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8. AT type | self-spliced intron 7R 47 A% lariat &4%? (4 4)
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10. #33£ Rho factor 4o & ik B 4% dm B 60 44K 1E R - (4 ) |

1L A AR B ERREREL R AP LRBEHA BIE o B~ - (4 4)

12, MR T » B4 4 open reading frame % &9 point mutation & THEERE TR AWAR? (3

/\)

13. RSMANRENZ THEFUHLE , BRRBRAEL)
Regarding to gene reguiation in prokaryotes, please choose the best answer for each description:
(i) A sequence of DNA containing a cluster of genes under the control of a single promoter (2 /\)
(ii ) A protein that binds to the operator and blocks RNA polymerase (2 4
( iii } A small molecule that binds to a repressor and makes it active (2 4))
(iv ) A small molecule that binds to a repressor and makes it inactive (2 %)
{ v } Upstream sequence to which RNA polymerase binds (2 4-)

(A} Corepressor {B)Promoter {C) Repressor (D) Operon (E) Inducer

14. What is histone modification? Please describe the correlation between histone modification and gene
expression. (S 4+)
15. If you decide to study a transcription factor and would like to investigate whether it interacts with a

specific promoter region in mammalian cells. What approach would you use and how would you design
the experiment? (5 4)

16. microRNA is a small non-coding RNA molecule {about 21-23 nucleotides) found in many organisms and

functions in RNA silencing and post-transcriptional regulation of gene expression. Please describe how
miRNA regulates gene expression. (5 4-)
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