1. Record Nr.

Autore
Titolo

Pubbl/distr/stampa
ISBN

Descrizione fisica

Collana

Disciplina

Soggetti

Collocazione

Lingua di pubblicazione
Formato

Livello bibliografico

Record Nr.
Titolo

Pubbl/distr/stampa
Descrizione fisica

Altri autori (Persone)
Disciplina

Soggetti

Lingua di pubblicazione
Formato

Livello bibliografico
Note generali

UNISA990000447140203316
GALBIATI, Enrico
La fede nei personaggi della Bibbia / Enrico Galbiati

Milano : Jaca Book, copyr. 2000
88-16-30364-6

219 p.; 23 cm
Gia e non ancora ; 264

220.8

Bibbia - Concetto di fede
I 2 1988(XIV 1231)
Italiano

Materiale a stampa
Monografia

UNISALENT0991002409889707536

L'analisi del linguaggio teologico : il nome di Dio : atti del Convegno
indetto dal Centro internazionale di studi umanistici e dall'lstituto di
studi filosofici, Roma 5-11 gennaio 1969 / a cura di Enrico Castelli

Roma : Istituto di studi filosofici, 1969
550 p. ;25 cm

Castelli, Enrico

291
Teologia - Linguaggio - Congressi

Italiano
Materiale a stampa
Monografia

In testa al front.: Centro internazionale di studi umanistici, Roma



3. Record Nr. UNIORUONO00103594

Titolo Stories from China's past : Han dynasty pictorial tomb reliefs and
archaeological objects from Sichuan province, People's Republic of
China. Exhibition organized by Lucy Lim in cooperation with the
Sichuan Cultural Department Peolple's Republic of China (Chinese
Culture Center S. Francisco : April 11-May 31, 1987) / foreword by
Alexander C. Soper, introduction by Richard C. Rudolph

Pubbl/distr/stampa S. Francisco, : The Chinese Culture Foundation of S. Francisco, 1987
Descrizione fisica 209 p. :ill. ; 28 cm
Classificazione CINIX L
Soggetti Arte cinese - esposizioni e mostre
Lingua di pubblicazione Inglese
Formato Materiale a stampa
Livello bibliografico Monografia
4. Record Nr. UNINA9910346695903321
Autore Russ B Altman
Titolo Pacific Symposium on Biocomputing 2012 Kohala Coast, Hawaii, USA,
3-7 January 2012
Pubbl/distr/stampa World Scientific Publishing Co, 2011
[Place of publication not identified], : World Scientific Pub Co, 2012
Descrizione fisica 1 online resource (442 p.) : ill. (some col.)
Disciplina 572.8
Soggetti Engineering & Applied Sciences
Computer Science
Lingua di pubblicazione Inglese
Formato Materiale a stampa
Livello bibliografico Monografia
Note generali Bibliographic Level Mode of Issuance: Monograph
Nota di bibliografia Includes bibliographical references.

Nota di contenuto Identification of aberrant pathway and network activity from high-



throughput data. Session introduction / Rachel Karchin ... [et al.].
SSLPred : predicting synthetic sickness lethality / Nirmalya
Bandyopadhyayy, Sanjay Ranka, and Tamer Kahveci. Predicting the
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HMM-based protein domain classification tool for short sequences /
Yuan Zhang and Yanni Sun.
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Franzosa and Yu Xia. Identification of cell cycle-regulated, putative
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and Martha L. Bulyk. Determining confidence of predicted interactions
between HIV-1 and human proteins using conformal method / llia
Nouretdinov ... [et al.] -- Personalized medicine: from genotypes and
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The Pacific Symposium on Biocomputing (PSB) 2012 is an international,
multidisciplinary conference for the presentation and discussion of
current research in the theory and application of computational
methods in the problems of biological significance. Presentations are
rigorously peer-reviewed and are published in an archival proceedings
volume. PSB 2012 will be held on January 3 - 7, 2012 in Kohala Coast,
Hawaii. Tutorials and workshops will be offered prior to the start of the
conference. PSB 2012 will bring together top researchers from the US,
the Asian Pacific nations, and countries around the world to exchange
research results and address open issues in all aspects of
computational biology. It is a forum for the presentation of work in
databases, algorithms, interfaces, visualization, modeling, and other
computational methods as applied to biological problems, with
emphasis on the applications in the data-rich areas of molecular
biology. The PSB has been designed to be responsive to the need for
critical mass in sub-disciplines within biocomputing. For that reason, it
is the only meeting whose sessions are defined dynamically each year
in response to specific proposals. PSB sessions are organized by
leaders of research in biocomputing's "hot topics". In this way, the
meeting provides an early forum for serious examination of emerging
methods and approaches in this rapidly changing field.



