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J- Wakefield
Disease mapping and spatial regression with count data

J.-H. Jeong, ]J. P. Fine
Parametric regression on cumulative incidence function

X. Song, S. Ma, J. Huang, X.-H. Zhou
A semiparametric approach for the nonparametric transformation survival model with
multiple covariates

M. Y. Park, T. Hastie, R. Tibshirani
Averaged gene expressions for regression

R. DE LA Cruz-Mesia, F. A. Quintana
A model-based approach to Bayesian classification with applications to predicting pregnancy
outcomes from longitudinal g-hCG profiles

R. M. Harbord, ]J. J. Deeks, M. Egger, P. Whiting, J. A. C. Sterne
A unification of models for meta-analysis of diagnostic accuracy studies

M. Kang, S. W. Lagakos
Statistical methods for panel data from a semi-Markov process, with application to HPV

Z. Wei, H. Li
Nonparametric pathway-based regression models for analysis of genomic data

P.-E. Sottas, N. Baume, C. Saudan, C. Schweizer, M. Kamber, M. Saugy
Bayesian detection of abnormal values in longitudinal biomarkers with an application to
TJE ratio

K. J. Wilkins, G. M. Fitzmaurice
A marginalized pattern-mixture model for longitudinal binary data when nonresponse
depends on unobserved responses

Y. Shen, Y. Cheng
Adaptive design: estimation and inference with censored data in a semiparametric model

T. Laframboise, D. Harrington, B. A. Weir
PLASQ: a generalized linear model-based procedure to determine allelic dosage in cancer cells
from SNP array data

Y. Lu, S. L. Zeger
On the equivalence of case-crossover and time series methods in environmental epidemiology

P. ]J. Rathouz
Identifiability assumptions for missing covariate data in failure time regression models
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P. Wang, H. Tang, M. P. Fitzgibbon, M. Mcintosh, M. Coram, H. Zhang,
E. Yi, R. Aebersold
A statistical method for chromatographic alignment of LC-MS data

H. Wang, H. Zhao
Regression analysis of mean quality-adjusted lifetime with censored data

M. L. Forrester, A. N. Pettitt, G. J. Gibson
Bayesian inference of hospital-acquired infectious diseases and control measures given
imperfect surveillance data

D. Ghosh
Incorporating monotonicity into the evaluation of a biomarker

J. D. Storey, J. Y. Dai, J. T. Leek
The optimal discovery procedure for large-scale significance testing, with applications to
comparative microarray experiments

V. Purutcuoglu, E. Wit
FGX: a frequentist gene expression index for Affymetrix arrays

B. Healy, V. Degruttola
Hidden Markov models for settings with interval-censored transition times and uncertain time
origin: application to HIV genetic analyses

J. Van Den Broek, H. Heesterbeek
Nonhomogeneous birth and death models for epidemic outbreak data

C. Y. Wang, S.-M. Lee, E. C. Chao
Numerical equivalence of imputing scores and weighted estimators in regression analysis
with missing covariates

M. S. Pepe, H. Janes
Insights into latent class analysis of diagnostic test performance

B. Carvalho, H. Bengtsson, T. P. Speed, R. A. Irizarry
Exploration, normalization, and genotype calls of high-density oligonucleotide SNP array data

N. O. Jeffries
Multiple comparisons distortions of parameter estimates



