IDENTIFICATION

Species: Panicum hallii HAL

Locus: PhHAL.9G235000

Gene Model: PhHAL.9G235000.1.p
Description: PhhEXPA-28

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

GENE STRUCTURE

PhhEXPA-28
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+ Name Accession Deseription Interval E.value
[+] PLN00193 super family 33423 expansin-A: Provisional 12-248 7.71e-102
SEQUENCES

Peptide

>PhhEXPA-28

MVKSPILSTLVLAACVALATAQGSPGTATFYGGADGSGTMGGACGYGNLYDSGYG
VLNAALSETLFSDGASCGQCYTISCDGSRPGGEYCKPGTSITVSATNLCPANYALPNG
GWCGPGRPHFDMAQPAWEHIGVYQAGIIPVVYQQVKCSRGGGVRFSIAGCNYFLLIN
IQNLGGSGSVGAAWIKGDSTGWIQMSRNWGANWQALAGLVGQGLSFAVTSTGGQY
IQFLNVVPAWWQFGETYTTNQNFYY*

CDS (coding sequence)
>PhhEXPA-28

ATGGTCAAGTCCCCGATTTTGTCCACGCTCGTCCTTGCGGCGTGCGTCGCGCTCGC
CACGGCCCAGGGGTCTCCGGGCACCGCCACGTTCTACGGCGGAGCCGACGGCTCT
GGCACCATGGGTGGCGCGTGCGGGTACGGCAACCTCTACGACTCCGGGTACGGC
GTGCTGAACGCGGCGCTGAGCGAGACGCTGTTCAGCGACGGCGCGTCGTGCGGG
CAGTGCTACACCATCTCGTGCGACGGGTCGCGCCCGGGCGGCGAGTACTGCAAGC
CCGGCACGTCGATCACGGTCTCGGCCACCAACCTGTGCCCGGCCAACTACGCGCT
GCCCAACGGCGGGTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGGCGCAGCC
GGCGTGGGAGCACATCGGCGTCTACCAGGCCGGCATCATCCCCGTGGTGTACCAG
CAGGTCAAGTGCTCGCGCGGCGGCGGCGTGCGCTTCAGCATCGCCGGGTGCAACT
ACTTCCTGCTCATCAACATCCAGAACCTCGGCGGCAGCGGCTCCGTGGGLGLLGL
GTGGATCAAGGGCGACAGCACGGGGTGGATCCAGATGTCCAGGAACTGGGGEGC
CAACTGGCAGGCCCTCGCCGGGCTCGTCGGCCAGGGGCTCAGCTTTGCCGTGACC
AGCACCGGCGGGCAGTACATCCAGTTCCTCAACGTCGTGCCGGCGTGGTGGCAGT
TCGGCGAGACCTACACCACCAACCAGAACTTCTACTACTAA

Nucleotide
>PhhEXPA-28

ATGGTCAAGTCCCCGATTTTGTCCACGCTCGTCCTTGCGGCGTGCGTCGCGCTCGC
CACGGCCCAGGGGTCTCCGGGCACCGCCACGTTCTACGGCGGAGCCGACGGCTCT
GGCACCATGGGTAAGCTACTAAGCTTGGTGGAAGCCTTGCACTTCGGTTGGCAAC
CGTCCCACATTTTGCTAGCTTCGCGCGTACTAATGGATTGCGCGGTGGTATGCAG
GTGGCGCGTGCGGGTACGGCAACCTCTACGACTCCGGGTACGGCGTGCTGAACGC
GGCGCTGAGCGAGACGCTGTTCAGCGACGGCGCGTCGTGCGGGCAGTGCTACAC



CATCTCGTGCGACGGGTCGCGCCCGGGCGGCGAGTACTGCAAGCCCGGCACGTC
GATCACGGTCTCGGCCACCAACCTGTGCCCGGCCAACTACGCGCTGCCCAACGGC
GGGTGGTGCGGCCCGGGGCGCCCCCACTTCGACATGGCGCAGCCGGCGTGGGAG
CACATCGGCGTCTACCAGGCCGGCATCATCCCCGTGGTGTACCAGCAGGTCAAGT
GCTCGCGCGGCGGCGGCGTGCGCTTCAGCATCGCCGGGTGCAACTACTTCCTGCT
CATCAACATCCAGAACCTCGGCGGCAGCGGCTCCGTGGGCGCCGCGTGGATCAA
GGGCGACAGCACGGGGTGGATCCAGATGTCCAGGAACTGGGGCGCCAACTGGCA
GGCCCTCGCCGGGCTCGTCGGCCAGGGGCTCAGCTTTGCCGTGACCAGCACCGGC
GGGCAGTACATCCAGTTCCTCAACGTCGTGCCGGCGTGGTGGCAGTTCGGCGAGA
CCTACACCACCAACCAGAACTTCTACTACTAA





