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S. Keleş, M. J. van der Laan, S. Dudoit, and S. E. Cawley. Mul-
tiple testing methods for ChIP-Chip high density oligonucleotide ar-
ray data. Journal of Computational Biology, 13(3):579–613, 2006.
Available at www.liebertonline.com/doi/abs/10.1089/cmb.2006.13.
579?prevSearch=allfield%3A%28dudoit%29.

D. Kirchner, J. Duyster, O. Ottmann, R. M. Schmid, L. Bergmann, and
G. Munzert. Mechanisms of Bcr-Abl-mediated NF-κB/Rel activation. Ex-
perimental Hematology, 31(6):504–511, 2003.

E. L. Korn, J. F. Troendle, L. M. McShane, and R. Simon. Controlling the
number of false discoveries: Application to high-dimensional genomic data.
Journal of Statistical Planning and Inference, 124(2):379–398, 2004.

S. O. Kuznetsov and S. A. Obiedkov. Comparing performance of algorithms
for generating concept lattices. Journal of Experimental and Theoretical
Artificial Intelligence, 14(2–3):189–216, 2002.

M. J. van der Laan. Statistical inference for variable importance. International
Journal of Biostatistics, 2(1):Article 2, 2006. Available at www.bepress.
com/ijb/vol2/iss1/2.

M. J. van der Laan and A. E. Hubbard. Quantile-function based null dis-
tribution in resampling based multiple testing. Statistical Applications in
Genetics and Molecular Biology, 5(1):Article 14, 2006. Available at www.
bepress.com/sagmb/vol5/iss1/art14.



References 569

M. J. van der Laan and K. S. Pollard. A new algorithm for hybrid hierarchi-
cal clustering with visualization and the bootstrap. Journal of Statistical
Planning and Inference, 117(2):275–303, 2003.

M. J. van der Laan and J. M. Robins. Unified Methods for Censored Longi-
tudinal Data and Causality. Springer, New York, 2003.

M. J. van der Laan, S. Dudoit, and K. S. Pollard. Multiple testing. Part II.
Step-down procedures for control of the family-wise error rate. Statisti-
cal Applications in Genetics and Molecular Biology, 3(1):Article 14, 2004a.
Available at www.bepress.com/sagmb/vol3/iss1/art14.

M. J. van der Laan, S. Dudoit, and K. S. Pollard. Augmentation procedures
for control of the generalized family-wise error rate and tail probabilities for
the proportion of false positives. Statistical Applications in Genetics and
Molecular Biology, 3(1):Article 15, 2004b. Available at www.bepress.com/
sagmb/vol3/iss1/art15.

M. J. van der Laan, M. D. Birkner, and A. E. Hubbard. Empirical Bayes and
resampling based multiple testing procedure controlling tail probability of
the proportion of false positives. Statistical Applications in Genetics and
Molecular Biology, 4(1):Article 29, 2005. Available at www.bepress.com/
sagmb/vol4/iss1/art29.

E. L. Lehmann. Testing Statistical Hypotheses. Wiley, New York, 2nd edition,
1986.

E. L. Lehmann and J. P. Romano. Generalizations of the familywise error
rate. Annals of Statistics, 33(3):1138–1154, 2005.

S. S. Li, J. Bigler, J. W. Lampe, J. D. Potter, and Z. Feng. FDR-controlling
testing procedures and sample size determination for microarrays. Statistics
in Medicine, 24(15):2267–2280, 2005.

J. Lu, G. Getz, E. A. Miska, E. Alvarez-Saavedra, J. Lamb, D. Peck, A. Sweet-
Cordero, B. L. Ebert, R. H. Mak, A. A. Ferrando, J. R. Downing, T. jacks,
H. R. Horvitz, and T. R. Golub. MicroRNA expression profiles classify
human cancers. Nature, 435(9):834–838, 2005. Available at www.broad.
mit.edu/cancer/pub/miGCM.

D. Maglott, J. Ostell, K. D. Pruitt, and T. Tatusova. Entrez Gene: Gene-
centered information at NCBI. Nucleic Acids Research, 33:D54–D58, 2005.
Available at nar.oxfordjournals.org/cgi/content/full/33/suppl_1/
D54.

E. Manduchi, G. R. Grant, S. E. McKenzie, G. C. Overton, S. Surrey, and C. J.
Stoeckert. Generation of patterns from gene expression data by assigning
confidence to differentially expressed genes. Bioinformatics, 16:685–698,
2000.

K. V. Mardia, J. T. Kent, and J. M. Bibby. Multivariate Analysis. Academic
Press, London, New York, 1979.

S. A. McCarroll, C. T. Murphy, S. Zou, S. D. Pletcher, C-S Chin, Y. N. Jan,
C. Kenyon, C. I. Bargmann, and H. Li. Comparing genomic expression pat-
terns across species identifies shared transcriptional profile in aging. Nature
Genetics, 36(2):197–204, 2004.



570 References

E. Mephu Nguifo and P. Njiwoua. Using lattice-based framework as a tool for
feature extraction. In C. Nédellec and C. Rouveirol, editors, Machine Learn-
ing: ECML-98: 10th European Conference on Machine Learning, Chemnitz,
Germany, April 21–23, 1998, Proceedings, volume 1398 of Lecture Notes in
Computer Science, pages 304–309, Berlin/Heidelberg, 1998. Springer.

D. Meyre, N. Bouatia-Naji, A. Tounian, C. Samson, C. Lecoeur, V. Vatin,
M. Ghoussaini, C. Wachter, S. Hercberg, G. Charpentier, W. Patsch, F. Pat-
tou, M.-A. Charles, P. Tounian, K. Clément, B. Jouret, J. Weill, B. A. Mad-
dux, I. D. Goldfine, A. Walley, P. Boutin, C. Dina, and P. Froguel. Variants
of ENPP1 are associated with childhood and adult obesity and increase
the risk of glucose intolerance and type 2 diabetes. Nature Genetics, 37(8):
863–867, 2005. Available at www.nature.com/ng/journal/v37/n8/abs/
ng1604.html;jsessionid=741AF577246F06B4483ED78D3CAD091A.

M. Z. Michael, S. M. O’Connor, N. G. van Holst Pellekaan, G. P. Young, and
R. J. James. Reduced accumulation of specific microRNAs in colorectal
neoplasia. Molecular Cancer Research, 1(12):882–891, 2003.

V. K. Mootha, C. M. Lindgren, K-F. Eriksson, A. Subramanian, S. Sihag,
J. Lehar, P. Puigserver, E. Carlsson, M. Ridderstrȧle, E. Laurila, N. Houstis,
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