EMFERE (KGTRE)

No. |EEE B hexh+ A4 - BlEER hehF+ HEE &
1|1REEE |k YA R cell
|REEE |BRREY TrhowATY prokaryotes
I REERE |BEREY YU hoeATY eukaryotes
AREEZ |EMREYD Y ART2ATY unicellular organism
S5|REEE |ZMlREY RYARTEATY multicellular organism
6|RBEE (% ho nucleus
T|REEE |MEE YARTY cytoplasm
S|REEE MR YARI< plasma membrane/cell membrane
I|REERE | IHRE YARIarxhy FILHFZ FIHRT organelle
10|ZEBEE |I b3 FUT ThavrUT mitochondrion
11|BEEE | Rk ELAETE &t chloroplast
2| REEE |BEY ayFETY organic matter
13| mEEF (H AT v metabolism
14|REEZE |ATP I—74—E— TTF/ Y= B 7T/ ¥ ) ¥ |ATP/adenosine triphosphate
15| REEE |ADP I—F4—t— TT/ Yy VR 77/ =Uxr¥r |ADP/adenosine diphosphate
16| REEE |BR avy enzyme
17| &REBEE |F& aF a7y respiration
18|REEFE AR avIuwA photosynthesis
V| FREEE |Ex Eab% heredity/inheritance
20| REEE [EETF 17y gene
Q| JEEE [ZEotA —Yav Ty double helix
2|mEEE |EY 7UwA DNA#E &L T4 —ITXIT—7244 |replication/DNA replication
23| REEE BERT IVFENALY base sequence
| REERE | XILFFHR XOLATFR nucleotide
25| mEBEFE |RERK trasrd chromosome
26| REERE |7/ L AN genome
21| REEE |MEEHA YARTaTF cell cycle
28| REEE [BEEFER AFnNT Y gene expression
9| REEZ |BE Fryv transcription
0| REEE |BIR wr¥ o translation
31|HEEFE |RNA T—ILIXI— ) R VRhoHv RNA
EARNAS X v > 7"“‘/&477\»1X17
32|REEE |mRNA IL7—IIXI— o —RNA /Xyt v —7—)L [ImRNA/messenger RNA
IXT—
) . FYAT—LIXT—/
33[RMEEE [tRNA TA—T—ILITXIT— %%R_NRAN/A P 527 7—7—)LT |tRNA/transfer RNA
XTI —
) YRy —LRNA YR | AT TR
34|REEFE [RNA T=LT—ILITXT— T— /UKy —<)L7— |rRNA/ribosomal RNA
v —<JLRNA
IV T XIT—
B|REEE (2 /\VE A protein
B|REEE |TI/ B TI/Yy amino acid
IV JEEE ok ary codon
B|REEE |ERHE avYavtA RAXFRET R RAFRZY R homeostasis
9|REEZ |FRIMEK vy ryFay erythrocyte
A0|REEE |AMmER Ny F AT leukocyte
A REEE |M/MR ryaNy platelet
2|HEEE (ML &S Tviany ik Tyvay blood plasma
A3 REEZ |MRRE Y IEF O blood coagulation
A|REEE |LF TyeA serum
A5|REEE [PEHRER FagRI AT A central nervous system
16| REEE |FEHRSR RyvavyvrAgA peripheral nervous system
AT REEE |BEHERR YUY ATA autonomic nervous system
1B REEE [BmiR avhvy s A sympathetic nervous system
A JREEF B Z7aAvhyy a4 parasympathetic nervous system
50| ZEEE |9 FATERY FAT YR endocrine gland
51|mREEFE |HILEV RILEY hormone
52|REEE |ZBK DEEE ¥ receptor
B3| REERE |MHE v by blood glucose/blood sugar
SA4|REEE |RE XvITH immunity
55| REEE |BARE THEVAVIH innate immunity
bO|REEE |EEREE ho hoAVIHx Bt & FEFYXITH acquired immunity/adaptive immunity
ST|REEE |BIFA PE A =D phagocytosis
58|REEZ MR avry antigen
SO|mEEE (MiF av x4 antibody
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60|REEE |REI/ATY Y AvIFIsaTY v immunoglobulin
6l|mEEFE |77F >~ 7Y Fv vaccine
62|mEEE |TLILF— FLLF¥— allergy
63| REEE [HEE vavtA vegetation
64| REEE |ER 4 succession
65| REEE |@4E ¥asvy climax
66|REEE [NMF—L NAF— L biome
67| mEEFE |BLE avtevya dominant species
68| REERE |EER A 2A54 ecosystem
69| REEZE |H<CEL ho o> il ho 7w disturbance
TO|REEE |Hft uh evolution
T REEZ |MEAEE YARIFAFaT1A endosymbiosis

