1044E58 — R EFIRRE KRBT A\ B S F 5\ B Al T B AT ZEAmE il i P B adl - 2250 - BEiREe
BT - BSSEIRTRT ~ BhEERT - YEUAIRAT - BieE/GHET - Mo - BB ETE
5% : 3308
BRIt - B eban
FHE %18 © 25 TR uliER SRR (BEFERSE)
FEAIF © L/Nig 5 -
XOFE A FAE T ERS

1ER RSN - VISR R H10fS A 2 406% » HI FFIa g A pi s 2
A TA{FEE#EE
B.fEFZEE (depth of field )
C.#:E7{E (field number)
D.HREFERL (diameter of field)
2 BRI R 2 AR - N AEA Y IefEYE 2
ASRERAR
B._HZ
C.ABENENE
D. P
3RS ARAT 2/ NN SRR T S LG - A MY ©
AANEEID > 4LMERECD - B D
B4 > &LifnERIg 0 > B D
C.HTE N » &LMERER/D > BRSO
D.AHER D - ALMmERIG N - [EAEE
4 B Zas i E R (multiple myeloma ) ZIE(E M PR R0k » TR EHE 2
A BN EEER
BEH X EH—E A G R FFRUL
C.EPRRNNEEI100°C 28
DREAACE S RAEE LR 22
5. NYIERAR R AR RO > o[ E TERE ?
ASRARRTRE e g AR - 1 AL 2R R H bRk 2 PRk
B.VARIR SRR IR 257 S R R R
CIMERRHAGEERS - PRI RRaES
D. By T RALR TR SR dk i 2 AR
6. TFIRENRE B Z A0 - A& FRE ? OXEZHESEKEHERRET @5 F&EKHA70,000
FEgHRAERET OBFMAEERREESHEH ORMHEEIEEANKEER
O) GIPASEIS RN -5 300y
AEB®
B.EQ@@
C.EOB®
D.OB@®
7 [ R AR B sy - i A EE I E T 2
AMArE
B.M4LZ
CH&L%
D.5EEEAT Bk
8. FIIFHPR st g HIPR AR > T %1o] 5 B 25 5 i AP 1 2
AHeEZEC
B. AL
C.liks
D. A
9 JRAHE. coliy T4 » vJREEAEL NI ol & 2 (BF5 EEER ©
ASRIEZR
B.HikE
C.781Mm
D. A mEREE
10.55FRAE (oligouria) ZHHH NERHRE 2/ bmL ?



A.200~400
B.600~1000
C.1000~1500
D.#4%1500
11,5 Ay B 7 SR B3RP fEER 2
AHE
B.AE
C.fEar
D.&k 0
12 B FEEAPTERERHYRCI - T 510 TERE ?
A TR 53 REE B AR SRR TR
B. ] DAy 4T 2% HbABIHDbA2
C AR EMENMALZ DR~ o 7k
DRI AL Bk SR 2~ S 7772
13 A RAS R RE PR ERNTROL - FHI(T = $EER 2
ARG H BN R RV 25
B. G N RS AL EFRIK - PRIPRIR S i s 26 i
CARRSIRIFATAT » WIHERE R s Aoy e
D.AEEHRERNER  [EREZ V=RV
14, AR E e ORFFIEEIRAE » BN HI a2
AZEREE (mucocillary )
B.Ff B LR AHFE
C.MREEER
D.#IR4HAE (goblet cell)
15. BB Curschmann R IR FERS YA » THIMe & #5552
AHERUA S RE Al A BRI
B. 7 R B4R
C. AR EBHR
D. & {1:BE 3R Charcot-Leyden4s &

16. 55 ST AN ERZBR BRI 2 e - HERATRGES - RERhlass s - HaiEk AN E ARk
= MY ?
AZREA

B.Dittrich (& f&+
C. X REEM
D.Charcot-Leyden4t &
17 MBS BERMEITE KT > 45&3KEN (haptoglobin) HFRTA 5[5 ?
A.BHEH
B.o BREH
C.OBKEH
D.BEREH
18. BRI HRE R TR 1 ~ 2 ~ 38 THIRE TR 0] =& A 2
AMEREHEEL YR ~ AL~ 0%
B.AEAL ~ FREY) ~ MERGETHEL SR
C.HHE - MmERETEELIE - 05
D.MERETEELH - 41 ~ e
19 AR EURAYRUIL - THIfeE AR ©
AIEH OVEIRELJ10~50 mL
B..LvELZE I RIS P BB AR A4 N
C.JREFES LAY O /K I NE 2R
D.EMAFEE OVERINEEA AT
20. B ETIEHIR (transudate ) BL2HE (exudate) HYFC » THIMel# R ?
AJEHR AR S R AR R S
B EHIRA R EIVA MmEkE H
C.BHRMNILERK
D. 2R AR D EHTEAE R
21 gL B K A i T RE TR R By ] 2



