H2# 5 - B HR T FFY FRTRES-HEITE T FREiy
FATEER T FRARRT ~ FE S IR R 1128
BRR T BRI R PESR B BRFFE  BA A EF oS LR 3R
i 5o 0 3308

B LA R R

BB LH BEATRETATRALRS (P HRFLAS)

THEF )@ A

WOER ARSI LFHE T ES

MR R (MR E R -

B sm s e R R A R SR RS - H 8 2 FURME N E /N ?
A ZER

B.Hh

C.AHEHK

DR
2 A RARAL R 2RO - TR I ©

AL PRI ETE
BOERERE A > [REARHTIE
C.l1of&Pgaizns - SRR

D iRy > St
3. HENRRAEER M R R R (T 2

A 4HREgZ G % (cell image )
B4R 3474 (flow cytometry )
C.ZHEEYEEHIE % (reflectance photometry )

JEE

D& 58558172 (mass spectrometry )
4 [FFSYSMEX UF-100/RI0E 531168 » 1% AR PALMERAISHEE Ry 5 2

A.<10/uL
B.<15/uL
C.<20/uL

D.<25/uL
SIEEERT > NHUEAEH & 2B 4Rk IEIER 2 K B 2
A FEERE (aldosterone )

B.M&EU%EZ (angiotensin )



C.YiAllfR#%Z (antidiuretic hormone, ADH )

D.B%Z (renin)
6. T~ F el fE 17 it o] BE & BB B AR BRIE R AR I il 2

A BT R
B.fK
C.B/KHE

DR I
[T REUR R PR AR - pHIERS.S > FiBHFTE R fEA A T (formed elements) ?

A hyaline cast & triple phosphate crystal

B.cellular cast & triple phosphate crystal
C.waxy cast & uric acid crystal

D.cellular cast & uric acid crystal

8 K L - ILPRIR IR b Bids R B R A A AHRE 2
AeE
BUBIRIE R
CHEK
D.&H
9.LIClinitestt ZARERIRAE - T FIAITE FERR AR E ?
ALt > ik
Bt > [0
C.BEME - A

D.pett » [#h

10 ARiteS = e e IR ~ RIE NGB - N T E ?
A JKFEIERE HEC#RE

BKRHBIEL H LSRR



C AR SRR (R R P E R

DB U IERE H BT TIE
11 FRI0E(E FiHansel 24 (0 » ESEHEZ T I{a] 2 2

AL/ MR
B.#g MBS
C.rgMe 4 A ek

D JfRE S,
12, F SR it SRR & R B iR Ctarry stool) 2

AgE
B.E#%
C.g
D+ 4585
13. 5 et a4 s 5 A W E UN BT 4RRRL S 45 E - HABRE A R RaERE 2
A EHXERE (Isospora belli)
B. B #fiE5: ( Chilomastix mesnili)
C. KiG%E5 (Balantidium coli )
D.Zi¥ £ ( Giardia lamblia)
14. N5 et T 2R &R L FIKT - o] AN A Ty ©
A Benedict’s reagent
B.Lugol’s iodine solution
C.Fouchet reagent

D.Turk’s solution

15 {5 F guaiac 2 (Y ZE (H B il - HREUZ A MALZ BA NIl 2081 2
A pseudoperoxidase
B.alkaline phosphatase
C.lactate dehydrogenase

D.urease

16. 8K T2 F T 51Mn] 5 Bl 5 SR8 it S L BEAR R 7
A FiEE YRR
BLIER M BR



C.Curschmann & 12 jjgha

D.Charcot-Leyden%
17. T FIe) 2 e e e A AR iR R A 2

A.Auramine-RhodamineZ:{t) £
B.Ziehl-NeelsenZt (£
C.KinyounZyfijk

D.GramZv& )k
18 B HESH RN A MERETEIE I > MBS EDUREERFIREAZER B T - & EERE N E -
i 1% HIRAGIRSHRS (pellicle) HYYNER - RIIRZ BB B NI & f A AHRR T 2

A BV LAE
B354 R lEA
Cp e ERkRE %
D G52 MR 3%
19 AREMSERER (CSF) HIRSEY) R pyetaly - THIRCI T E R 2

AZE (BB At (Limulus lysate test) 7] DURRBIE2ETE & By i B EC Fa M B R

MRS ElR S

B.f& TEIE 2 (India ink ) Z4ff)% - acridine orange 4t n] DL BIEERE (cryptococcus ) HYHE &

CHilg At (acid-fast stain) AYEURER € - ATURAIR GBS E (PCR) WBhfiE
5 [FEAY T MR R 3=

D.CSF VDRLABRISEUERE » (Rt - BRI bl B i e i3
20, B BT R LS R 1 1N PO L B IR 2

A.1~2

B.6~8

C.10~12

D.18~24

B RS R

21 PRIZE ] o 17 R A R R AR ER T > IR > 410,000 RBC/PL IR %/ bmg/dLAEEE H 7

A.0.2
B.8
C.20

D.100
22 AR R ERTE H AT I RIBUAER] - TYIRCH & i &l ?