mutation &
NRIREEE |22 ~v A BRER FytEravAa mutation variation® 5t
H%zd 5,
B REEE |BHLEE A tAas sexual reproduction
TA|REBEE |BEOR TYRGT LY meiosis
TS| REEE |REF NAT g gamete
T6|mEBEFE |HEREE Aty asrq sex chromosome
T REEZE |[fHiRx JIhT recombination
T8|REEE & Ly linkage
I|HEESE |TLIV 7L WIEIEF ZAVYA TV allele
80|REEE [EETE A7 FE /BT /YA gene locus/locus
Bl|REERE [HEEETFE AFHE genotype
| mEEF |RRL : ROTEAR[E ST T T phenotype
83| mEEE B FEAY adaptation
BA|mEEE |BRER YRS BAEK vEv b4 natural selection
85| REEE |BHt a7 vh speciation
86|REZE |t Favoh coevolution
87| REEE [HTFEL Tyrvvh molecular evolution
83| REZRE | R T4 MY lineage
89| REEE | Rl TA NIV 2 phylogenetic tree
WN|REEE B Ta species
Il REEZE |F% B AA scientific name
RJEEE |FXA v FxA> domain
BREEE [7—F7 T=F%7 B I archaea
U |ZEEE MR HAF NyFYT NIFUT bacteria
B|REEZE |BH FrouA fungi
96| REEZE |BHEY ¥ VA KT TY vertebrates
7| REEZE |WAE RZavuA mammals
RB|REEE |FERE LAFaviA primates
V| REEE |[BETEY SavyavsTy seed plants/spermatophytes
100|mEEE |HFED byvas 7y flowering plants/angiosperms
10| ZEBEE |RTFIEY ZvvavTYy gymnosperms
102|fmEEE |AE vaonAg catalyst
103|RERE (EE Fo substrate
104|mEEE |REREE FOURTAEA substrate specificity
105|mEEFE |EAFE A 2A4<Y biomembrane / biological membrane
106|REEE [T T A TJNVEE IJLYVTTF Golgi apparatus
107|mEEE |V VY — LA DIVAVEN lysosome
108|mEEE |fMinkE PARTA~F cell wall
19| REEE |VHY—L YRy — L ribosome
110|mEEE |MEE YARIAYhY cytoskeleton
M| REEE |MINE Eravhr microtubule
112|REEE |T0F V74740 TOFYT 474>t actin filament
113|REEFE KR hoty nucleic acid
14| REEE |IBE P lipid
115|mEEE |V VA Yy phospholipid
116|mEEE |xALH RURANTY carbohydrate
117|mEEE |R7FF _RTFE peptide
118|REEE [JEMEBAL hytA74 active site
119|REEFE |KE Ty hY inactivation
120|mEEE |EM ~vtAq denaturation
R EEEE |BER hA o4 glycolytic pathway
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122| REEE [/ TV BERK i D s citric acid cycle
123|REEE |BEFEER TYYTYRYTA electron transport system
124 | mEEE R hA b glycolysis
125|mEEE | Ny 3 fermentation
126| REEE |HLE v ERE hrErh4AnA Calvin cycle
127|REEE |7 RA7 4L sAR7 4L Ekk EMIER M chlorophyll
128|8EEF DNAKY 25—+ FA—TRTI-RYUAT—H |DNAGHES Z;;IRI*H‘WM DNA polymerase
129|REEZE |[RNARU X F7—+ T=ILIXT—RYATF7—+ RNA polymerase
130| REEZE (RTF74> 07 RTTA4v T splicing
13| |/EEE [V > ¥V oy 4 exon
1| REEFE (1 bpv E = intron

