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Quantification of Transcript PCR Validation.

0.6

0.4

0.2

-0.2

-0.4

-0.6

-0.8

0.8

0.6

0.4

0.2

-0.2

-0.4

-0.6

. GLI3_array
® |™ GLI3_per
.

untreated 0.5 15 3 6 12 24 24_thap

. KCNKT7_array
== KCNK7_pcr

—

untreated 0.5 15 3 6 12 24 24 thap

AN

. ETVS_array
= ETV5_pcr

untreated 0.5 15 3 6 12 24 24_thap

.. ZNF143_array
= ZNF143_pcr

Zass

untreated 0.5 15 3 6 12 24 24_thap

treatment

For each transcript, the log (base 2) of the fold change as determined by the array and by quantification of
PCR data are plotted by time point. Note that while the array data accurately determines the direction of
change (either up- or down-regulated), the magnitude of change is often different than measured by PCR.
gPCR values at each time point were normalized to the amount of PREX1, a gene not predicted to change
in abundance. Gene names are listed in Figure 3.



