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Nucleotide and deduced amino acid sequence of P. sokpayensis squalene
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Multiple sequence alignment of deduced amino acid sequences of SSs from
the Panax species and other plants.

Phylogenetic tree constructed using UPGMA from the deduced amino acid
sequences of SSs from different plants retrieved from NCBI GenBank.

(A) Prediction of protein identity using NCBI conserved domain analysis
(B) Secondary structure prediction of Squalene Synthase (SS) using the
deduced amino acid sequence. (C) Kyte and Doolittle hydropahty plot of
PsSS. (D) Prediction of transmembrane region using TMHMM program.

Agarose gel picture showing RACE products of PsDS (A) 5’ RACE (B) 3’
RACE.

Nucleotide and deduced amino acid sequence of P. sokpayensis
dammarenediol synthase (PsDS, KU196775).

Multiple sequence alignment of deduced amino acid sequences of DSs
from the Panax species and other plants.

Phylogenetic tree constructed using UPGMA from the deduced amino acid
sequences of DSs from different plants retrieved from NCBI GenBank.

(A) Prediction of protein identity using NCBI conserved domain analysis
(B) Secondary structure prediction of Dammarenediol Synthase (DS) using
the deduced amino acid sequence. (C) Kyte and Doolittle hydropahty plot
of PsDS. (D) Prediction of transmembrane region using TMHMM
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Phylogenetic tree constructed using UPGMA from the deduced amino acid
sequences of SEs from different plants retrieved from NCBI GenBank.

(A) Prediction of protein identity using NCBI conserved domain analysis
(B) Secondary structure prediction of Squalene Epoxidase (SE) using the
deduced amino acid sequence. (C) Kyte and Doolittle hydropahty plot of
PsSE. (D) Prediction of transmembrane region using TMHMM program.
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Agarose gel showing (A) 5’ RACE products, and (B) 3" RACE products, of
PsCS.

Nucleotide and deduced amino acid sequence of P. sokpayensis
cycloartenol synthase (PsCS, KT936530).

Multiple sequence alignment of deduced amino acid sequences of CSs
from the Panax species and other plants.

Phylogenetic tree constructed using UPGMA from the deduced amino acid
sequences of CSs from different plants retrieved from NCBI GenBank.

(A) Prediction of protein identity using NCBI conserved domain analysis
(B) Secondary structure prediction of Cycloartenol Synthase (CS) using the
deduced amino acid sequence. (C) Kyte and Doolittle hydropahty plot of
PsCS. (D) Prediction of transmembrane region using TMHMM program.

Agarose gel showing (A) amplicon obtained using degenerate primers and
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Nucleotide and deduced amino acid sequence of P. sokpayensis
phosphomevalonate kinase (PsSPMVK, MF682468).

Multiple sequence alignment of deduced amino acid sequences of PMVKs
from the Panax species and other plants.

Phylogenetic tree constructed using UPGMA from the deduced amino acid
sequences of PMVKs from different plants retrieved from NCBI GenBank.

(A) Prediction of protein identity using NCBI conserved domain analysis
(B) Secondary structure prediction of Phosphomevalonate Kinase (PMVK)
using the deduced amino acid sequence. (C) Kyte and Doolittle hydropahty
plot of PSPMVK. (D) Prediction of transmembrane region using TMHMM
program.
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Multiple sequence alignment of deduced amino acid sequences of CMKs
from the Panax species and other plants.

Phylogenetic tree constructed using UPGMA from the deduced amino acid
sequences of CMKs from different plants retrieved from NCBI GenBank.
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(A) Prediction of protein identity using NCBI conserved domain analysis
(B) Secondary structure prediction of 4-(cytidine 5'-diphospho)-2-C-
methyl-D-erythritol kinase (CMK) using the deduced amino acid sequence
(C) Kyte and Doolittle hydropahty plot of PSCMK. (D) Prediction of
transmembrane region using TMHMM program.

Figure 4.46 Relative expressions of (A) farnesyl pyrophosphate synthase, (B) squalene

synthase, (C) dammarenediol synthase, (D) squalene epoxidase and (E)
cycloartenol synhtase in rhizome, leaf and stem tissues.
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20.1, (C) metallothionein 3-like protein, (D) GBR5-like protein, (E) PsbA,
(F) protein KIAA0664 homologue, (G) major latex-like protein, (H) RNase-
like major storage protein, (I) glyceraldehyde-3-phosphate dehydrogenase,
(J) ankyrin repeat-containing protein (K) p-amylase, (L) bHLH, (M)
ubiquitin-conjugating enzyme E2, (N) polyubiquitin like protein and (O)
heat shock protein 70 in rhizome, leaf and stem tissues.

Agarose gel showing DNA band of open reading frame (ORF) of PsFPS.
Induction analysis of recombinant PsFPS in E. coli M15 (pREP4).
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