13| REEFE |BEHEET

Ty FavkvAry

REh % Y E/ERER

Favky xRy

/Ty Ay /ST

transcriptional regulator

T/ EEHEEF . . .
YryteAF¥a v

13| REEE [RnE—%— JAE—&%— promoter
135|mEEE |RE Ny A development
136|REEZE |9ML Tvh differentiation
137|EEE (D 7 egg
18| ZEEE (BT A sperm
139|mEEE |2 YatAa fertilization
140 | ZERE |40 JatA v fertilized egg
141|mEEE |0EI SvhY cleavage
12| mEEE | NA embryo
143|mEEFE |faE RN A blastula
44| RERE |FE ag Ry induction
45| REEE |F—HFT AP — F—=HFAH— TR AR TAEA KA organizer
146| REBEE [SEE HAN437 ectoderm
147\ REEE [NFEE FANA43TY endoderm
148| REBRE [PHE FagnA37 mesoderm
149|mEEE (IR ZrHARY egg cell/ovum
150|REEE (K AP AR sperm cell/spermatid
151 |mEEE |1EH h7v pollen
152|mEEE |FEIL NAZay endosperm
153|mEEE |FkE TAEAY Y cambium
154| RERFE |HIREERE A5 vavy restriction enzyme
155|REEE | NV & — Ry x— vector
156|mEEE |#fH#EZDNA JINTTFTA—IXIT— recombinant DNA
157||REEE [Z2—0Ov Za—0v R A A A ARY neuron
158|mEEE | KM gAY cerebrum
159 | REEE [/ ¥av/v cerebellum
160|REEE |EHE tF XA spinal cord
161 |REEE |BREMHRE hyvhoovir4 sensory nerve
162|mEEE |EEHR Ty R4 motor nerve
163|REEE |V 7R TF TR synapse
164|REEZE |#HHR YooYy axon
165|REEE [BHkZEk YavYavbyFx dendrite
166| REEE (BHE av Ty excitation
167 |mEEE |JEEHEML hY RoFoA action potential
168|REEE |EEA ROTA membrane potential
169| REEZE (8 FURY conduction
170| REERE |E FTrRY transmission
17| REEE (HRTEDE SUTATURY Ty neurotransmitter
12| RERE |[HE TEUTY retina
173|mEEE | BEH aAvhoFy skeletal muscle
174|REEE |¥8 Hoaw learning
175|REEE (7 AEY ZrxOoEY pheromone
176|REBEE |BYHILEY vav7ViRILEY plant hormone/phytohormone
177|REEE |F—F> > F—Fv auxin
178|REEE | FL v IFLYv ethylene
19| |EEZE (VLY v IRLY Y gibberellin
180|mEEE |77V VB TI7YY Yy TITII VB T Yy abscisic acid
181| REEE [AZEK bhYaaved photoreceptor
182|mEEE |74 b0 L 74 b8 L phytochrome
183|REEE |EYMEHMKE ATy EIATEA biodiversity
14| REEE |BMH gyt A tropism
185|fmEEE (KR Faviv dormancy
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186 | mEEE |{EI{REE ARA T &M PR 7 population
187|REEE |HE Jyay community
188|mEEE |H4E FavtA symbiosis
19| FREEE |HiF Favvy competition
190|REEE |=vF —vF A RERHEAL CARATHFFA niche
191 |mEEE |MERR Ty avhy nutrient cycling
192|RERE |£EH wAY v producer
193|REEZE |HEE vavkyy consumer
194 |REEFE |DRE TrhAx decomposer
195| REEE BV 3 EVEY food web
196|BESHE | A4 NAFTR BE/ Y i;;;u 2T omass
197 |REEE |EXRETE FyvarA nitrogen fixation
198|EEE | VS tissue
199|EEE  |HRE Fhv organ
200|EZE I a—2Z JILa—=R TR TR glucose
201|EZERE B ho<y nuclear envelope