A BB R D
B.IE B D
c.ELBERERD
D.AER#LE )
22. THIRATA IE R BRETR ROk » ol EeEaR ?
AR AT 434 ~ 627
B. AR RS/ D3 g/dL
C.ZFBMmEK
D. & H%S S
23. T FIME R 4R M A B R R R (3 2
ASMBIZARIER ~ Bk - EREEE
B.HMERPABEIR £ (>90%)
C.#i e i i (54920 ~ 100 mg/dL
D. ' Rk e
24 K e AR S S BB IE A T 5 e 2
A.eosin solution
B.flavin solution
C.glucose ringer solution
D.a-glucosidase solution
25 fRWHOREAE » TER IR A LI R FORA L IRAS RO & I AR R & 0 HI& R % /b 2
A.30%7¢% ; 2cm
B.3043§% ; 5 cm
C.65%7#% ; 2cm
D.65%7%% ; 5 cm
26. NHIRIE B H A R AU @i Re HY 5% 2
AR ARE A
B. B A SR I A A
C.REBR DA
DB FEE A
27 NSRRI R T 22 HREAR 0 (I A AR 84 Ko 7 odl 2
A LBAERR AR
B. Rl AR IR ARG
C.HEAR E Rz 4HHf
D.fi#IR - Kz 4HAE
28 B N YRIE G RHES RO W - AR 2 A RURIRIREE ?
AJEERNHZE (FSH) Kafgfe® (LH)
B.HEHE 2 (estradiol ) Kz =#4d ( progesterone)
C.HRHRZR (thyroxine) ke HIRBRRIEZR (TSH)
DEMEREZE RIS ZE (GnRH) Az (inhibin)
29 7y AL ERLE %S (Diphyllobothrium latum) HYp A - GIRGLZ THIAREE S35 [
&l ?

AL
B.#
C.t&
D.4EEEB,,
30.1FfEE (malaria) JEMUKHRR > RN ATREEFIFEAE: (Plasmodium spp.) HYf[fE# &0

2

AFFER (ring form)
B.2JHEHS (schizont)

C.245E1- (merozoite )
D.ffi+ (sporozoite )

31. NN BRI ER A S 2
AFERLE > (lodamoeba butschlii)
B.f/INH>KE (Endolimax nana)

C. KEEF[>KE ( Entamoeba coli)
D.E&#% >k ( Dientamoeba fragilis )



32 AR/ MR (Hymenolepis nana) YR » TNHI{A & #HER ?
AR N <2 5 R
B.&a N EL et
C.H&z e T
DA B RS RIS
33. A R B R Es: (Trichinella spiralis) EHIARA ?
[ZNEGIN
BB &
C.IMEF SEhiag s
D. R fGE
34. Ny 4R Es 2 fiénas (microfilariae ) FEEHAMEMHIRIT B IR T > FIMERERD AR
IR PR 2
AJEE 445 (Wuchereria bancrofti)
B. #4445 (Mansonella perstans)
C 44543 (Loa loa)
D.7f ¥ 44&% (Brugia timori)
35. BN RIDES R O - NI ERE 2
A 2% ] AL I Bk ( ¥k
B. H LAY ] DA Sy P 1 B B b 1 B R A5 AL
C.HafH/INE ] A Oil red OFy s
D.Hansel stain == ZEuE e 4 (4 ik
36.78 1 P2 A i SRR PR e Ry ] 2
AR EE—RR
B.FE&R
C.24/N\BEfR
D. AR
37 MSH AR 2 WS PR T R - &Rl A Ny & ER ?
A MG eE IR Els
B.W 5
C.&h%H
D.E R M AR
38. NI A A 5 B M MR R R 2
AR A
B.EE%
C.E& LR
DU E
39. NMEIAZRIDEG SR I SR SR sS R - BB IR E — A Rt eR i 23
Maltese cross45 5 » Hby ™ 5Ifa 3 2

