGLSFAVTSTG
GQYIQFLNAVPAWWQFGMAFSTNQNFVY*

CDS (coding sequence)
>PhEXPA-27

ATGGCTAAATTCCTGATGCTGTGCACGATGGTTGCGGCGTGCCTCGCCCTTGCAG
CCGCCGACTGGTCTCCCGGCACCGCCACATTCTACGGCGGCGTCGACGGCTCCGG
CACCATGGGAGGCGCGTCCGGGTACGACAACCTGTACAACGCGGGGTACGGCGT
CAACAACGCGGCGCTGAGCCAGACGCTCTTCAACGACGGCGCGTCGTGCGGGCA
GTGTTACCTCATCACCTGCGACGGGTCACGCCCGGGCGGCCAGTACTGCAAGCCC
AGCAGCAGCATCACGGTCTCGGCTACCAACCTGTGCCCGCCCAACTACGCGCTCC
CCAACGGCGGCTGGTGCGGCCCCGGCCGCCCCCACTTCGACATGTCGCAGCCGGC
GTGGGAGCACATCGGCGTCTACCAGGCCGGCACCGTCCCCGTCCTGTACCAACGG
GTCCAGTGCTCGCGCAGCGGCGGCGTGCGCTTCAGCATGGCTGGCTCCAACTACT
TCCTGCTCGTCAACATCCAGAACCTCGGCGGCAGCGGCTCCGTGGCGGCGGCATG
GGTCCAGGGCGACAACACGGGGTGGATCCAGATGTCAAGGAACTGGGGCGCCAA
CTGGCAGGCGCTCGCCGGGCTCGTCGGCCAGGGGCTCAGCTTCGCCGTGACCAGC
ACCGGCGGGCAGTACATTCAGTTCCTCAACGCCGTGCCGGCGTGGTGGCAGTTCG
GCATGGCCTTCTCCACCAATCAGAACTTCGTCTACTAG

Nucleotide
>PhEXPA-27

ATGACCCAAGAGATGGCCAAGCCCCTCATCTTGTGCACAGCGCTCGCGGCGTGCC
TCGCGCTCGCCGCCGCCGACTGGTCTCCGGGCACCGCCACGTTCTACGGCGGACC
CGACGGTTCCGACACCATGGGTAAGCTTGCTACTAATAGTGTTGAACTTTGGTGC
GAGCAGAGCTGATCCAGATATCATATCTGAACATTTCTGCAAACTGTGCACGTAC
TGATTGTGTGGCTAATAATATAATGAATGTGTATATCTGTGACGATACAGGCGGC
GCGTGTGGGTACGGGAACCTGTACAACGCCGGGTACGGCATCAACAACGCGGCG



CTAAGCGAGACGCTGTTCAAGGACGGCGCGTCGTGCGGGCAGTGCTACCTCGTCA
TCTGCGATGGCTCGCGGCCGGGCGGCCAGTACTGCAAGCCCGGCACGGCGATCA
CCGTCTCGGCCACCAACCTGTGCCCGGCCAACTACGGGCTGCCCAACGGCGGCTG
GTGCGGCCCGGGGCGCCCCCACTTTGACATGTCGCAGCCGGCGTGGGAGAACATT
GGCGTCTACCAGGCCGGCGTCATCCCGGTGCTGTACCAGCAGGTCAAGTGCTGGC
GCAACGGCGGCGTGCGCTTCAGCATCGCCGGCTTCAACTACTTCCTGCTCGTCAA
CATCCAGAACCTCGCCGGCAGCGGCTCCGTGGGCGCCGCGTGGATCAAGGGCGA
CAACACCGGGTGGATCCAGATGTCCAGGAACTGGGGAGCCAACTGGCAGGCGCT
CTCCGGGCTCGTCGGCCAGGGGCTCAGCTTCGCTGTGACCAGCACCGGCGGGCAG
TACATTCAGTTCCTCAACGTCGTGCCAGGGTGGTGGCAGTTCGGCATGACCTTCA
ACACATACCAGAATTTCGACTACTGAAACTTGCAGGTAGCAGAGTGATCGATCCC
CCTTATAGCCATCTCTTGATGGCAGGGTTGGATGAAGAAGGGATGCAATGCAACC
CAGACCTCAAGACCCCTTTAATTTATTTTCCCTCCTGAAGATGCAACACATTATGC
[TTTCTTTCTTTTTTTGCGAGAATCATTCTTTTCAACATTCTATTATCAAATTATAA
GTTCTGTAGACAATGTTCTATGTGTAGACTTCCAAATTTAGTGGTCAATATACATA
CTATATTGATGTATATCTGGAAACAGGGGTGTGGATCCATGGAAAAAAAAATAC
ACGGGGGCTCAGTGTATACAAGACCATTGTTGTAGCTTAAAGCAGTTTATATGAA
TATTTCGGATGAATAAATCAAAAAACATCATTAGAA




