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Dr. Andrea Califano received the Laurea in Physics (magna cum laude) on the
study of the chaotic behavior in high-dimensional dynamical systems from the
University of Florence, ltaly, in 1985. He was first a Research Associate at the
Istituto Nazionale di Ottica in Florence, Italy and then a postdoc in the Information
Mechanic Group at the Massachusetts Institute of Technology, Cambridge. From
1986 to 1990, he was a Research Staff Member in the Exploratory Computer
Vision Group at the IBM T.J. Watson Research Center. In 1990 Dr. Califano
started the IBM research initiative in Computational Biology, which culminated
with the creation of the IBM Computational Biology Center in 1997, a worldwide
organization that he directed until his departure. The center’'s activities spanned
bioinformatics, chemo-informatics, protein structure prediction, and the
modeling/simulation of complex biological system.

In 2000 he co-founded First Genetic Trust, Inc, a privately funded startup
company, as Executive VP and Chief Technology Officer. Under his leadership,
FGT built the first GxP compliant, integrated clinical-genomic trial management
system and conducted several large scale Pharmacogenomic studies.

Finally, in 2003, he was appointed Professor of Biomedical Informatics at
Columbia University, where he is currently Director of the Center for the Multiscale
Analysis of Genetic Networks (MAGNet) — one of seven NIH-funded National
Centers for Biomedical Computing, — Associate Director for Bioinformatics of the
Herbert Irving Comprehensive Cancer Center (HICCC), and co-Director of the
Center for Computational Biology and Bioinformatics (C2B2).

His scientific interests lay in the investigation of Systems Biology, using a variety
of physics- and knowledge-based methods. Since 1998 he has been especially
active in the development of integrative methodologies for the dissection of cancer
phenotypes. His lab has pioneered a wide range of methodologies for the reverse
engineering and biochemical validation of genome-wide gene regulatory networks
in human cells - including transcriptional, post-transcriptional, and post-
translational interactions — and in their use for the dissection of physiologic and
pathologic phenotypes.

1982 - University of Firenze, Italy, Dept. of Physics
Course requirements for the doctorate in Physics, (equivalent BS)

1985 - University of Firenze, Italy, Dept. of Physics
Laurea in Physics (Summa Cum Laude)

1985-1986 Universita’ degli Studi, Firenze
Research Associate, Istituto Nazionale di Ottica

1986-1986 Massachusetts Institute of Technology
Visiting Scientist, Information Mechanics Group

Fellow of the Institute of Electrical and Electronics Engineers (IEEE)
Fellow of the New York Academy of Science,

Member of the American Association for the Advancement of Science
Member of the American Society of Human Genetics

1986-1993 IBM TJ Watson Research Center



Professional Honors

Other Professional
activities

Research Staff Member, Exploratory Computer Vision Group

1993-1997 IBM TJ Watson Research Center
Manager, Computational Biology Group

1997-2000 IBM TJ Watson Research Center
Program Director, IBM Computational Biology Center
2000-2002 First Genetic Trust Inc.

Founder, EVP and Chief Technology Officer

2003-present Columbia University

Professor of Biomedical Informatics

Dept. Biomedical Informatics

Institute of Cancer Genetics
Director, Center for the Multiscale Analysis of Genetic Networks (MAGNEet)
Associate Director for Bioinformatics, Herbert Irving Comprehensive Cancer Ctr.
co-Director, Center for Computational Biology and Bioinformatics (C2B2)

Fellow of the New York Academy of Science, since 2005
Fellow of the IEEE (since 1997)

2000 - Invited speaker, American and German National Academy of
Engineering to the Frontiers of Engineering Symposium in Bremen
1999 — IBM Master Inventor

1998 - Young Engineer invited to the American National Academy of
Engineering Symposium on Frontiers of Engineering

1997 — Member Elected, IBM Academy of Technology. The academy
includes all IBM fellows and an approximately equivalent number of
researchers that are the most scientifically and technically productive in
the company (~ top 1%).

1997 - IBM Patent Award, US Patent 5,577,249 as top 5% most
significant for IBM.

1994 - IBM Award for Outstanding Technical Achievement, “FLASH.”
1991 - IBM Research Accomplishment, “Data and Model Driven
Foveation.”

1991 - IBM Computer Science Best Paper Award, “Data and Model
Driven Foveation.”

1989 - IBM Innovation Award, “High Dimensional Indexing.”

1989 - IBM Research Accomplishment, “The Multiple Window Parameter
Transform.”

Since 2007: Data Analysis and Coordination Committee Member, The
Serious Adverse Event Consortium.

Since 2007: Associate Editor, Journal of Biomedical Informatics

Since 2007: General Chair, RECOMB Satellite Conference on Systems
Biology series.

Since 2007: Scientific Advisory Board, Skin Cancer SPORE, Yale
University

Since 2006: Associate Editor, PLoS One

Since 2006: Scientific Advisory Board, CardioVascular Resarch Grid
(CVRG), Johns Hopkins University



Presentations
2007 — 2008

Since 2006: Scientific Advisory Board, Center for Systems and
Computational Biology, Winstar Institute.

Since 2006: Executive Steering Committee, Herbert Irving
Comprehensive Cancer Center

Since 2006: General Chair, DREAM Conference Series: Dialogue on
Reverse Engineering Assessment and Methods

Since 2005: Permanent Member, NIH Study Section on Cancer Genetics

Since 2005: Scientific Advisory Board, Center for a Virtual Tumor (CVIiT),
Harvard University

Since 2005: Co-Founder of the Intragen Program, a Translational
Genomic Research platform for NY State.

