1. Record Nr.

Autore
Titolo

Pubbl/distr/stampa

ISBN

Edizione

Descrizione fisica

Altri autori (Persone)
Disciplina

Lingua di pubblicazione

Formato

Livello bibliografico

UNINA9910642688903321
Haggerty Christopher J
Atlas of operative oral and maxillofacial surgery

Newark : , : John Wiley & Sons, Incorporated, , 2023
©2023

9781119683957
1-119-68395-5
1-119-68387-4

[2nd ed.]

1 online resource (978 pages)
LaughlinRobert M
617.5/22059

Inglese

Materiale a stampa
Monografia



2. Record Nr.
Autore
Titolo

Pubbl/distr/stampa

Descrizione fisica

Collana

Soggetti

Lingua di pubblicazione
Formato
Livello bibliografico

Sommario/riassunto

UNINA9910220034703321
Robert C. Elston

Novel Approaches to the Analysis of Family Data in Genetic
Epidemiology
Frontiers Media SA, 2016

1 online resource (84 p.)
Frontiers Research Topics

Genetics (non-medical)

Inglese
Materiale a stampa
Monografia

Genome-wide association studies (GWAS) for complex disorders with
large case-control populations have been performed on hundreds of
traits in more than 1200 published studies (http://www.genome.
gov/gwastudies/) but the variants detected by GWAS account for little
of the heritability of these traits, leading to an increasing interest in
using family based designs. While GWAS studies are designed to find
common variants with low to moderate attributable risks, family based
studies are expected to find rare variants with high attributable risk.
Because family-based designs can better control both genetic and
environmental background, this study design is robust to heterogeneity
and population stratification. Moreover, in family-based analysis, the
background genetic variation can be modeled to control the residual
variance which could increase the power to identify disease associated
rare variants. Analysis of families can also help us gain knowledge
about disease transmission and inheritance patterns. Although a
family-based design has the advantage of being robust to false
positives, novel and powerful methods to analyze families in genetic
epidemiology continue to be needed, especially for the interaction
between genetic and environmental factors associated with disease.
Moreover, with the rapid development of sequencing technology,
advances in approaches to the design and analysis of sequencing data
in families are also greatly needed. The 11 articles in this book all
introduce new methodology and, using family data, substantial new



findings are presented in the areas of infectious diseases, diabetes, eye
traits, autism spectrum disorder and prostate cancer.