A.H ¥k —EDTA



B.pH—jitZ
C.#&j&jE —EDTA
D&Y —ir&
23 TFIfEEAZLightERI (Light's criteria) Hf 3 S E A /K R 2 R SR HEURAVRRAIPE E 2
AR/ E $EEEEE
BE/K /% LR S BsELE
C.HE/K /% HE4L R ELE

D.jEK /i e EREEE
24 T H G B BRI G BB EE (amylase) JRE ETF?

A FBhE R
B4 e 3R
C. a2y

D B R e
25 B R A M AR AR AR - RS ] EEER ©

A BR B AR T AE LB 45 0
B. ot Sz 4R AT AE R B IE H HO AR G
C.E o 9 3R FT AE L ER il 3R

Do BB HFHES (KFM%) - BRI S B
26 BB E MRS © SORALIERBS @ THEE  H FSIE AL fBkea ©

A.0.3% NaCl
B.0.5% NaCl
C.0.85% NaCl
D.1% NaCl
27 T HE B B E R A IR M AS & 2
A FR%47 ( monosodium urate )
B.G & (hydroxyapatite )
C. &g g (corticosteroid )

D.EEEE ( cholesterol )
28 HF BRI R AE 2% - FEEN SRS 20 ERTE ?

A FIFIHRE
Bl ik L



C.yusimig

D. s
2. A28 B8 T RO ER L 2

ATER

B 4t

C 4

Dt

3045 ERHER IR RTARET - MR ) SEAEB R R 2 TP ?
A. 15t

B. T

C.4epiR

D.5{EAER
3L T ferfdssas - sedf(E H Rk R Jvofgds - REME&RE: (microfilaria) HIRAERFCERM IR ES
H e 2 A 2

A.EHke48% (Brugia malayi)
B.3E(K 258 ( Wuchereria bancrofti )
C.75 304488 (Brugia timori)

D.Zgf 4455 (Loa loa)
32 ARSI A/ » NEIMAEE R 2

A FKZZalu B U0 (Ascaris lumbricoides ) K% Zugx0N ( Ascaris lumbricoides )
B.E452UbE&E ( Diphyllobothrium latum ) KNE AT S ( Paragonimus westermani )
C.A2EFuR S (Fasciola hepatica) K& )15 ( Metagonimus yokogawai )

D .45/ \HEpEEE: (Hymenolepis diminuta ) KNG/ NEE &S ( Hymenolepis nana)
33 FFUTEARERAINHAAE (Plasmodium ovale ) KLIMEBRATRHE ?

A LLinBRIRA
B 4TI BRIz AR 2 i
C.ALIMERN B EEEMFFICEE (Schiffner's dots )

D. H AL Mk
34 AR ERS [RER N B4l EafS 1 TE (visceral larva migrans ) FYATAL - NFI{] 5 $E35% 2

ANZ SR RS

B. IR R 2 —



CRIAR B 2 A

D. g ST oA Bt 22l
35 THNERNZ B RAIREH 1455 ( Gnathostoma spinigerum ) K75 ?

A BYIZ SRR E 5
BUZ AR AN
CIZ RPN

DIZRZHTEE A
36. \ Bl HRIZ TR A E VI R A $5 188 (Taenia solium) ?

AR
B.##4- A
C.kKe

D j#A
37 TH I RS AV 5 i Sudan AL (ufgs 2

AR
B J&#EBER
C.HafER
D.#(#
38. MR N FIEEYE Y & & B AT R AR e S R IRR 2
A BRI

B & i

C. ARk
D HLEgHET

39.IEHERT » T ar e e A A MR A K 2
A JE#EBEIR

BUERER
C. R
DR
4074 RE L EEI R st ROl - TR FEs 2
A KIGERR T AL —
B.REERALA - fEHREE R YR 4t anC



CHIRBURRRAS S - A

D gt OB B i 2 fadfll 7%
41. THe A ASDN A BB AR th & FORRER 73 YRNA primerfSf: ©

A.RNase A
B.RNase H
C.RNase P

D.RNase T
42 5 o) g B —(E R 2 S A IR Edd A (deletion and insertion) ?