Since 2004: Chair NYAS Special Interest Group in Systems Biology

Since 2000: Steering Committee, Special Interest Group on Biological
Simulation (SIGBS), International Society of Computational Biology
(IsCB)

2005: Program Committee of the RECOMB Conference
2005: Program Committee of the ISMB Conference
2001 — 2005: Editorial Board of Current Pharmacogenomics.

2004 — 2005: Director, AMDeC Bioinformatics Core and Integrated
Genomics Core

2000 — 2004: Scientific Advisor, Novartis Functional Genomics

2003: National Dialogue on Cancer (NDC) — National Tissue Biobank
Working Group

2000 — 2003: Steering Committee, DIMACS year on computational
biology

2001: Steering Committee, Bioethics Consortium
2000 — 2001: Scientific Management Committee, The SNP Consortium
2000: Program Committee of the RECOMB Conference

2000: Editorial Advisory Board, “Bioinformatics: Getting Results in the
Era of High-Throughput Genomics,” Cambridge Healthtech Institute

2000: Italian Post-Genome National Committee.
1999: Co-chair, Bioinformatics Workshop at CASCON

1997: Chair, IBM Academy Workshop on Emerging Applications of
Biometry

1995: Advisory Committee for DAGS.

1994: General Chair, 1st IEEE Workshop on Shape and Pattern
Matching in Computational Biology, Seattle, WA.

1993: Program Committee Member, International Conference on
Computer Vision and Pattern Recognition, CVPR

Invited Speaker (Jan 07): Gordon Conference on “New Frontiers in
Cancer Detection and Diagnosis,”, Ventura, CA

Invited Seminar (Mar 07): Boston University, Boston MA

Invited Talk (Mar 07): Keystone Meeting on Systems Biology, Steamboat
Springs, CO

Invited Seminar (Apr 07): Emory University, GA

Invited Talk (Apr 07): American Association for Cancer Research Annual




Meeting, Los Angeles, CA
Invited Speaker (May 07): Netsci 07, Queens NY

Invited Talk (Jun 07): CHI Meeting on Protein Kinase Targets, Boston,
MA

Invited Seminar (Jun 07): Institute for Advanced Studies, Simon Center
for Systems Biology, Princeton NJ

Invited Seminar (Jun 07): Rutgers University, New Brunswick NJ

Invited Speaker (Jun 07): Banft Conference on Allograft Pathology,
Edmonton, AL

Invited Speaker (Aug 07): Cold Spring Harbor/Wellcome Trust
Conference on Interactomes, Hinxton UK

Keynote Speaker (Sep 07): Spanish Conference on Clinical
Pharmacology, Tenerife
Invited Speaker (Sep 07): Creative Leadership Forum, New York, NY

Invited Speaker (Oct 07): International Conference on Systems Biology,
Long Beach CA

Invited Speaker (Oct 07): Aspen Health Forum, Aspen Institute, Aspen
CO

Invited Speaker (Oct 07): Symposium on Clinical Applications of
Genomics, University of Maryland Bicentennial Celebration, U.
Maryland, Baltimore MA

Invited Speaker (Dec 07): DREAM Conference, NY Academy of
Science, New York NY

Invited Speaker (Dec 07): Symposium on microRNA in Biology and
Disease, Padova, IT

Invited Seminar (Dec 07): TIGEM, Napoli, IT

Invited Speaker (Dec 07): Scientific Committee on Lymphocyte Biology,
49™ American Society of Hematology Annual Meeting, Atlanta GA

Invited Speaker (Feb 08): NCI Workshop on Integrating and Leveraging
the Physical Sciences to Open a New Frontier in Oncology, Arlington VA

Invited Speaker (Mar 08): Fourth Annual Pathway Analysis Meeting,
Molecular Medicine Tri Conference, San Francisco, CA

Invited Speaker (Apr 08): ENFIN-DREAM Conference, Assessment of
Computational Methods in Systems Biology, Madrid

Keynote Speaker (June 08): Applying Systems Biology, Beyond
Genome 2008, San Francisco, CA

Invited Speaker (Sep 08): Creative Leadership Forum, New York, NY

Invited Speaker (Nov 08): Distinguished Speakers Symposium on
Systems Biology and Human Disease, American Society of Human
Genetics Annual Meeting, Philadelphia PA




Peer-reviewed, full-length articles in journals and conference proceedings
* Indicates co-first or co-corresponding authors.

[1] Arecchi FT and Califano A, (1984) Low-frequency hopping phenomena in a nonlinear system with
many attractors, Phys. Lett., 101A [9]:443-446.

[2] Arecchi FT and Califano A, (1987) Noise-Induced Trapping at the Boundary between two Attractors:
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Proceedings of Symposium on Intelligent Systems for Molecular Biology; Vol. 1:56-64, also in
Proceedings of International Conference on Computer Vision and Pattern Recognition, NY.

[18] Rigoutsos | and Califano A, (1994) Fast Three-Dimensional Matching Using Very Large Databases
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cell lymphoma not otherwise specified reveals the existance of two subgroups related to different
cellular counterparts” ANNALS OF ONCOLOGY 16: 74-75 125 Suppl. 5 JUN 2005

[79] Piccaluga PP, Agostinelli C, Zupo S, ... Califano A, et al. “Gene expression analysis of peripheral T-
cell lymphoma not otherwise specified reveals the existance of two subgroups related to different
cellular counterparts and recurrent PDGFRA deregulation” BLOOD 106 (11): 354A-354A 1217 Part 1
NOV 16 2005

[80] Palomero T, Odom DT, Margolin A, ... Califano A*, and Ferrando A*, “Transcriptional regulatory
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