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1. Please briefly describe the following methods.
(1) Single-cell RNA sequencing (scRNA-seq) (5%)
{2) Super resolution microscopy (5%)
" (3) Transcriptomic analysis (5%)
(4) Knockout mice (5%)
(5) Next generation sequencing (5%)
(6) Two-dimensional gel electrophoresis (5%)
(7) Electrophoretic mobility shift assay (5%)
(8) CRISPR/Cas9 Genome Editing (5%)
2. Please briefly describe the following terms.
(1) Wobble hypothesis (5%)
(2) Replication fork (5%)
(3) Topoisomerase (5%)
(4) Okazakifragment (5%)
(5) Epigenetic modification (5%) .
{6) iPS cells (5%)
(7) G protein (5%)
(8) RNAI (5%)

3. Whatis autophagy? (5%)
What are the differences between autophagy and ubiquitin-proteasome system (UPS)? (5%)

4. What is single-nucleotide polymorphism (SNP)? (5%)

Please describe its importance and application in medicine. (5%)