202| =% N:EEN agRyRA endoplasmic reticulum
203|EEE A IHKY vacuole
204|EEFE MR EEE ARy FEY Y4 b PEE NI cytosol
205|EEE B4 Ko assimilation/anabolism
206|E=ZEE E=X(4 Ah catabolism
207|E=®EE [REREML O b ®RFEREME 2 Roh carbon dioxide assimilation
208|EEE VR D% % phosphoric acid/phosphate
209|E=EEE BE Tv* base
210|=EEE BRI ViR A complementarity
211|E=ZE FTAEFLUR=R FAESYR—R deoxyribose
212|E=ERE JR—X JiR—2 ribose
213|EEE Pia=2 P2 adenine
214|EEFE TT = avd=a% guanine
215|EEE FIiv FIiv thymine
216|EEE Ry by cytosine
217|EEE 77 7T uracil
218|EEE FREFNER NURS U TFET A semi-conservative replication
219|EFERE |E TAY character/trait
220|BEE RS R RAYARYI T LY somatic cell division/mitosis
21|EEE (DR ToLyE mitotic phase
222|BEE FEIHA hy* interphase
223|EEE DNA& A TA—IXIT—d744F synthesis phase
224|EEE BIEER AFvyavky genetic information
225|EEE 7 I/ EEERY) TI/ ALY amino acid sequence
226|EEE EEES AF>T7>3y BEiza—F AFya—F genetic code
227|EEE B K> hAary start codon/initiation codon
228|EERE #iEa F v avyakry termination codon
229|=Z=RE TryFaARy TryFaARY anticodon
230(=EE |[ERR TavhriA circulatory system
231|EEE =973 XA TH body fluid
232|EEE DAV YT H lymph
233|E|EE ANESAEY ~NEZSAEY hemoglobin
234|EEE B QY XA bone marrow
235|E|EEE | AR JIhv brain stem
236|E=EE 5 v brain death
237|EEE MmE TYITY blood pressure
238|EEE BRI vy avhT hypothalamus
239|E|EE |IENRE tavTF¥E¥hv target organ
240|EEE P ad- Trey secretion
241|EZEE | TEREK HhARA %A RS JIhARAZA pituitary gland
20| EEE FURAR aYyYavky thyroid/thyroid gland
243|EEE BIE ToIv adrenal gland
204 | EEFE TRLFUY TRLFUY adrenaline
245|EEEE JIhIv % = glucagon
246|EEE  [BRFNLEYV tAFavRILEY growth hormone
247|EERE A2 T4 insulin
248|EEE Jya—=rv JY)a=rv glycogen
249|EEE P AN 74—Knvy feedback
250|EEE BFFRER AV FavFay neutrophil
251 |EEE XA =Y XUOAT =Y macrophage
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252|E|EEE | BHRmAE YaYavdARy dendritic cell
253|EEE > /RER YrFay lymphocyte
254 | EEEE NK#Hi2 IXT—Y ARy FFaTIFT M 7;7117»4:7747/“7% NK cell/natural killer cell
255 |EEE BifffiAE E—HARY BY > /8Ek E—U>/Fay B cell/B lymphocyte
256|EEE THERD T4 —YARY TY >3k FA—UvREary T cell/T lymphocyte
257|EEE DA ey lymph node
258|EEE P pR *Favtr thymus
29|EERE  [MERERG ATV ATRANY )Y antigen - antibody reaction
260(E=ZEE i >3y inflammation
261|EZERE [RERLE AVIF¥FA47 immunological memory
202|FEERE  |[—KI6E AFPHAT b primary response
263|EZRE [ E —CFT b secondary response
264|EZE ALIEHBAD FAIYARY memory cell
265|FEZRE [MURIETR AV TFAY antigen presentation
R immunological tolerance/immune

