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Gene name Species Accession number?®

BbSQS Botryococcus braunii Q9SDW9.1 GI:75265712
AtSQS1 Arabidopsis thaliana NP_195190.1 Gl1:15236168
HsSQS Homo sapiens NP_004453.3 Gl:67089147
ScERG9 Saccharomyces cerevisiae AAA34597.1 Gl:171481
AtSQE1 Arabidopsis thaliana NP_564734; G1:18406296
HsSQE Homo sapiens NP_003120.2 GI:62865635
RnSQE Rattus norvegicus NP_058832.1 GIl:8394354
ScERGH1 Saccharomyces cerevisiae NP_011691.1 Gl:6321614

®Accession numbers in Genbank/EMBL/DDBJ database are shown for each gene sequence.
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aAccession numbers in Genbank/EMBL/DDBJ database are shown for each gene sequence.


Table S1

		Table S1. Primer sequences for qRT-PCR.

		Gene name		Gene ID in Phytozome		Enzyme name		Forward (5′-3′)		Reverse (5′-3′)

		CrDXS		Cre07.g356350		1-Deoxy-D-xylulose 5-phosphate synthase		AACAATGAGCAGCTGAAGCA		TAGTGCATAGCCACCGTCAG

		CrDXR		Cre12.g546050		1-Deoxy-D-xylulose 5-phosphate reductoisomerase		ATGATCGAGACGCAGGACTC		GAGGTTGTTGGCCTTGGTAA

		CrCMS		Cre16.g679669		2-C-methyl-D-erythriol 4-phosphate cytidyltransferase		GCTCGGCGCTAGTAGTGAAC		GCGAAGCTCCAGATACTGCT

		CrCMK		Cre02.g145050		4-Diphosphocytidyl-2-C-methyl-D-erythritol 2-phosphate kinase		TTTCGCCCTCAAAGATCAAC		GGTGGTCTCGAACTCCATGT

		CrMECPS		Cre12.g503550		2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase 		GAGAACATCCGCAACAACCT		CAGGCTATCCACCTTCTCGT

		CrHDS		Cre12.g490350		4-Hydroxy-3-methylbut-2-en-1-yl diphosphate synthase 		CGAGCTGATTGAGGAGACCT		GTCGCCGTAGTAGGACAGGA

		CrIDS		Cre08.g372950		Isopentenyl diphosphate synthase		CTTCAACAGCTCCAACACCA		CCAGCTTGTGCAGGATAACA

		CrIDI		Cre11.g467544		Isopentenyl diphosphate isomerase		CCTCCTCCTTCTCCTTCCTC		ACGTAGTCCACCTCGTGCTC

		CrGPS		Cre12.g511700		Geranyl pyrophosphate synthase		TGGAGGGCTTATTTCAGCAG		CAGCTGTGAGGAACAAACGA

		CrFPS		Cre03.g207700		Farnesyl diphosphate synthase		GGCAAGATTGGTACGGACAT		GCCTTGATGACCTCCTTCTG

		CrSQS		Cre03.g175250		Squalene synthase		TGGCAGCATGCTACAACAAC		GAACTGCAGGAACCAGGTGT

		CrSQE		Cre17.g734644		Squalene epoxigenase		TGAGGACAGCGTGATACTGC		CTTGGCTTGTGCGTATGCTA

		CRY1		Cre11.g480150		Ribosomal protein S14		GAAACTATTTCGCGCGTCAC		CAGTGATGCCCAGCTCCT





Table S2

		Table S2. Primer sequences for trasngenic analysis.

		Primer name		Sequences (5′-3′)

		For construction of plasmids for CrSQS expression in E. coli

		CrSQS-pET-F		AAGGAGATATACATATGGGAAAGTTAGGGGAGCTACT

		CrSQS-pET-R		GGTGGTGGTGCTCGAGGTCGCGGGTCAGCGCGGCGC



		For construction of plasmids for CrSQE and ScERG1 expression in yeast mutant KLN1

