IDENTIFICATION

Species: Panicum hallii HAL

Locus: PhHAL.9G234900

Gene Model: PhHAL.9G234900.1.p
Description: PhhEXPA-27

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-27

! 1 L 1 1 1 1 1 1
Obp 100k 20bp 300bp 2ibp 500bp G0bp Tikibp §ibp
Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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List of domain hits "

+ Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 24-250 1.35e-107

SEQUENCES
Peptide
>PhhEXPA-27

MKTTKSLVLLCTVLAACLALAAAGWSPGTATFYGGADGSGTMGGACGYDNLYNA
GYGVNNAALSTTLFNDGASCGQCYKITCDRSRPGGQYCKPGNSITVTATNLCPPNYA
LPNGGWCGPGRPHFDMAQPAWEHIGVYQAGVVPVFYQQVKCLRSGGVRFSIAGSN
YFLLVNIQNLAGSGSVAAAWVKGDKTGWIQMSRNWGANWQALSGLVGQSLSFAVT
STGGQYIQFVNVVPSWWQFGMAFTTNKNFVR*

CDS (coding sequence)
>PhhEXPA-27

ATGAAAACGACCAAGTCCCTGGTCTTACTATGCACAGTCCTTGCGGCGTGCCTCG
CGCTCGCCGCAGCTGGCTGGTCTCCGGGCACTGCCACGTTCTACGGCGGAGCCGA
TGGCTCCGGCACAATGGGCGGCGCGTGCGGCTACGACAATCTGTACAACGCTGG
GTACGGCGTTAACAACGCGGCGCTGAGCACGACGCTGTTCAACGACGGLCGCGTC
CTGCGGCCAGTGCTACAAGATCACCTGCGACCGGTCACGCCCGGGCGGCCAGTAC
TGCAAGCCCGGCAACAGCATCACCGTCACAGCGACCAACCTGTGCCCGCCCAACT
ACGCGCTCCCCAACGGCGGCTGGTGCGGCLCCGGGGLCGCCCCCACTTCGACATGGC
GCAGCCGGCGTGGGAGCACATCGGCGTCTACCAGGCCGGCGTCGTCCCGGTCTTC
TACCAGCAGGTCAAGTGCTTGCGCAGCGGCGGCGTGCGCTTCAGCATCGCCGGCT
CCAACTACTTCCTGCTCGTCAACATCCAGAACCTCGCCGGCAGCGGCTCAGTGGC
CGCGGCCTGGGTCAAGGGCGACAAGACGGGCTGGATCCAGATGTCCAGGAACTG
GGGCGCCAACTGGCAGGCGCTCTCCGGGCTCGTCGGCCAGAGCCTCAGCTTCGCC
GTGACCAGCACCGGCGGGCAGTACATTCAGTTCGTGAACGTCGTCCCGAGCTGGT
GGCAGTTCGGCATGGCCTTCACCACCAACAAGAATTTCGTCCGCTAG

Nucleotide
>PhhEXPA-27

ATGAAAACGACCAAGTCCCTGGTCTTACTATGCACAGTCCTTGCGGCGTGCCTCG
CGCTCGCCGCAGCTGGCTGGTCTCCGGGCACTGCCACGTTCTACGGCGGAGCCGA
TGGCTCCGGCACAATGGGTGAGTAGATTTTCCGTATGCATTTCGGCACAAGGGCA
ATCTACACGTCTTCCCAGTTTCGGACATTTTACTTGTTATACTTTGCTAATGTGTGC
ATGTGTATGACGATGAATAGGCGGCGCGTGCGGCTACGACAATCTGTACAACGCT
GGGTACGGCGTTAACAACGCGGCGCTGAGCACGACGCTGTTCAACGACGGCGCG



TCCTGCGGCCAGTGCTACAAGATCACCTGCGACCGGTCACGCCCGGGCGGCCAGT
ACTGCAAGCCCGGCAACAGCATCACCGTCACAGCGACCAACCTGTGCCCGCCCA
ACTACGCGCTCCCCAACGGCGGCTGGTGCGGCCCGGGGCGCCCCCACTTCGACAT
GGCGCAGCCGGCGTGGGAGCACATCGGCGTCTACCAGGCCGGCGTCGTCCCGGT
CTTCTACCAGCAGGTCAAGTGCTTGCGCAGCGGCGGCGTGCGCTTCAGCATCGCC
GGCTCCAACTACTTCCTGCTCGTCAACATCCAGAACCTCGCCGGCAGCGGCTCAG
TGGCCGCGGCCTGGGTCAAGGGCGACAAGACGGGCTGGATCCAGATGTCCAGGA
ACTGGGGCGCCAACTGGCAGGCGCTCTCCGGGCTCGTCGGCCAGAGCCTCAGCTT
CGCCGTGACCAGCACCGGCGGGCAGTACATTCAGTTCGTGAACGTCGTCCCGAGC
TGGTGGCAGTTCGGCATGGCCTTCACCACCAACAAGAATTTCGTCCGCTAG