266|E2E [RERER AVvI®HraAY

tolerance
267|EEE iz iE Fatgvyny/v rejection
268|EZEE A H cancer
269|E=EE RIBR AR hyFausA4e443y environmental formation action
210|EZERE |L38 N soil
271 |EZEE —RB% A FoEA primary succession
2R2|EERE |[ZREB =t secondary succession
213|EERE [EEE trova RAFZTHE NWAF =T a pioneer species
214|EEE | EENH 2AFar TV vertical distribution
215|EERE | KELFE RANATT horizontal distribution
216|EERE  |HMIRRE U E AL forest line
17|EEE AR B predation
21B|EERE B byas prey
219|EEE ES N A 247y ecological pyramid
280|EEE F—RXb—viE F—Rb=ra keystone species
281|EEFE |HEMR hvtevyavh indirect effect
282|EEE EREL JIA3TH eutrophication
283|EEE NFEEY) HAZA2ATY alien species/exotic species
284|EZERE [MEAEIERE LY AYERT 2 threatened species
285|EEE [Pl hhov>vh chemical evolution
286|EEE STI/NTTUT STINGTFIUT cyanobacteria
287|E=EE sa—r sa—> clone
288|EZRE [ EEHED AFYFFTRY genetic drift
289|E=EE ] TV phylum
290|EERE (B ENAE ~vA LA IR RIK kytEr~v A 24 mutant/variant
291|E=EE A VI =a7 insertion
202|EERE (K& Ty deletion
23|EERE B Fhyv substitution
294|EERE & TEMRE A 3oV ARY germ cell
295|EEE #EE v ay conjugation
296|EERE  |[HEREE VAN E DT & ¥t homologous chromosome
297 |EEE LTS LtAtA4v a7 asexual reproduction
298|EFEE BREHK Tavtkriasaq autosome
299|E=EE XFEBR E S D X chromosome
300|E|EE | YREHR TAtEvarsiA Y chromosome
301|EEE REEEE FERYIURA homozygote
302|EEE ~T REAE ~NFAEY TV EA heterozygote
303|E=EE FAME Tt & a1t dominant
304|EEE B R EAa LytA recessive
305|EEE [E32¢0S WA R RA polyploid
306|EERE  |ETENREE A asTF¥hoY reproductive isolation
307 |EEE HhIR AR FUFXHOY geographic isolation
308|EEE EIGE TEATE fitness
309|EERE BB FEFYRTY adaptive radiation
3lo|EZTRE (M H family
311 |EEE B Va4 genus
2(EFERE (RSB FaA fishes
313|EEE AR YavteAA amphibians
314|EEE Tehsg NF TS |& %8 NF a7 A reptiles
315|EEE B3 FavA birds
36|EERE  |[BREHY XY FTY chordates
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7T|EERE |EBREY ty v Ry TY anthropods
318|BEE  |RAEWY FURARTTY molluscs
319|EEE /7 HEY) aAras 7Yy bryophytes
320|EEE > ZHEY SR asTY pteridophytes
R1|EFEE |(BBF A% spore
N|EEE |[BEETFEE K T SETRvTs AT gene duplication
a7y
323|E=ERE &k ZAA KT binomial nomenclature
324|EEE JA IR TA IR virus
[#E] %
[#%E] 1<>
325|EEE e twrEY cilium WTlE, @i
SICR#ET
%,
326|EEE NAE RyEDY HE NVEY flagellum
o 2=y 7/A4FITvF~ |single nucleotide polymorphism/single

27|EEE | EELE AFToFE54 SNP/—iEEZER ) )

