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By way of its clear and logical structure, as well as abundant
highresolution illustrations, this is a systematic survey of the players
and pathways that control genome function in the mammalian cell
nucleus. As such, this handbook and reference ties together recently
gainedknowledge from a variety of scientific disciplines and
approaches, dissecting all major genomic events: transcription,
replication, repair,recombination and chromosome segregation. A
special emphasis is put on transcriptional control, including genome-
wide interactions andnon-coding RNAs, chromatin structure, ep



2. Record Nr.

Titolo

Pubbl/distr/stampa

ISBN

Edizione
Descrizione fisica
Collana

Disciplina
Soggetti

Lingua di pubblicazione
Formato
Livello bibliografico

Nota di bibliografia

Sommario/riassunto

UNINA9910484453303321

Advances in Engineering Research and Application : Proceedings of the
International Conference on Engineering Research and Applications,
ICERA 2019 / / edited by Kai-Uwe Sattler, Duy Cuong Nguyen, Ngoc Pi
Vu, Banh Tien Long, Horst Puta

Cham :, : Springer International Publishing : , : Imprint : Springer, ,
2020

3-030-37497-1

[1st ed. 2020.]

1 online resource (753 pages)

Lecture Notes in Networks and Systems, , 2367-3389 ; ; 104

620

Computational intelligence
Mechanical engineering

Electrical engineering
Computational Intelligence
Mechanical Engineering

Electrical and Electronic Engineering

Inglese
Materiale a stampa
Monografia

Includes bibliographical references and index.

This proceedings volume gathers the outcomes of the International
Conference on Engineering Research and Applications (ICERA 2019),
which was held at Thai Nguyen University of Technology, Vietnam, on
December 1-2, 2019 and provided an international forum for
disseminating the latest theories and practices in engineering research
and applications. The conference focused on original research work in a
broad range of areas, including Mechanical Engineering, Materials and
Mechanics of Materials, Mechatronics and Micromechatronics,
Automotive Engineering, Electrical and Electronics Engineering, and
Information and Communication Technology. By sharing the latest
advances in these fields, the book will help academics and
professionals alike to revisit their thinking on sustainable development.



