IDENTIFICATION

Species: Panicum hallii HAL

Locus: PhHAL.3G230500

Gene Model: PhHAL.3G230500.1.p
Description: PhhEXPA-08

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
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Query seq.
Superfanilies PLNOOOS0

-+ Name Accession Description Interval E-value
[+] PLN0O0O50 super family cl31535 expansin A; Provisional 22-248 391e-122
SEQUENCES

Peptide

>PhhEXPA-08

MAGAGALLLVLSLLAREAAAGGYGGWQSAHATFYGGGDASGTMGGACGYGNLYS
SGYGTNTAALSTALFNDGAACGSCYELRCQNAGGSCLPGSITVTATNFCPPNYGLPS
DDGGWCNPPRPHFDMAEPAFLHIAQYRAGIVPVAFRRVPCVKKGGIRFTINGHSYFN
LVLVTNVAGAGDVRSVSIRGTRTGWQPMSRNWGQNWQSNAFLDGQALSFQVTASD
GRTVTSNNAAPRGWQFGQTFEGAQF*

CDS (coding sequence)
>PhhEXPA-08

ATGGCCGGCGCCGGCGCCCTCCTCCTCGTCCTCAGCCTCCTCGCTCGGGAGGCCG
CGGCCGGCGGCTACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTACGGCGGCG
GCGACGCGTCCGGCACAATGGGCGGCGCGTGCGGGTACGGCAACCTGTACAGCA
GCGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCTCTGTTCAACGACGGCG
CGGCGTGCGGGTCCTGCTACGAGCTGCGGTGCCAGAACGCGGGGGGTTCGTGCCT
GCCGGGCTCCATCACCGTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTC
CCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGCCCGCACTTCGACATGGCCC
GAGCCGGCCTTCCTCCACATCGCCCAGTACCGCGCCGGCATCGTGCCCGTCGCCT
TCAGGAGGGTGCCGTGCGTGAAGAAGGGCGGGATCCGTTTCACCATCAACGGGC
ACTCGTACTTCAACCTGGTGCTGGTGACCAACGTGGCGGGCGCCGGCGACGTGCG
GTCCGTCTCCATCCGGGGCACCCGTACGGGGTGGCAGCCCATGTCCCGGAACTGG
GGCCAGAACTGGCAGAGCAACGCGTTCCTCGACGGCCAGGCGCTCTCCTTCCAGG
TCACCGCCAGCGACGGCCGCACCGTCACCAGCAACAACGCGGLGLLCGLGLGGET
GGCAGTTCGGGCAGACCTTCGAGGGCGCCCAGTTCTGA

Nucleotide
>PhhEXPA-08

GCACGTCACTCCCTCCGGCCTCGGCTTTCACTTCGCCTCTGCCTTTATGGCCGCCT
TTCGTCGTCGCACCAGACCGCGAGGGAAATTACACGCGCGGLGLCGCCCCCGGTTT
TTTTTTTCCCAACCGCCACCGGCGCATTGGCTTGGCTCGGGCTATAAATAGCTGGG
CCGGGAGGGCCGAGCTTCCTCACAGCCAGCGCCAGACAGCCAGACGTTCCACCC
CAAGCAAGGTCGATAGCGGCTAGCTTTGGACGGTACCCTCCCGAGCTCGGAAGGT
AGCTAGCTAGCTCGAAGCGGGCCGGGTCTCCTCGCTGCTGGTGGTAGTTAGCGAT



GGCCGGCGCCGGCGCCCTCCTCCTCGTCCTCAGCCTCCTCGCTCGGGAGGCLCGCG
GCCGGCGGCTACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTACGGCGGCGGL
GACGCGTCCGGCACAATGGGTGAGTAGTCGATCGACCAGAGCACCTTGTCATCTA
GTTCCTCGCCGCCGGCGGATTTCTCGGTAACCCAGACTCACACCGTATGCTCTGC
ATGGACGTTCGGCGCGGGCGGAACAGGCGGCGCGTGCGGGTACGGCAACCTGTA
CAGCAGCGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCTCTGTTCAACGA
CGGCGCGGCGTGCGGGTCCTGCTACGAGCTGCGGTGCCAGAACGCGGGGGGTTC
GTGCCTGCCGGGCTCCATCACCGTGACGGCCACCAACTTCTGCCCGCCCAACTAC
GGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGCCCGCACTTCGACA
TGGCCGAGCCGGCCTTCCTCCACATCGCCCAGTACCGCGCCGGCATCGTGCCCGT
CGCCTTCAGGAGGTACGCGCGCGACCCGACCCGGCTAGCCTGGCCGLCCCGLCCGCA
CATGCCGCGCAGGGCTCAGTTACTACTAGCACTCCACTCTCCACACCTGCCGTGC
CGCGCTGCGCTGTTGGCACGGCTCGGTGTGGTCCCGCACGTCCGGCTGCGAGCGA
GGCTCACGCGCCGCTCTGTCGTACCGCGTCCTTGGCTGGTTGGCCCGATCAGCCA
AGCCAGCCCAAGCCCAACCAACCGCGCGTCGTCGGTTCGGACCTCGAAGGTCCGT
GGGCCCCCGCGCCCGGTTCGGTCCATTAGTTCGGTGGGCCACCCTCCAGATTCGA
TACGGGGCGTGGGGATAGGCAGGCTCCTGGGCGACGCGCATGTGCCTTGCCTTTC
AATGTTGTTGTTACCCCTAGCTAGTAGTACCTCCACCGCACTTCACTCTCACTCAC
TCCTAGTGACATTTTGACACCACCGGCCAGGCCCATCACGACCTGGTCGCCCCTC
GTAAAATCTTTTTTTCTTCACCTACCGCCACGTACTGAACTGACCGTTGCTTGAGA
GAGCGAGACTGACCGATGAGCTGCCTCCCGACCGACCGATGCAGGGTGCCGTGC
GTGAAGAAGGGCGGGATCCGTTTCACCATCAACGGGCACTCGTACTTCAACCTGG
TGCTGGTGACCAACGTGGCGGGCGCCGGCGACGTGCGGTCCGTCTCCATCCGGGEG
CACCCGTACGGGGTGGCAGCCCATGTCCCGGAACTGGGGCCAGAACTGGCAGAG
CAACGCGTTCCTCGACGGCCAGGCGCTCTCCTTCCAGGTCACCGCCAGCGACGGC
CGCACCGTCACCAGCAACAACGCGGCGCCGCGCGGGTGGCAGTTCGGGCAGACC
TTCGAGGGCGCCCAGTTCTGATGCGGGGAGGCCTTCGATCTTCTTCTTCCTCTCTG
AAGGCCGCCGGCGCCGGCACCGCCGTCTTCTGATCTCCTCCGACCCGATCGTCTC
CGCAGCAAGCACCGGGGGCGGACGACGGAGAGGGATATATATATTAATTATAAG
CTATTGATCATTGGGTAATCCTCGATTTGTTTGGGTTTTTTTTTTGCCGTTTTGCGC
GTGATGATGGGAAAGACGAGGCCTCTTCGACTATATTGAAGAAGAGAAGAGGGC
CTCGCGCTATGCTGAGGCTGCTAATCTAGCACCCGCCTAGACGTTTCCTTCTCCGG
ACTCTGGATCATATCGGAGTGAATGAATGAAACATTACTCTCCCTAGTACTGATA
CTTGTACTTGAGCAAGGAATAATTGTAATTTATTTTGGAAGAACCTTCGTATCATT
GCCGTACTTGTACCCGATCGCACCGGCCGCCGCCCTTGCGTCGGAATTGATGGAA
ACCGC