A nucleotide variant
328|E=EE TR JUhT chromosomal crossover
39|E|EE | DTS Ty A molecular clock
330|=EE [Heit) YA HE wild type
3B1|E|EE | hovaygA nucleolus
332|E=EE AT N4 myosin
333|EEE LA FavsraA centrosome
334|EBEE  |MiEE YA RIEYFv o cell adhesion
335|EEE tiro—x tia—2 cellulose
336|EEE 1 N sugar
337|EEE RT7F FMiEE R7F Ry Iy peptide bond
338|EEE —RIEE AFavy primary structure
3V|EFE [ xEE —vayyy secondary structure
340|EEFE =RIEE Yryauyy tertiary structure
341|EEE RIS 3yavyy quaternary structure
32| EEFE KEHEA Ay Ay hydrogen bond
3MB|EFEE [EELELTRILF— hytEAhTHRILF— activation energy
344|EEE R A ATy product
M5|EFEE [FRENEE FavvouTrEYHA competitive inhibition
346|EEE FEFREBRE EXxavvouTF VA non-competitive inhibition
UT|EFEE  |EXAE ay a4 transporter
348|EEE F v I F v I channel
349|EEE Ry 7 Ry 7 pump
350|E=EE FhUTLRYT FrUTLRYT sodium pump
3Bbl|EEE |aEBhEX SRy active transport
352|EEE ZENEX Takluayy passive transport
353|EEE < Uy R < Vv IR matrix
354|EEE EILE v % pyruvic acid/pyruvate
355 |EEE T —ILREE T A=)y A alcohol fermentation
356|EERE  |FLEERE Zav¥rayay lactate fermentation
357|EERE P =i ZbAvw stroma
368|EEE FZ7aA4F FZ73a4F thylakoid
3B9|EEERE  [HERI AVAHITAAF photosystem |
360|EEE HALFRI AVhH T4 = photosystem Il
361|E=%EE  [NADH IXRI—FT4—IAF NADH
362|EEE NADPH IXI—FT4—E—IAF NADPH
363|EEE EX b EXbv histone
364|EEE JAXF v JAYF chromatin
365|EEE TXVIHE SE T lagging strand
366|EZE =74 > J8H V—F4 7Y leading strand
7|EZEE |[EABERF FhyFUo vy basal (general) transcription factor
368|EEE RAEEET FavkevAT Y regulatory gene
369|EEE RO srany blastopore
INV|EEE |[BR R notochord
T1|EEE | 244 segment/somite
IN2|EEE izl TFUFagnAg gastrula
IB|EFRE  [MHRAE T AnAg neurula
ITA|EEE  [HRE urAhY neural tube
75| E|EE | iR hrH ARy stem cell
376|EEE ZHeME 2/ 74 pluripotency
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37| EEE THRF=VR TRF=Z apoptosis
378|ERE  |EEk NA T2 ovule
39|E\EEE  |FED S NA S %3 NA S embryo sac
380|EEE [TEME h7vhyv pollen tube
3B1|EEE | EEZHE :/1‘777:/1’&4/? a7 double fertilization
g atA
3B2|EFTE  (ETEHIER TAFamT LYY F shoot apical meristem
383|EEE Rim o 2L R aAvryITvLYYTF root apical meristem
3B4|EFRE KK PEVA S transpiration
385|EEE FE TRy ovary
386|EEE  |MHER L hvy s vascular bundle
_ _ . RUAST—EL vy
37| EEE PCR E—y—7— KU AT —EEHRIG e PCR/polymerase chain reaction
388|EEE TIAIR 77ZXIF plasmid
389|E= 5/ LiRE )L~y Ay genome editing
390|E=EE KL ¥av stoma
91|EEEE |V TSI EE STFNTRY 15 (EE JavkuTFyay signal transduction
32| EEE K&F NV X reflex
3B|EERE | AMERE g4/ ey cerebral cortex
394|EERE | AMEEE BA S IRAY cerebral medulla
3%B|(EFEE |[BE HAN hippocampus
396|EZE TR TEITF adequate stimulus
397|EERE |1RAHRE hy ZBAH AR rod cell
398|EBEE | MR A ZA Y AR cone cell
399|E|EE | K&k 24 a4 lens
400|EEFE =g EINY blind spot
401|EEE = E A macula
402|EEFE BANESS AAPav/ light adaptation
403|EEE K IEG Trav/y dark adaptation
404|EEFE nr7yv AR7y > rhodopsin
A05|EERE  [FRLEEAL AT TFA resting potential
406|EEE SN DK YYhLh/KwoI0 all-or-none law/all-or-none principle
407|EEE FfE 1 FF threshold
EF¥RET
&, [
408|EEE BRI LAA A4 unmyelinated nerve fiber & [HRiE] &
BT %,
EF¥RET
&, [
409|EEFE A Bt AR A A myelinated nerve fiber & [HRiE] &
e R
410|E=E 7Y TR JYTHARY 797 U7 glial cell/glia
411|EFE |38 AA>ay ITYVE ITYvriay myelin sheath
412|EZFE BRI =8 FavvoTrrRY saltatory conduction
A13[EFEE  (BiHE YT v¥as depolarization
A14|EEFE BEWESF TR ATV AVF TR excitatory synapse
415(FEE (g 7R A7 A LAY F TR inhibitory synapse
A16|EEE YAV KR YAV F ligand
417|EEE TEFLay v TEFLay v acetylcholine
418|EEE GABA Fon Hr=7 3B =7/ 77%>  |GABA/gamma-aminobutyric acid
419|EEE v T RAEBM SFTRAVEA synaptic plasticity
420(EERE  |AHUNHE Fravvay muscle contraction
421|E=®EE [BUNHE Zyvvagal twitch
A2|BEE B FIEVFY striated muscle
A23|EEE |m ek Froavihy g4 sarcoplasmic reticulum
EF¥RET
I, [
W24|EEE BRI ForvEUA myofibril & [HRiE] &
e R
EF¥RET
I, [
A25|EFRE (Al FrlvA muscle fiber & [HRiE] &