ASEMEE i (reactive radicals) 410, ~ H,0, + OHs
B.DNA#: A% (intecalating agents ) #17.$% (ethidium)

C'Eﬁ%”@] ( mutagens ) iZ[[N—methyl—N] -nitro-N-nitrosoguanidine

D @8 A E1Y) (base analogs ) #[15-bromouracil
A3 T HIME BRI KAREAZ Y 534 (karyotyping ) & (HIRES2 15844 (EAS = f%H8 (trisomy 21) ?

A.EEFHECE (Patau syndrome )
B.E{#E#E i ( Edwards syndrome )
C.FEFCE (Down syndrome )

DR E (Leigh disease )
44 N HI{a] K12 general transcription factor TFIIS AYTHAE ?

A HB5%/F FHY initiation factor
B.i#§%{E F Y elongation factor
C.#1}% RNA polymerase [y RNase activity > {§i RNA polymerase 2 1EIIEE

D.{# RNA polymerase ‘N &= HAEDNA L » 1ffj o] 4848 11 T 5%
45. [ immERh &FEEA (fusion gene) 73Tl > B & AARES Fofr] ?

A.DNA
B.RNA

C.protein

D.cfDNA
46.8 7> Sanger sequencingfYFUI » Ao F NS ?

AR e L SRR REfE R ) (dideoxynucleotide chain termination )

BT AR Er iR EURE 25 AL I B R S H IR

pil)



C. A DA DU ES S 7y AR E A [E Y 5 S

D g s [T HEssa T2 SRS bp/eds » DAFIHEE
A7 BRFPZBEE IR - TH I R A E 2

A F] L A I A TR B AL IR ZE
B.ERAARHHVARLEE - MR THCARLEEA RERE U I
C. AT DAGE I S8 Be A /M DS PR (detergent) 575 MR4TES AT EE

o R AR S S AR A AR
48.—xﬁﬁ = NYIEEEN o B F] A SR RS DNA ST M 2k 8 8 FOE @ e (% 2

ALJEISC BB RRA (5
B.[FI B ACHI S SRR A
CAHA B 2B

D b /18 7R (%
49.FH B REE PR L (6 A R RI(E AR - B RIRGL > T R EE ?

A IlluminaiE [ F & FFELIAEZPCR (bridge PCR) Ay AR THENE

B.Illuminafy a] 355 M4: s -2 5 (reversible terminator-based sequencing ) &K/ A K [EBA A Y CAEEC Ay Bl 3
M+ (reversible terminator ) ARHETT 7 JE

C.EB st ( ThermoFisher) 2\E]fYlon Torrent’E & FH A {EPCR (emulsion PCR ) ZRIEIEFZEE H B

D .Ton Torrentffr{i FIHY-HEHGE - R i 2 (FUOMIDN AT & K2 MBI 7 2f 7 SRR AR A T ppHE HY 2k
50 7 AL REssE (FISH) AIEAI R Y I EEAMNEV iz & ? ODNA  @RNA  @protein

AEDOQ
B.£@O
CEDD

D.0@®
S1.TFI e[ A i & % LIDNA G J R BAEEHURG /28T (in vitro diagnostics, IVD ) B&E=s#1 ?

A BT R N BRHYE [R A
B REAER A U EEY R ARR AR N Al
Cor AR AL Y S HERZE LS (mRNA )

D R R ES I g R R Bl
S2. IS i A 5537 DNA EVE AR AIFYEEZESE (point mutation ) BRAG/INYEEREEHE A IR (small insertion

/ deletion) ¢

AABEYE$EAAEREE (chemical cleavage of mismatch duplexes, CCM )



B.14igE[HEEZzE%8 2.4 (amplification refractory mutation system, ARMS )
C.H U AR BB EREREAS (allele-specific oligonucleotide hybridization, ASO )

D .eigfREEE )7 %5 (amplified created restriction sites, ACRS )
53.BADNAGF BLE HE G H _LEEEE (probe) BURLHL » TFIMA] 5 e (EAE 2

A ELBEEDNAL R E
B.HADNAMLE - EHERIERE S EIE
C.DNAJEB/K 45

D. H Ail & ATRFDN ARG S MR B A AR i
5S4 THNARE T AR RS BRI /2 g S AR DA A B U 7

AFEHHEE E (PCR)
ZES W Sl $HEZ . ( mutagenically separated polymerase chain reaction, MS-PCR )
C.53%DNA (branched DNA, bDNA ) F7 77

D.ERZIE 50K E (nucleic acid sequence-based amplification, NASBA )
55 THHE#E A fEnested PCRJTVAHIIERL ?

