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Dr. Yan Zhou

Department of Microbiology and Microbial Engineering
School of Life Sciences, Fudan University, China
&
Bioinformatics Division
Shanghai-MOST Key Laboratory of Health and Disease Genomics
Chinese National Human Genome Center at Shanghai

Schistosoma japonicum genome project —
the gap between genomics and biology

ktora sa uskutocni 19. novembra 2010 (piatok) o 13:00
v miestnosti CH1-222 Prirodovedeckej fakulty UK

Navsteva Dr. Yan Zhou sa uskutociiuje v ramci bilateralneho projektu APVV SK-CN-0007-09
KuzZelove seminare su podporované grantom Nadacie Tatra banky.

http://www.naturaoz.org/seminare.html
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Topic

Schistosoma japonicum is a parasitic flatworm that causes human schistosomiasis, which is a
significant cause of morbidity in China and the Philippines. A draft genome of the worm provides a
global insight into the molecular architecture and host interaction of this complex metazoan
pathogen, revealing that it can exploit host nutrients, neuroendocrine hormones and signaling
pathways for growth, development and maturation. Notably, the S. japonicum genome encodes the
growth factors, receptors and essential components to regulate many cellular processes during
organogenesis and tissue development.
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