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Degree

Type

Year

Semester

4313794 Bioquímica, Biologia Molecular i Biomedicina

OT

0

1

Contact

Use of languages

Name: David Reverter Cendrós

Principal working language: anglès (eng)

Email: David.Reverter@uab.cat

Some groups entirely in English: No
Some groups entirely in Catalan: Yes
Some groups entirely in Spanish: No

Prerequisites
University degree in Biochemistry, Biotechnology, Biology, Biomedical Sciences, Genètica, Microbiology,
Chemistry, Informatics, Phisics, Veterinary, Pharmacy or Medicine.
The lectures will be held in Catalan, Spanish and English, depending on the teacher.

Objectives and Contextualisation
-The main goal of the course is to introduce the different biophysical methods used in Biomedical research.
The student will acquire the knowledge to understand of the techniques utilized to study the structure and
function of macromolecules (proteins, nucleic acids, sugars, macromolecular complexes), according to the
state of the art of this techniques in relation to biomedical applications.
-A major objective is to acquire the basic knowledge to solve three-dimensional structures of proteins and their
complexes by X-ray crystallography by means of a sincrotron light source. At the end of the course the student
will know the theoretical and practical methods to solve three-dimensional structures of proteins, including
protein crystalllization in the laboratory and the resolution of protein structures by means of bioinformatics
tools.
- At the end of the course the student will know the basic experimental and thoretical methodology to study the
properties of macromolecules.

Skills
Analyse research results to obtain new biotechnological or biomedical products to be transferred to
society.
Communicate and justify conclusions clearly and unambiguously to both specialist and non-specialist
audiences.
Continue the learning process, to a large extent autonomously.
Develop critical reasoning within the subject area and in relation to the scientific or business context.
Identify and propose scientific solutions to problems in molecular-level biological research and show
understanding of the biochemical complexity of living beings.
Identify and use bioinformatic tools to solve problems in biochemistry, molecular biology and
biomedicine.
Integrate contents in biochemistry, molecular biology, biotechnology and biomedicine from a molecular
perspective.
Solve problems in new or little-known situations within broader (or multidisciplinary) contexts related to
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Solve problems in new or little-known situations within broader (or multidisciplinary) contexts related to
the field of study.
Use acquired knowledge as a basis for originality in the application of ideas, often in a research context.
Use and manage bibliography and IT resources related to biochemistry, molecular biology or
biomedicine.
Use scientific terminology to account for research results and present these orally and in writing.
Work individually and in teams in a multidisciplinary context.

Learning outcomes
1. Analyse research results to obtain new biotechnological or biomedical products to be transferred to
society.
2. Apply techniques of structural biology to solve scientific problems in molecular biomedicine .
3. Communicate and justify conclusions clearly and unambiguously to both specialist and non-specialist
audiences.
4. Continue the learning process, to a large extent autonomously.
5. Develop critical reasoning within the subject area and in relation to the scientific or business context.
6. Distinguish the different biophysical and biochemical methods in order to apply them to problems
related to biomedicine.
7. Identify the properties of biomolecules can be characterised using the biophysical techniques being
studied.
8. Interpret and analyse biomolecule structures in structural databases (PDB).
9. Interpret and reconstruct protein structures by computer.
10. Know the most advanced methods for structurally characterising the biological systems under study
(e.g. protein crystallography, nuclear magnetic resonance, electron microscope, and X-ray diffraction).
11. Process and analyse experimental data from X-ray diffraction.
12. Solve problems in new or little-known situations within broader (or multidisciplinary) contexts related to
the field of study.
13. Use acquired knowledge as a basis for originality in the application of ideas, often in a research context.
14. Use and manage bibliography and IT resources related to biochemistry, molecular biology or
biomedicine.
15. Use scientific terminology to account for research results and present these orally and in writing.
16. Work individually and in teams in a multidisciplinary context.

Content
- Immunotherapy with antibiotic fragment: CD, FTIR and fluorescence techniques application to protein design
(Sandra Villegas).
- Aplications of syncrotron radiation in Biomedicine (Manel Sabes).
- Structural classification of proteins and determination of their structure in solution (Josep Vendrell).
- Interactomics: Basis for protein interactions, at the binary or massive level (FX Aviles).
- Visit to the protein crystallography beamline at the ALBA syncrotron (Jordi Juanhuix, Fernando Gil).
- Practical computational course to solve protein structures (Tassos Papageorgiou)
- Introduction and practical course to prepare protein crystals (Ester Boix i David Reverter)
- Structural characteritzation of peptides and proteins related to degenerative precesses and viral infection
(Josep Cladera).
- Liposome charactertzation as pharmacological vectors and system models for biomolecules (Ramon
Barnadas).
- Membrane transporters for solutes (Esteve Padros).
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- Structure, dynamics and topology of DNA. Biomedical aspects. (Pere Suau).
- Paramagnetic electronic ressonance applications in the analysis of protein structures (Joan Manyosa).
- Analysis of macromolecules complexes and biomolecule interactions using microscopical techniques (JR
Daban).

Methodology
- The working methodology combines theoretical lectures with autonomous work by the student. There will be
computer courses and also an initial cristallography course in the laboratory. The course pretends to be more
practical. There will also be a visit at the ALBA synctrotron, particularly at the X-ray diffraction for protein
crystallography.

Activities
Title

Hours

ECTS

Learning outcomes

70

2.8

2, 10, 6, 7

35

1.4

8, 9, 11

New idea development in research and critical arguing

52

2.08

1, 5, 4, 13

Scientific communication

30

1.2

3, 15

use of acquired knowledge

35

1.4

12, 16, 14

Type: Directed
Knowledge of biophysical methods and identification of biomolecules properties
Type: Supervised
X-ray data processing and protein model building with computers
Type: Autonomous

Evaluation
- In the final evaluation it will be considered the assistance (which is mandatory), the involvement in the
lectures, and a short test held on the last day of the module based on the main topics of the course.

Evaluation activities
Title

Weighting

Hours

ECTS

Learning outcomes

Active student involvement

30

0

0

5, 12, 3, 4, 13, 15

Writing test evaluation on the last last

70

3

0.12

1, 2, 10, 6, 7, 8, 9, 11, 16, 14

Bibliography
- Each lecturer will provide particular bibliography corresponding to their specific topics.
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