IDENTIFICATION

Species: Panicum hallii HAL

Locus: PhHAL.9G460400

Gene Model: PhHAL.9G460400.1.p
Description: PhhEXPA-30

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
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Query seq.
Superfanilies PLNO0OS0O

i Name Accession Description Interval E-value
[#] PLND0O50 super family 31535 expansin A; Provisional 22-255 4.83e-114
SEQUENCES

Peptide

>PhhEXPA-30

MPSLQVLLLLLLALISLSSSARGYGVGRWISAHATFYGGADASGTMGGACGYGDLYS
QGYGTETTALSTALFSGGLSCGACFELRCAGGRGSCAPGGSVVVTATNFCPPNYALP
SGAGGWCNPPLRHFDLSQPAFLRIARYRAGIVPVAYRRVPCRRRGGMRFTVNGHPYF
NLVLVSNVGGAGDVRAVAVRGGAGARARWRGMARNWGQNWQSGARLDGQALSF
RVTTSDRHSVVSYNVAPAGWAFGQTFTGGQFP*

CDS (coding sequence)
>PhhEXPA-30

ATGCCATCACTGCAGGTTCTGCTGCTGCTCTTGCTCGCCCTGATCTCGCTGTCCTC
TTCAGCTCGAGGCTATGGCGTCGGCCGCTGGATCAGTGCGCACGCCACCTTCTAC
GGCGGCGCCGACGCCTCCGGCACGATGGGCGGCGCGTGCGGGTACGGCGACCTG
TACAGCCAGGGTTACGGCACGGAGACGACGGCGCTGAGCACGGCGCTATTCAGC
GGCGGTCTGAGCTGCGGCGCGTGCTTCGAGCTGCGGTGCGCCGGCGGCCGCGGGT
CGTGCGCGCCGGGCGGCTCCGTCGTGGTGACGGCCACCAACTTCTGCCCGCCCAA
CTACGCGCTCCCCAGCGGCGCCGGCGGGTGGTGCAACCCGCCGCTGCGGCACTTC
GACCTGTCGCAGCCGGCGTTCCTCCGCATCGCCCGGTACCGCGCCGGCATCGTCC
CCGTCGCCTACCGCCGGGTGCCCTGCAGGCGGCGGGGCGGCATGCGCTTCACCGT
GAACGGCCACCCCTACTTCAACCTGGTGCTGGTCAGCAACGTGGGCGGLCGLCLCGGL
GACGTGCGCGCCGTGGCCGTGCGGGGLCGGCGCAGGLCGLCLCLCGGGLGLGGTGGLGE
GGCATGGCCCGGAACTGGGGCCAGAACTGGCAGAGCGGCGCGCGLCCTCGACGGG
CAGGCGCTCTCCTTCAGGGTCACCACCAGCGACCGCCACTCCGTCGTCTCCTACA
ACGTCGCGCCCGCCGGATGGGCCTTCGGCCAGACGTTCACCGGCGGCCAGTTCCC
GTAG

Nucleotide
>PhhEXPA-30

CATTCTTAAATCTGCAACTATTCACAGGCTGATTTCTTTTTTTCCTTTTGTTTCTGC
TTGCACAAATTTTTGTTCAATATCAGATTTTGTATGAATGTAATCCTTGTATGCTC
TGCTTATTTATATTTTATCTTTCTCTGGAAGAGGAAGGGAACTGAACTCAGCCACC
TCATTGCTATCGGAGGAGATCGCTGCTAGCCCAACTACTTCCATCTGAACTAGCA
GACCGAACACACATCTCAAACACAGGAGGGGGTTGCATTGCAGGTCTGCAATTTC




