IDENTIFICATION

Species: Panicum hallii

Locus: Pahal.9G239100

Gene Model: Pahal.9G239100.1.p
Description: PhEXPA-29
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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List of domain hits o

+ Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin- -A; Provisional 12-248 9.31e-101

SEQUENCES
Peptide
>PhEXPA-29

MVKSPILSTLVLAACVALATAQGSPGTATFYGGADGSGTMGGACGYGNLYDSGYG
VLNAALSETLFSDGASCGQCYTISCDGSRPGGEYCKPGTSITVSATNLCPANYALPNG
GWCGPGRPHFDMAQPAWEHIGVYQAGIIPVVYQQVKCSRGGGVRFSIAGCNYFLLIN
IQNLGGSGSVGAAWIKGDSTGWIQMSRNWGANWQALAGLVGQGLSFAVTSTGGQY
IQFLNVVPAWWQFGETYTTNKNYYY*

CDS (coding sequence)
>PhEXPA-29

ATGGTCAAGTCCCCGATTTTGTCCACGCTCGTCCTTGCGGCGTGCGTCGCGCTCGC
CACGGCCCAGGGGTCTCCGGGCACCGCCACGTTCTACGGCGGAGCCGACGGCTCT
GGCACCATGGGTGGCGCGTGCGGGTACGGCAACCTCTACGACTCCGGGTACGGC
GTGCTGAACGCGGCGCTGAGCGAGACGCTGTTCAGCGACGGCGCGTCGTGCGGG
CAGTGCTACACCATCTCGTGCGACGGGTCGCGCCCGGGCGGCGAGTACTGCAAGC
CCGGCACGTCGATCACGGTCTCGGCCACCAACCTGTGCCCGGCCAACTACGCGCT
GCCCAACGGCGGGTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGGCGCAGCC
GGCGTGGGAGCACATCGGCGTCTACCAGGCCGGCATCATCCCCGTGGTGTACCAG
CAGGTCAAGTGCTCGCGCGGCGGCGGCGTGCGCTTCAGCATCGCCGGGTGCAACT
ACTTCCTGCTCATCAACATCCAGAACCTCGGCGGCAGCGGCTCCGTGGGLGLCLGL
GTGGATCAAGGGCGACAGCACGGGGTGGATCCAGATGTCAAGGAACTGGGGAGC
CAACTGGCAGGCCCTCGCCGGGCTCGTCGGCCAGGGGCTCAGCTTTGCCGTGACC
AGCACCGGCGGGCAGTACATCCAGTTCCTCAACGTCGTGCCGGCGTGGTGGCAGT
TCGGCGAGACCTACACCACCAACAAGAACTACTACTACTAA

Nucleotide
>PhEXPA-29

ATGAAAACGACCAAGTCCCTGGTCTTACTATGCACAGTCCTTGCGGCGTGCCTCG
CGCTCGCCGCAGCTGGCTGGTCTCCGGGCACCGCCACGTTCTACGGCGGAGCCGA
TGGCTCCGGCACAATGGGTGAGTAGATTTTCCGTATGCATTTCGGCACAAGGGCA
ATCTACCCGTCTTCCCAGTTTCGGACATTTTACTTGTTATACTTTGCTAATGTGTGC
ATGTGTATGACGATGAATAGGCGGCGCGTGCGGCTACGACAACCTGTACAACGCT
GGGTACGGCGTTAACAACGCGGCGCTGAGCACGACGCTGTTCAACGACGGCGCG



TCCTGCGGCCAGTGCTACAAGATCACCTGCGACCGGTCACGCCCGGGCGGCCAGT
ACTGCAAGCCCGGCAACAGCATCACCGTCACAGCGACCAACCTGTGCCCGCCCA
ACTACGCGCTCCCCAACGGCGGCTGGTGCGGCCCGGGGCGCCCCCACTTCGACAT
GGCGCAGCCGGCGTGGGAGCACATCGGCGTCTACCAGGCCGGCGTCGTCCCGGT
CTTCTACCAGCAGGTCAAGTGCTCGCGCAGCGGCGGCGTGCGCTTCAGCATCGCC
GGCTCCAACTACTTCCTGCTCGTCAACATCCAGAACCTCGCCGGCAGCGGCTCAG
TGACCGCGGCCTGGGTCAAGGGCGACAAGACGGGCTGGATCCAGATGTCCAGGA
ACTGGGGCGCCAACTGGCAGGCGCTCTCCGGGCTCGTCGGCCAGAGCCTCAGCTT
CGCCGTGACCAGCACCGGCGGGCAGTACATTCAGTTCCTGAACGTCGTCCCGAGC
TGGTGGCAGTTCGGCATGGCCTTCACCACCAACAAGAATTTCGTCCGCTAGCTAA
ACCGTGTGCAAGCAGCATAGTTCTCTTTATCTCCTTTGCAAGCAATTCCGGGTGCT
GTTGTGTCGAATGGCGAGTGCGAGCTCTTGATTTTCATGGAGCCTTTTATGCACTT
GTGCCATTGCATCCTAGTTGGCCACCTGAATGGCTTGTCTCCTACGTGATGCTCCG
ACTGCAGGAGGAAATAGCAAGGGTCTTTGGAATGTTACATAGACCTTATTAAGGC
TTACATCTGTTTTCAATGCTTTAGATACCACACATTATGTCTTTTTTAAGAGAGGA
TTCTGTGCCCTCCAAATATGTTTCATCAAGAGAAATTGAGTTTTACAAGCA



