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Governing European Communications provides a comprehensive and
up-to-date account of the emergence, dynamics, and evolution of
European-level communications governance in the post-war era,
focusing on telecommunications and television policies and regulation,
and their technological convergence. Concentrating on the EU, the book
embeds governance within broader economic and political
developments in a global context and demonstrates that European
governance has been more about the character rather than the level of
regulation.
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Introduction -- 1. Understanding television at the beginning of the
post-network era -- 2. Television outside the box: the technological
revolution of television -- 3. Making television: changes in the
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Go behind the TV screen to explore what is changing, why it is
changing, and why the changes matters. Many proclaimed the “end of
television” in the early years of the twenty-first century, as capabilities
and features of the boxes that occupied a central space in American
living rooms for the preceding fifty years were radically remade. In this
revised, second edition of her definitive book, Amanda D. Lotz proves



that rumors of the death of television were greatly exaggerated and
explores how new distribution and viewing technologies have
resurrected the medium. Shifts in the basic practices of making and
distributing television have not been hastening its demise, but are
redefining what we can do with television, what we expect from it, how
we use it—in short, revolutionizing it. Television, as both a technology
and a tool for cultural storytelling, remains as important today as ever,
but it has changed in fundamental ways. The Television Will Be
Revolutionized provides a sophisticated history of the present,
examining television in what Lotz terms the “post-network” era while
providing frameworks for understanding the continued change in the
medium. The second edition addresses adjustments throughout the
industry wrought by broadband delivered television such as Netflix,
YouTube, and cross-platform initiatives like TV Everywhere, as well as
how technologies such as tablets and smartphones have changed how
and where we view. Lotz begins to deconstruct the future of different
kinds of television—exploring how* prized content,” live television
sports and contests, and linear viewing may all be “television,” but very
different types of television for both viewers and producers. Through
interviews with those working in the industry, surveys of trade
publications, and consideration of an extensive array of popular shows,
Lotz takes us behind the screen to explore what is changing, why it is
changing, and why the changes matter.



3. Record Nr.

Titolo

Pubbl/distr/stampa

ISBN

Edizione
Descrizione fisica
Collana

Disciplina
Soggetti

Lingua di pubblicazione
Formato
Livello bibliografico

Nota di contenuto

UNINA9910484497103321

Research in Computational Molecular Biology : 21st Annual
International Conference, RECOMB 2017, Hong Kong, China, May 3-7,
2017, Proceedings / / edited by S. Cenk Sahinalp

Cham : , : Springer International Publishing : , : Imprint : Springer, ,
2017

3-319-56970-8
[1st ed. 2017.]

1 online resource (XIV, 406 p. 104 illus.)
Lecture Notes in Bioinformatics, , 2366-6331 ; ; 10229

572.80113

Bioinformatics

Biomathematics

Artificial intelligence

Computer vision

Database management

Computational and Systems Biology
Mathematical and Computational Biology
Artificial Intelligence

Computer Vision

Database Management

Inglese
Materiale a stampa
Monografia

Boosting alignment accuracy by adaptive local realignment -- A
concurrent subtractive assembly approach for identification of disease
associated sub-meta-genomes -- A flow procedure for the
linearization of genome variation graphs -- Dynamic alignment-free
and reference-free read compression -- A fast approximate algorithm
for mapping long reads to large reference databases -- Determining
the consistency of resolved triplets and fan triplets -- Progressive
calibration and averaging for tandem mass spectrometry statistical
confidence estimation: Why settle for a single decoy -- Resolving
multi-copy duplications de novo using polyploid phasing -- A Bayesian
active learning experimental design for inferring signaling networks --
BBK* (Branch and Bound over K*): A provable and efficient ensemble-



based algorithm to optimize stability and binding affinity over large
sequence spaces -- Super-bubbles, ultra-bubbles and cacti -- EPR-
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Sommario/riassunto This book constitutes the proceedings of the 21th Annual Conference
on Research in Computational Molecular Biology, RECOMB 2017, held in
Hong Kong, China, in May 2017. The 22 regular papers presented in
this volume were carefully reviewed and selected from 184
submissions. 16 short abstracts are included in the back matter of the
volume. They report on original research in all areas of computational
molecular biology and bioinformatics.