AGAGCTCTGTCTGCAGATCTTGCCTGCACATTTAGTGCCCCCACATGCAGCCTCAC
CCCGCAATACATCTTTTTTTTCCTTTCCACGAAGGTTCCTGCGATCTTGTTGGAGT
AGTGACCCGGAGATCTTGGGCACCATGTCATGGGATACATTTGTGATGCTGCTCC
TTGTGACTGTGCAGCTTTCAATTTGCTCTCGCGCGTGCCAACACGGGGGAGCTGC
TGCTAACTGGCTGTCAGAAATGTGCCACACATCAACGGGGTCCCATGTCCTGCAC
AAATTAAAAATAGCATCAGTGCACATGAAGTCTGTAAATGTGATGAACAATGCTC
CAATCAATTGTTAATCTTTTGCACGAACTGAGTTAACACCTGCGTTTGCTTGATTT
TGAAATGAACACAGATCGCGGGGGCATGGCATGTGTGCTTCTGCTGTAGGCCTCA
GGCAGATGAACAGCAATTTTTGTGCTGTCACAATTGCAACCCACCTTTATTATTCA
GACTCTCGCTGAGTACAGTGTAAACGCGAAGAAGAAAATAGACAAATAAATTGG
AACCTAAAAGCTCTCTACTTTATTGGCACACACGGGGGTGTACACGCCCACGCGT
TTGCCTTGTACCAACTGAGGTAGCTAGGCTCCGCCACGGACCGAGTGGAGTGTTC
TTCCTCTCAGGTCTCAGCCATGTTTGTTCAAGGCAGAGAAAGTACAGAGAAAGAG
GTCTCAGCCATCAGTTGCTAGTGTCACAGTTCACATTAGCGTGTCGGTCCAAGGA
TCTCTCTATTTAACCCTGCACGCGAACCCCTTCTCTTATCTGCAGTCTCCAAGTTC
AGACTTCAGAGGTGTCGCTGTAGCAGTGTAGCTTCGCTTGCACTTGCACCTGCTG
CATTGCACGCTTTCAGAAGATGCCATCACTGCAGGTTCTGCTGCTGCTCTTGCTCG
CCCTGATCTCGCTGTCCTCTTCAGCTCGAGGCTATGGCGTCGGCCGCTGGATCAGT
GCGCACGCCACCTTCTACGGCGGCGCCGACGCCTCCGGCACGATGGGTGCGTACA
ATGTTATGGATGATCGACTGGGCGAGAGCTTAGTTTTTAACCAATGTGGTTGATC
AGTTTTTGACTCCGATTAGTGCGCATCTCTACCAGGCGGCGCGTGCGGGTACGGC
GACCTGTACAGCCAGGGTTACGGCACGGAGACGACGGCGCTGAGCACGGCGCTA
TTCAGCGGCGGTCTGAGCTGCGGCGCGTGCTTCGAGCTGCGGTGCGCCGGLGGLL
GCGGGTCGTGCGCGCCGGGCGGCTCCGTCGTGGTGACGGCCACCAACTTCTGCCC
GCCCAACTACGCGCTCCCCAGCGGCGCCGGCGGGTGGTGCAACCCGLLCGLTGCG
GCACTTCGACCTGTCGCAGCCGGCGTTCCTCCGCATCGCCCGGTACCGCGLCCGGL
ATCGTCCCCGTCGCCTACCGCCGGGTGCCCTGCAGGCGGCGGGGCGGCATGCGLT
TCACCGTGAACGGCCACCCCTACTTCAACCTGGTGCTGGTCAGCAACGTGGGCGG
CGCCGGCGACGTGCGCGCCGTGGLCCGTGCGGGGCGGLCGCAGGCGLCCCGGGLGLG
GTGGCGGGGCATGGCCCGGAACTGGGGCCAGAACTGGCAGAGCGGLCGLCGLGLCT
CGACGGGCAGGCGCTCTCCTTCAGGGTCACCACCAGCGACCGCCACTCCGTCGTC
TCCTACAACGTCGCGCCCGCCGGATGGGCCTTCGGCCAGACGTTCACCGGCGGCC
AGTTCCCGTAGTTAAGATCGGCCCGGAATGCTGCCACACGTTCGGCACGCAGAGT
GGGCTCATCTTTCAATACATTTATACGAGATCTTGTACGACTCGTGTATTCAAAAC
GAACCTGCACTTGGTGACTCAGAGTGGTAGAAATCTCTGAGCATTTGTACTCACA
CGTCTCTGCTTCTCTGAGCATTTCAAATGGGTGAGAAGAAGGAAGAAATCTCGTC
CGTCTATTGTAAATCGTGGGAGTATTTTTCATGGCATCGTGGCTTCTATCCCGTCC
TCCATCCTCCGTCTCCGGTGTCTCTCGCCTCTGAACTTGTCGGTGCTACCCACCAC
CCTAACTTGACGGAGGAGATCACCGTCGCTCGAGGAGGAGCAGATGTAGAGACA
TAAAATTTGGACTTGGAAGAGGAGAAAAAACACCCGGGTGAGGTTAGCAGTCCT
GGTTTTCCTA