A FUEME: (sensitivity ) =)
B.Rr5 M (specificity) 1=
C.PCRIZFERAT (template) FTEEEHHE

D.PCRfZ JfE Tag DNA polymerase 755 &%
56. N FI{TfEEE S o] DURIAEIEIE (cytosine ) [HIHAESERPRIEIE (uracil) > DASIHTCpGoir BhHY A LARRE ?

ALESERR e B
B.E T M SR
C. EnEhiEE sy

D. S nfisEhz i
ST T HIAREE T R At AZUIT A IR N B 5 © (DBERASTE 2 BN #f (SSCP) @Z ML RBRE Ik i
(DGGE) Q=f#ffrief&Risr T (HRM)

AEDD
B.#£@®
CEDO®

D.0@®
58.LUSBT (sequence-based typing ) 73FfERHY 775 THLA-BY Y - F R HRIMHLA-BAA Y TFIAlLEE

5k 7



A.exon 1F12
B.exon 2#13
C.exon 1£13

D.exon 2F14
S5O BN E = BT ETEH (laboratory developed test, LDT ) AYUM - NH{a[ &5 R E ?

A ABEIRET > WFRSeHET 7 ARESY. (validation) K B@Eg (verification )
B. 2005 e barA B AR R B s RS s e 2 EM
C.J57:mESE (validation) HIFE © sensitivity ~ specificity ~ positive predictive valuefllnegative predictive valueZf

D. &= 81Tk eHERETE - 7 RIRERFE K
60. K IAUE Fr4s FHE F 2V BRE0HE + DRI (variant annotation ) @FFHILEYES (alignment)  QFF
B i 51T (rimming)  @FNEEEYET (variant calling) - 51 A FEIE 5 & 2

A.GOBQ
B.2®G®
C.O®0®

D.0@@®
6 1R > il MR RS ER S » TR & i il E ?

A PrEeR heparin@ {15 PCR K JFE

B. 1t % €r4IHIPCREZ
Ca BRIy FSDNA - SRISHUEE2 ~8°CHS - FESRTE (3 PUAE PR EL

D oy BRNA > B B AR 2~ 8OCHE » HER IR NI P (TR A Y
O2.(xHE " Fi e B i g ia B R E e i TO R B A |, HE - BRI R AR A 2 B =
Firad 2 E R KM ALE R (next-generation sequencing, NGS ) gl s - i fy SRSy B2 7%  NHIIRL
A FH i N EE ?
A 2B AR TR E T R R AR
B.2EWE/AAB ERETE - B{ERn A B Mzt iimE N B2 BHE NG
C.z gz EA h R X EHEE A SR EREER

D.Z &= v IR NE =
3. FH i o bRt H HVRERF(E (performance evaluation) {E/% » THIAIE R A EE ?

AL B R SRR EREE (accuracy )
B.FIFMEAE (low level ) HySETRRSHY MG - FPALERPREUEE (clinical sensitivity )
C. A SRR BARE PR F & L [EIET5m v # 5 &R (reportable range )



D I [F R B R Rt > HstaRa iRt (stability )
64. BRI E BEEERRER (point-of-care test, POCT) Z 73 Fibask AVE R » THIfE R EE ?

A FREBFESAT  FELSERBAGEUERRE - IR TR RSt
B.POCTE%{fi A% N internal control
C. R GRS - SA A it R e
D ZAEEREREETTEARE] - DIRETolbata i sk M = 7 et ilnSads RAY T B2 /€
05 AR S F# % /- B END % (transcription-mediated amplification, TMA ) ({THCVEE RN - T
B
A BRRITRDRAYE AR » FILIERZS 25 (heat block ) B/KIAE TS IE
B.Ht7A R 2 {# i TagMan probe
C.HAB MR ORI (hybridization protection assay, HPA ) (s M5 F:

D 2B NMEER—SET#IT - FREFETR
66. T F A H Rl A i & P A A HIV- 1 3 8 2

A transcription-mediated amplification (TMA )
B.nucleic acid sequence-based amplification (NASBA )
C.next-generation sequencing (NGS)

D.branched DNA (bDNA ) amplification
67 BRI 77 a5 T 35 BV ER R T oK I i - oI i A s ?