A.cellular cast
B.oval fat body

C.waxy cast
D.WBC

40K R > BEATERUY A FRE R TSRl Friak 2
AWBC

B.transitional epithelial cell
C.renal tubular epithelial cell
D.squamous epithelial cell
Al B S AE (Base) - Flikli# (Ribose) Hifkf% (Phosphoric acid) - Hr ik
T AT TR AN b 2



Al
B.2'
c.3
D.5'
42 —EXEEHEDNA » & H20%MG - I TH %/ DEE 2
A.40%
B.10%
C.20%
D.30%
43, YIRS+ R BRI VAR 2
A.RNA polymerase
B.Promoter
C.RNA primer
D.Ribonucleotides
44, T E A & HIDNABLE VB RIS A 2
A.Nuclease protection footprinting
B.Chromatin immunoprecipitation
C.DNA fingerprinting
D.EHE A (Protein chip)
45.RNA splicing#&F2 1 » intronfyf& i B4 i 5 alfi i FE5e ik 2
A.Transglycosylation
B.Transphosphorylation
C.Transesterification
D.Transacetylation
46 412 1 H R elongationfi Bz » (LS (Peptide bond) Y& RFRIMHE |
AL TATPHI253GTP
B.27>FATPHI1;FGTP
C.253FATPHI25FGTP
D.373FGTP
47 —HEDNAKIEIRE » —(EfL TP 28 R AL %/ 2
A10°%
B.10©
C.10
D.101?
48, FHIRHHA B L 4ERE S #U: ( Single-strand conformation polymorphism, SSCP) (4 » {a]
EHEEA 7
A FTEIMPCRIECR
B.[#iFHIEE Y (Nondenatured ) PAGESY T
C.TRE S BEEARE R BRE TS
D.5 2 3 HiDNAHHIGCE B2
49, THIRETATE %G 509 A Z E (Nucleic acid sequence-based amplification, NASBA )
BRI - fol 2 FEER ©
A EHEERNA
BN (Isothermal) HYLZTE
C.[iHT7 RNAZ & (Polymerase )
D. 75 (£ fiDNasejz
50 7F S R RERRAEEE k£ ( Denaturing gradient gel electrophoresis, DGGE ) 1 » i@# BE{r
i —{RPCR3 T4 5 b LIRELEHEN ) T DB RAER RS R IE T > A
DNAES 82l B 2
A.GC clamp
B.AT clamp
C.Poly-A
D.5' cap
S51.EA WY& F (Microarray chip) - "NIRClL A& EHE ?
AEHE&RR HEESHAR AR T ESE
B.[EE/EDNAF 1 _EHIDNAFEE A GG AR Y E SRR 4R [E i 2



C.HESIER R I 0 E & R 92 ML= ZE R S R Wl & AR0E - (R R A A
ARRE
DR 7 3 S FIAE (US4 A P B SIE S2( E
52 AR R {ERRERNARTIEE RS 72 710 £% » SUBRIRR S iE#EHS E (Real-time PCR) AKX
RZ1% - i EEMEICHE (Threshold cycle) &7%/1 ?
Al
B.2
C.3.3
D.10
53.[# > oligo ligation assay{&;Hisingle nucleotide polymorphism (SNP ) gk » N¥I{a[E 1
i ?
A2 FEF A HIARKIHISNP
B. EZRFIRES tife e —(EZ H BRI 2 2K ST HESNP
C.ZFEFEE T ADNA ligasefIDNA polymerase
D.SZJE  FE 2 ([ capture probesHl —{[E-[F]Hreporter probesz 7 HSNP
54 NEAERRS (Genome) &y&H %/ MEFEA ?
A.15000~20000
B.25000~30000
C.35000~40000
D.45000~50000
55. THIRATAYERS (Plasmid) FYRUIL - {5 8ER ?
AEE A —2 [ ([E selection markers
B. BRI & # I TR
C. ARETEAH A EEY
D. 3 A PR B ) B
56. T 7 725 5 i 2RI e 2 R R E M (Microsatellite instability ) 2
A F4IETE K (Capillary electrophoresis )
B.Restriction fragment length polymorphism
C.DNA sequencing
D.Single-strand conformation polymorphism
57 FermE: & {£Macrolide-Lincosamide-Streptogramin By &éfdtE » [N Hl 0l (a2 skan 2
A.FEH23S rRNA domain VI EAEATEL
B BRI RE A R @RI S B R e
C.¥fmacrolide zlincosamide EL{ji14: » {H¥fstreptogramin BEJE=14:
D. AR [EIY B A A Herm &R & R [F
58. N FIalfdE 7> T 58 75 AE A 4 B B i 2
A.PCR-restriction fragment length polymorphism (PCR-RFLP )
B.Random amplified polymorphic DNA (RAPD) assay
C.Plasmid analysis
D.Oligonucleotide probe hybridization
59.¥fganciclovirg i g Ery R EARERE (CMV) - HZEEEREL L T A el AR ?
A.UL79
B.UL97
C.Protease
D.pp65
60. Ny IieBsiR stz Ieny 0% » (B G IR EIZRE S E ?
A.Nucleic acid sequence-based amplification (NASBA)
B.Hybrid capture assay
C.Branched DNA assay (hDNA)
D.Southern blot
61.F—¥ilpe - J& Paramyxoviridae » &8 HYRTERIHLAAIRNA » Z530%HIU » FEEA
HEHVHER?
A.20%
B.30%
C.15%
D.f 5



