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Human Breast Tumor Samples
(Bonnefoi et al. 2007)
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Figure 1: Survival plot comparing patients that express either metagene 1 or 2 compared
with all other patients (p < 0.05).

Call:

survdiff(formula = Surv(as.numeric(t.rfs), e.rfs) ~ V1 > 0 |

V2 > 0, data = merged_30_1318525418.52, rho = 0)

n=268, 9 observations deleted due to missingness.

N Observed Expected (O-E)^2/E (O-E)^2/V

V1 > 0 | V2 > 0=FALSE 87 21 31 3.24 4.95

V1 > 0 | V2 > 0=TRUE 181 69 59 1.70 4.95

Chisq= 5 on 1 degrees of freedom, p= 0.0261

Figure 2: Call to R comparing metagene 1 or 2 expressing samples to all others.
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Call:

survdiff(formula = Surv(as.numeric(t.rfs), e.rfs) ~ V1 > 0 |

V3 > 0, data = merged_30_1318525418.52, rho = 0)

n=268, 9 observations deleted due to missingness.

N Observed Expected (O-E)^2/E (O-E)^2/V

V1 > 0 | V3 > 0=FALSE 132 38 45.3 1.18 2.38

V1 > 0 | V3 > 0=TRUE 136 52 44.7 1.20 2.38

Chisq= 2.4 on 1 degrees of freedom, p= 0.123

Figure 3: Call to R comparing metagene 1 or 3 expressing samples to all others.
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Figure 4: Survival plot comparing patients that express any PR related metagene com-
pared with all other patients (p < 0.05).
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