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[EC:4.6.1.12] ispF; 2—C—methyl—D—erytsr;rr:;(r)llaéf—cyclod|phosphate 37821 KO1770
[EC:5.3.3.2] idi; isopentenyl-diphosphate delta-isomerase 41437 K01823
[EC:1.17.7.1 gcpE; (E)-4-hydroxy-3-methylbut-2-enyl-
1.17.7.3] diphosphate synthase 47244 (6), 21529 K03526
. ispH; 4-hydroxy-3-methylbut-2-en-1-yl diphosphate 39578, 51891 (5), 52395, 56344
[EC:1.17.7.4] reductase (3), 29238, 37220 (2) K03527
[EC:25184 SPS; all I-diphosph h 29285, 53350 (3), 93590 K05356
25.1.85] ; all-trans-nonaprenyl-diphosphate synthase , 3),
[EC:1.8.3.51.8.3.6] PCYOX1, prenylcysteine oxidase / farnesylcysteine 45249 K05906

! Unitranscript



https://dor.isc.ac/dor/20.1001.1.20084439.1397.13.1.12.9
https://mg.genetics.ir/article-1-49-en.html

[ Downloaded from mg.genetics.ir on 2025-11-20 ]

[ DOR: 20.1001.1.20084439.1397.13.1.12.9]

w2 9y SISl (S g g SOOI ol

O‘)&m&} 6))5 Clale -\.a:-‘-\:w

lyase
[EC:2.5.1.58] FNTB; protein farnesyltransferase subunit beta 46353 (2) K05954

. FNTA;protein
[EC:25.1.58 farnesyltransferase/geranylgeranyltransferase type-1 52762 K05955

2.5.1.59] !

subunit alpha
[EC:3.4.24.84] STE24; STE24 endopeptidase 29865, 31133, 42894 K06013
[EC:3.4.22.-] RCEZL,; prenyl protein peptidase 42839 (3) K08658
[EC:1.3.1.83] chlP; geranylgeranyl reductase 34364, 54127 K10960

. DHDDS; ditrans,polycis-polyprenyl diphosphate 29713, 36819, 48242, 51498,

[EC:2.5.187] synthase 54915 (2), 72424 K1l778
[EC:4.2.3.27] ispS; isoprene synthase 50287, 77104 K12742
[EC:2.5.1.125.1.10 . . 28035, 30279, 42603, 44310,

25.1.29] GGPS; geranylgeranyl diphosphate synthase, type Il 74796, 91376 K13789
[EC:2.5.1.1] GPS; geranyl diphosphate synthase 35063 (2) K14066
[EC:3.11-] PCME; prenylcysteine alpha-carboxyl 43496 (4), 53520 K15889

methylesterase
[EC:1.1.1.216] FLDH; farnesol dehydrogenase 39038 (2), 560 K15891
[EC:2.7.1.-] FOLK; farnesol kinase 48929 (3) K15892
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