		CrSQE-pAUR123-F		TGGTACCCGGGTCGACTTGAGGATGTGTACAACCTC

		CrSQE-pAUR123-R		TAGAGCTCGAGTCGACCTAGGACGAGGCCAGCACGC

		ScERG1-pAUR123-F		TGGTACCCGGGTCGACAGGGTCATGTCTGCTGTTAA

		ScERG1-pAUR123-R		TAGAGCTCGAGTCGACTCACGCTCTGTGTAAAGTGT



		For construction of plasmids for CrSQS, CrSQE and AtSQS1 expression in onion epidermal cells

		sGFP-CrSQS-F		GCATGGACGAGCTGTACAAGATGGGAAAGTTAGGGGAGCT

		CrSQS-pBI221-R		GATCGGGGAAATTCGTCACGCACGCCGCAGTACCG

		sGFP-CrSQSTMD-F		GCATGGACGAGCTGTACAAGATGGAGGCCAAGGTGTCAAA

		CrSQE-pBI221-F		CACGGGGGACTCTAGGAATGTGTACAACCTCGAGCCT

		SQE300-mCherry-R		TCCTCGCCCTTGCTCACCATCACCTTGATTGCGTCAATGC

		mCherry-CrSQE301-F		GCATGGACGAGCTGTACAAGTACGGCTACGCGCTGTTCAA

		CrSQE-pBI221-R		GATCGGGGAAATTCGCTAGGACGAGGCCAGCACGC

		mCherry-AtSQS1TMD-F		GCATGGACGAGCTGTACAAGCTGAAGACAAAGGTTGACAA

		AtSQS1-pBI221-R		GATCGGGGAAATTCGTCAGTTTGCTCTGAGATATG

		sGFP-pBI221-F		CACGGGGGACTCTAGGAATGGTGAGCAAGGGCGAGGA

		sGFP-CrSQS-R		AGCTCCCCTAACTTTCCCATCTTGTACAGCTCGTCCATGC

		sGFP-CrSQSTMD-R		TTTGACACCTTGGCCTCCATCTTGTACAGCTCGTCCATGC

		SQE300-mCherry-F		GCATTGACGCAATCAAGGTGATGGTGAGCAAGGGCGAGGA

		mCherry-SQE301-R		TTGAACAGCGCGTAGCCGTACTTGTACAGCTCGTCCATGC

		mCherry-AtSQS1TMD-R		TTGTCAACCTTTGTCTTCAGCTTGTACAGCTCGTCCATGC



		For overexpression of CrSQS in C. reinhardtii parental line UVM4

		CrSQSox-F		CACAACAAGCCCATATGGGAAAGTTAGGGGAGCTAC

		CrSQSox-R		CCTCGAGTCTAGATCTCGCACGCCGCAGTACCGCCA

		PsaD-F		GCGGCGTGATTATTGGTATT

		CrSQSox-02R		GCCACACGTTGCCTAAGAAT



		For knockdown of CrSQE in C. reinhardtii parental line UVM4

		CrSQEKD-Fa		ctagtACGCTCGCTTCATCCGGAAGAtctcgctgatcggcaccatgggggtggtggtgatcagcgctaTCTTTTGGATGAAGCGAGCGTg

		CrSQEKD-Ra		ctagcACGCTCGCTTCATCCAAAAGAtagcgctgatcaccaccacccccatggtgccgatcagcgagaTCTTCCGGATGAAGCGAGCGTa

		AmiRNAprec		GGTGTTGGGTCGGTGTTTTTG

		pChlamiRNA3-R		GCGGCCGCATTGCACAGTCA

		aUppercase letters indicate microRNA and its other strand sequences.

		Translational start ATG and the complementary sequence of stop codon are shown in bold letters.





Table S3

		S3 Table. Accession numbers of SQS and SQE sequences used for alignment in S1 Fig.

		Gene name		Species		Accession numbera

		BbSQS		Botryococcus braunii		Q9SDW9.1  GI:75265712

		AtSQS1		Arabidopsis thaliana		NP_195190.1  GI:15236168

		HsSQS		Homo sapiens		NP_004453.3  GI:67089147

		ScERG9		Saccharomyces cerevisiae		AAA34597.1  GI:171481

		AtSQE1		Arabidopsis thaliana		NP_564734; GI:18406296

		HsSQE		Homo sapiens		NP_003120.2  GI:62865635

		RnSQE		Rattus norvegicus		NP_058832.1  GI:8394354

		ScERG1		Saccharomyces cerevisiae		NP_011691.1  GI:6321614

		aAccession numbers in Genbank/EMBL/DDBJ database are shown for each gene sequence.














