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Abstract

Let X1, . . . , Xn be i.i.d. observations with distribution function (d.f.) F, and suppose the observations

are at risk of some kind of censoring. We want to test the hypothesis H0 : F = F0, where F0 is a

specified d.f.. From a non-parametric point of view, the most crucial problem caused by censoring

is that we can no longer determine the empirical d.f. Fn(·) = n−1 ∑n
i=1 1{Xi ≤ ·}. In this talk, we

propose a general scheme of ‘reconstructing’ the empirical d.f., under various censoring mechanisms, by

imputing values, of the censored observations, that minimize the Kolmogorov-Smirnov (K-S) distance

||Fn − F0|| = supx |Fn(x) − F0(x)|. The reconstructed K-S statistic may then be used to test H0. We

illustrate our method for a few well-known censoring mechanisms, e.g., Type-I, Type-II, Random Cen-

soring, Interval Censoring (Type-I) etc. We then discuss the problem of obtaining the null distribution

of the test-statistic. Problems for further research, including extension to the two-sample problem,

will also be indicated.
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