AJREAANETE - 1 S BR AR
B. et £ B8E S NSRS MR
CHURHEEEYIIT 2 ek TS

DS 2 a2 (Fr G ]
8. 55 St = SR R (0 FY el B AR R B e i T Al 0 BUSUE R - T IR ] A IEAE ©

AFF BRERNEFELENBEANRA BERER - RILME 2 A ERER BERA
B 4EE NS BA S GCLEAYRE » DRI i (5 A e i B AL R e - M T B o
C.J R BEEERE ] PASE R 100% Y4 2 AR R AR PP 514 4E (assembly )

D.BE5r 7B ERZE (single molecule real-time sequencing ) N2 4N E EL N0 Y= GCELE k52 28
69. T2 4HE HiquinolonesZE ), FLAY - FAEH] » M H R A HEE ?

A BRI
BB A qnr B

C.E#FEH (efflux pump )



7

| DR O e G e
70.E# A thermostable polymerasef/ 45 BFER] » N4 #GM 0 E A i
A.Tth polymerase?i Ffj R one step real-time RT-PCR
B.Tth polymerase &5 [ i8§#i (reverse transcriptase ) HY &M

C.Tag polymerasefystoffel fragmentE.753'lif 2 5'lifjexonuclease; &4
D.Tag polymerasefystoffel fragmentii &t = GCEEAY F B
T1. EFEA A MERE A MR (ALL) WYfEEEFEH (minimal residual disease, MRD ) &l 75774 » fal &1y

BEREREK?
A .flow cytometry

B.quantitative PCR

C.next-generation sequencing
LRSS AR A

D.FISH
T2 M 2
DRI S35 BB R #E RS (progression )

A.K-RAS ¢.34G>T (p.G12C)

TEEREEREENER - AT S RN R A R SN E
FIEERTE ~ FeIZ BAMHBEM: > (T&FRID 2

B.BRAF ¢.1799T>4 (p.V600E)
C.EGFR ¢.2361G>4 (p.Q787Q)
D.PIK3CA ¢.31404>T (p.H1047L)

T3 B R EL R AT 7 Fhals - FYIBIERIRE AR - A& A
FH%ER7 2 (response rate ) H]#£1009

AGEIER N R E B AT EEY S TER AR N 288
SN ~ T - e EAIEE] (mutation allele frequency, MAF ) #3745 A] RERE PRI S4 g 2

B fERIZEE 2
e

C. K57 R R IR 8 BTy 4 5 S HE R B R EE )
D . HFF E gy aRHT  WRIEITR E o Fials o Ttk A fERE=U2Er (companion diagnostics )
74 EpepER (solid tumor ) T - ARERAERIZEEE & (tumor mutation burden ) T ELE Ay T SEAEEN LA

BUER ?
A ,ﬂ:d—-/lj
B4R a
C I EEy)
B NI EE

DRV il
75.Oxaliplatin/2 & FH 5 5 EAH R MR GRS SR EEY) - HOGHR R ZERCC Y&}
ERCCIE4HAE Y £ ZIhRE ?



A DNAETE
B 4R LAHREE H
CAEEIES T

D .DNABZEA T
76. T H I fEPASORE 2 LR 2 U M2 72 B L L ZE B clopidogre (R Y fr BE BRI 28 2

A.CYP344
B.CYP345
C.cyp2c9

D.cyp2Ci19
71 Fragile X syndromeEid N %] {o] féitrinucleotide repeat expansionfzfHFH ?

A.CGG
B.TAG
C.GAC

D.CcAG
T8 T HIHREERAG T FHRY o3 A 828 R.GOPDR = fiE Y AR 8 5 ? (DPCR-RFLP @dHPLC @DGGE @ARMS

(®probe melting curve analysis ®primer extension 45 & capillary electrophoresis
A EOQB®
B£DB@D®
CEQBD®

D.O@3®®G®
79 FoEEER A BV B fE R 4H 4% T DNA DL PCRUA —{Emicrosatellite repeat locusfy | Ef o HPCREYZEHDNA
sequencer K Genescan /3 T 1& IN4E SRANE T~ © FHim AAYRERIDNAR: o] gE A N Al fFF 4k 2

.03

HE A5
R

A.gene mutation
B.chromosome duplication

C.microsatellite instability



D.loss of heterozygosity
0. o9 o A FEERBE M9 B A ETHEREIE (HNPCC) BfRa) 2

A.MLHI
B.7P53
C.RBI

D.P16INK4



P15k AT E B %

1285 - B HFLFHY FHEIRS-REIR I FFEFIRIBAL R - FT
F 2R f;ﬁ;: e B BT %sjg:%;:é,ﬁm SPIRARE YR I2E L K «g%\;;; T BF s RE AR B S gr‘g
NS N AN R

R L FE R
POLE FEAGRAFATRALKRS (PHRFLAE) GREAR T 3308)

i dkc 804
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