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What is bioinformatics? An introduction and overview, N.M. Luscombe, D. Greenbaum, M. Gerstein.
Yearbook of Medical Informatics 2001

Essential Bioinformatics. Book, JIN XIONG, Texas A&M University, Cambridge University Press

NCBI database: https:/www.ncbi.nlm.nih.gov/

PMC database: https:/www.ncbi.nlm.nih.gov/pmc/journals/

OMIM database: https://www.omim.org/

PubMed database: https://www.ncbi.nlm.nih.gov/pubmed/
http://eu.idtdna.com/pages/support/fags/how-do-you-calculate-the-annealin
http://www.premierbiosoft.com/tech_notes/PCR_Primer_Design.html

EXPASY database: https://www.expasy.org/

. Ensembl database: https://asia.ensembl.org/index.html

. PMC database: http://europepmc.org/

. Methods in Molecular Biology. PCR primer design. Edited by Anton Yuryev

. General Concepts for PCR Primer Design. C.W. Dieffenbach, T.M.J. Lowe, and G.S. Dveksler. PCR Methods
and Applications. ISSN 1054-9805/93

. DNA SEQUENCING — METHODS AND APPLICATIONS Edited by Anjana Munshi. Published by InTech
Janeza Trdine 9, 51000 Rijeka, Croatia. ISBN 978-953-51-0564-0

. Lecture: DNA Sequencing. Dr. Serageldeen A. A. Sultan PhD in Molecular virology. Yamaguchi University,
Japan (2010)

. Lecture: Genome Sequencing. Jutta Marzillier, Ph.D. Lehigh University. Biological Sciences
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