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G6420 10ml

pmirGLO Dual-Luciferase miRNA Target Expression Vector  E1330 20ug

EIGEKBEARZBABIENERSL  HDAC-Glo™ I/l Assay G6421 5x10ml
G6422 100ml

M7401 100u

M7405 500u
BB Taq B GoTaq® G2 Hot Start Polymerase

M7406 2500u

M7408 10000u

E1910 100 assays

WEARBREERRUVERR Dual-Luciferase® Reporter Assay System E1960 1,000 assays

E1980 1,000 assays

G6790 1 each

HaloTag® Mammalian Protein Purification System
G6795 1 each

HaloTag® EH ML RA
HaloTag® Protein Purification System Sample pack G6270 1 each

HaloTag® Protein Purification System G6280 1 each
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