62 AT A7 R e I o AR Y BRI SR R Ry ff 2
A.BEBEEZE85 (Point mutation )
B.E AR (Deletion )
C.E:MH#k A (Gene insertion)
D.JHF K #E (Gene inversion)
63. T FIAR LR ffir oT FHACH E B SAARR A Ay e pg g H 2 OEERFIIEE (STR markers) ©
R E & Gl fE (Real-time PCR) Q4RRIZAI T
AED
Bf£Q®
C.E®
D.O@®
64. TR T2 B4 F AR ECHERA 7 Bighk (Large deletion) BGEE4H
(Rearrangement) ?
AJLTT SR
B.FE U7 EEM0E
ComE IR R AGEE K
D.E MRS K
65. I HE S E AR AHGRAY 7 A - BB 2 GEPDRAZfE R BN 5% ?
A—
B.—
c.=
D./™M
66. TFITEZ t(12; 21) MR EREVE S EY) ?
A.Chromosome 12 TELA R Eiichromosome 21> AML1ELRFE& X TEL-AML1 fusion

protein

B.Chromosome 217 TELE R Eichromosome 127 AML1E: R G & K TEL-AML1 fusion
protein

C.Chromosome 127 TELE[R Bichromosome 217 AML1E: ARG & FKAML1-ETO fusion
protein

D.Chromosome 21~ TELX:[Rfichromosome 1227 AML1E R &R AML1-ETO fusion
protein

67 EHEA MY iR R A S E - $7Y acute myeloid leukemia (AML) FEAEEERG
FEHRHTINTRR ?
A.t(8; 21)
B.Monosomy 5
C.Monosomy 7
D.FLT3-ITD
68. B R ZADR R A M ALA- 28T Z B
A.Promoter mutation
B.Nonsense mutation
C.Frameshift mutation
D.Splicing mutation
69. NIAERATPS3 7> FARSRayRul - (a1 &85 ?
A TPS3ELRIZE 1 43 F-igoil o] DA B2 B & 4 2 A Li-Fraumeni syndrome
B.TPS3&[AZEE M) 77 1 il £ 234 B frexon 4~9
C.SSCPELE Frifd /774 & vl U ERRHITPS3 2 A 288
D. 75 TP53Ze & (s g 4H A% HAHC L (s — AR LE IR H V40 4R 55
70. MYIRAR A2 (Cytochrome ) PASORYRAL » {71 & $Has ©
A B FHAEA50% L EAYEEYEH
B. HAREMREHIZ I
C.HEE 2 AN E s pEe Yy s R A
D.HLIE5E6(EEEER
71. THIRAR ATSESEY) (Prodrug) HYRCIL » {a] & FEaR 2
ARGAREIEN: - &OfE— S R4 BEMH
B.}ilnfeZEYclopidogrel & —{Eprodrug
C./Joa M TERAREABR I AR B2 I NS R0m B I EEY)



D.FEA 2 RV & 52 B prodrug iy B s R

72. T Al F ik 7 A AR AR € A O mERUE (HLA) 2
AJR#IF B EE A4 (Restriction fragment length polymorphism; RFLP )

B.JFYI B I A i 8 S B ( Sequence-specific primer-polymerase chain reaction; SSP-
PCR)

