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Identification of some genes involved in terpenoid biosynthesis

pathway in Lavandula angustifolia using RNA sequencing
technique
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EC* sus PR R, O3 anlid KO wls
[EC:2.3.1.9] acetyl-CoA C-acetyltransferase ARRREAN K00626
[EC:2.3.3.10] hydroxymethylglutaryl-CoA synthase VIYOVYY K01641
[EC:1.1.1.34] hydroxymethylglutaryl-CoA reductase (NADPH) AARRAAN K00021
[EC:2.7.1.36] mevalonate kinase AAAARRS K00869
[EC:2.7.4.2] phosphomevalonate kinase 110VA0 K00938
[EC:4.1.1.33] diphosphomevalonate decarboxylase VYAPEVY K01597
[EC:2.7.4.26] isopentenyl phosphate kinase VEPAY A AYPAYIA K06981
[EC:2.2.1.7] 1-deoxy-D-xylulose-5-phosphate synthase VIPAVAY FYEPY A0« ¥Y. P K01662
[EC:1.1.1.267] deoxy-D-xylulose-5-phosphate reductoisomerase- ) VROYALY ( YAPYYY K00099
[EC:2.7.7.60] C-methyl-D-erythritol 4-phosphate cytidylyltransferase- Y VY24 CAVNYOY CAYAIA K00991
[EC:2.7.1.148] diphosphocytidyl-2-C-methyl-D-erythritol kinase- ¢ IAAIN K00919
[EC:4.6.1.12] 2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase voves K01770
[Ef 117177351 (E)-4-hydroxy-3-methylbut-2-enyl-diphosphate synthase VAZOVO K03526
[EC:1.17.7.4] 4- hydroxy-3-methylbut-2-en-1-yl diphosphate reductase ArQ404 VPALVE FPAYPY K03527
[EC:5.3.3.2] isopentenyl-diphosphate Delta-isomerase VOYFV+O K01823
) 5[1E(130225511129] geranylgeranyl diphosphate synthase, type 11 VOv¥¥ve K13789
[EC:2.7.1.216] farnesol kinase ASOPYY K15892
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[EC:1.1.1.354] NAD+-dependent farnesol dehydrogenase AMARRACIRRAR IS MY K15891
[EC:1.8.3.51.8.3.6] prenylcysteine oxidase / farnesylcysteine lyase FYAVVA K05906
EC:3.1.1.- PCME; prenylcysteine alpha-carboxyl methylesterase AWY Y AEYTPAY AYVYFPO K15889
[ ] prenylcy: p Y Yy
EC:2.1.1.100 rotein-S-isoprenylcysteine O-methyltransferase VAOYY K00587
[ p prenylcy Yl
[EC:3.4.24.84] STE24 endopeptidase AARAARY K06013
EC:3.4.22.- renyl protein peptidase VYAPOYA K08658
[ prenyl p pep
[EC:2.5.1.58 protein farnesyltransferase/geranylgeranyltransferase VESYE K05955
2.5.1.59] type-1 subunit alpha
EC:2.5.1.87 ditrans,polycis-polyprenyl diphosphate synthase FOVAYY K11778
[ 1 polycis-polyprenyl diphosp Y!
[EC:1.3.1.83 geranylgeranyl diphosphate/geranylgeranyl- YYAADDS (V440 K10960
1.3.1.111] bacteriochlorophyllide a reductase
[EC:2.5.1.84 - AvEVY Y ACD+QQ
25.1.85] all-trans-nonaprenyl-diphosphate synthase ¢ K05356
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