Supplementary Figure 12: Wald chi-square statistic (A) and DCR (B) plotted versus
each TS gRT-PCR delta-Cq value as cut-point chosen to divide patients into low and
high mRNA expression groups (N = 61)

A 104 E - *E* --- 10th percentileEZ -2.51
: == --- Median =-0.93
| | Optimal cut-point = -1.28
8 : - ----- 90th percentile;= 0.57
: ------ Wald chi squarg with unadjusted p-val = 0.05
| | e
T O | : :
= : | :
o 1 1 1
v ] ] ]
§ & o "R Fommmm e ' e
2 1 | :
0 , *—+o
| | | |
-4 2 0 2
Cutpoint, delta Cq
B 100 | | | Low
S 80 1
2 | '
= ' _
2 T -l i B T T o High- -
e !
G ‘ :
6 ] I ]
o 404 : l \
£ | l |
_% \ L s 10th percentile = -2.51
A 504 | L T Median = -0.95
: 1 Dptimal cut-point = -1.28
| T H0th percentile = 0.57
0 | T Study Disease Control Rate = 63%

4 -2 0 2
Cutpoint, delta Cq
Abbreviations: DCR, disease control rate (CR+PR+SD); delta-Cq, difference in cycle thresholds as
guantitative measure of differential TS mRNA expression identified by gRT-PCR, high delta-Cq
values correspond to low TS mRNA expression; N, number of patients evaluable for efficacy; p val,
p value; gRT-PCR, quantitative reverse-transcriptase polymerase-chain-reaction; TS, thymidylate

synthase.