C.EEHL4ERE% MM (Single-strand conformation polymorphism; SSCP)

D.JulEIHE Iz 4% (Amplification refractory mutation system; ARMS )

73.[8 R M B RIS T ( Sequence-specific oligonucleotide probe ) fiHLASY ! » 55 —(j
BEEH4EEHLA-DRB*09:01-09:05 » 55 (#5145 & HLA-DRB*09:02/09:03 » 28 = {E#F 45 &
HLA-DRB*09:03-09:05 - g4t S48 A S — (@R ss PR A4S & 2 RPHIDNA » RIREH
DNARYHLA-DRBZ &R N HIHl—4AL 2
A.HLA-DRB*09:01
B.HLA-DRB*09:02
C.HLA-DRB*09:03
D.HLA-DRB*09:04

74BN R MBRGURE (HLA) RIS C A - THIRot &5 ?

AHLAZERTE R ARSAREASE NS g s b B ERE AR - BILEMN
A

B HLAFLR 4 IS (e 588 T (% » EFEHLA-DR ~ HLA-DQEEALA

C.HLA-ABC 2 T-#E ER 3T 9 (EISTREL A S iE 77740

D.ZHE R P (Linkage disequilibrium ) 2 & sl AR [RIfE Iz SR R HLAZL R B o3 i 72 52 A J5
HNZz—

75 BEA — SR NET — B/ N (BRI B R ER S Rk % AL - 8K
8 E FIDNAZ4L 0T FHEE - B BAYCPI£221870173.656142 » PP 599.9999995% ; [fii Z.
JHICPI150.000000 » PP£50.000000% - 3% Z:4fi~ PE%0.999989 « RIIFZ 2 74 M fs . 4 XC
Fyfa] ?

AR

B.Z%

C. AR e i HEr
D._EHEHARE

76.77 Tt R I PCREFERY E Masllg - T 5 IMalfE i 4R mT DUROHIER s B2 B R 4T i i false
negative ?
A.Positive control
B.Negative control
C.Internal control
D.Sensitivity control

77.4[{LDNA% » LIS B% MNE 260 nmEL280 nmiIE ST - NI A4S SLEE T DNAKE
HIHIRNATZ: 2
A.OD,=0.42 i OD,g,=0.23
B.0D,4,=0.26 ; OD,,=0.23
C.0D,4,=0.40 : OD,g,=0.17
D.0D,,=0.30 i OD,g,=0.17

78 M BRI LB 2 B 1 TP Py 2 & A AL 2 7
A.CpG island
B.GpC island
C.ApC island
D.CpA island

797K FRE > REEALAZ HEECH LA FFIfalfE L& Pps Sk e U 2
A.Sodium butyrate
B.Trichostatin A
C.5-aza-2'-deoxycytidine
D.Sodium bisulfite

80.7K R - THInI BRIy AL AT DS S s R e Y AR YAt (Biomarker) ?

A.DAPK
B.GSTP1
C.XIST



D.APC



P15k AT E B %

Fexoage s 1047 % - IEPBREZI R A B E Y RFFT FEBEF RO ERTF B FE
s 43 ‘iiﬂz"F’m SR EF s IR LR BE s BR Ry B~ vl R B K EF

~ S ~ B N LSS ~ kAT T ~ "1““,‘ ~ < =X
WA e A ?%% s ¥ AP A =i ORER P A e Fie BT~ R

PR LA FEATRBESTRAMKST (F455 2 AF) GRALA K 1 3308)

M # 804T
XSS

525,001 /02[03/04(05) |06/07,08[09/10| 111213 /14|15 | 16|17|18[19 20
¥ %/ C/D/IAD/A|//AJA B|C|A||B/A/C|D|C BB/ B C|C

5021 1222312425 | 2627282930 |31{32|33/34 35| |36|37|38|39)40
%2/ C/]C/B|C/A/|C B/ B|ID D D/ A/ID B/ C| B/D|/A B|C

5L 41 42|43 44|45 |46 | 4748 14950 | 51|52 |53 |54 55| | 56|57 58|59 60
¢ DD C|]C/C  AJC/IC/D/IA], B/ C/ BB/ C||AC|C|BA

850 61 62|63 64|65 66|67 68 69|70 71|72 73|74] 75| |76]77 78|79 80