LET B,
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A26|EEE SHIVTATAYE SFHIVTATAVE myosin filament
427|EEE Haxy PaAXT sarcomere
A28|EEE > F T RN SF TR 3Ry synaptic vesicle
429|EEE RIA Z2Yaz imprinting
430(EFE [EAM avavtA photoperiodism
431 | EEFE RABEY FaydvavsTy long-day plant
42|EEE |EHED ROV a s Ty short-day plant
433|EZFE PR SR S HA TYhATVF critical dark period
434|EEFE AR % A= R % TERARILE Y heAFRILEY flowering hormone/florigen
435|EEFE R = i O N LT TIpeS B =Ry polar transport
436|EZE |[EPHE ATV ay biological community
A3T|EEEEE EFEEE E a%A4 IV R population density
43B|EZTE  [BEHE v Ravh density dependence
4V(EFEE [RBENED hyFawravavyas carrying capacity
A40|EEE |Ea@k A ALY life table
A0 | EEFE #Hn L group
A42|EEE  |HRMEERR S hAwA4arFay social insect
AA3|EEEE BAFRSE YaFAFavyy intraspecific competition
A4|EEE [MBRY F 7Y FUrY— FUrY— territory
445 | BEEE B E YahrEavyy interspecific competition
A6(EZEE  [FENHER FavVITENAY 3 competitive exclusion
A47|EEE HERFHE VAVE SR mutualism
A48|EEE | HEF Favyv coexistence
A09|EEFE TFE e parasitism
450 =R |ETFEIR A vEa s survival curve
A51|EERE | RehER A FavFastr growth curve
A52|EERE  |RFER ‘P avhy carbon cycle
453|EEFE ERER FyyYarhyv nitrogen cycle
A54|EFEE  (BRE ZyFY =% EYF vy denitrification
455 |EEFE =i (4 FyVyRTH nitrogen assimilation
456 (EZEE IRIILF—FhE e I = energy efficiency
ABT|EEE YEEE TyoyeL Yy dry matter production
A58 |EERE |[MEES YavieAayryay net production
AR9|EEFE WEES VoA ay gross production
460|EEE R 2 aFavyUay amount of respiration
461 |EEE FMLE FohUaw amount of assimilation
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1 REEH [TRLF— I energy
2|REEE |BEX TvEYA base pair
I mEEE (MREHH YART T LY cell division
A|REEE |HRR AT A nervous system
S|REEE (AP MHR FATETA FAT VA endocrine system
6|REBEE (MA& TYIF blood
T\mEEE (BEFEHR FRIYaY detoxification
B|REERE |RE hvFav environment
I mEBEE |HM DN forest

| REEE |BR Vv % grassland
11|REEF TR avyy desert

12| REEFE |fER Ty Xy extinction

3| REEF [RE R conservation

14| REEFE (4B w43y reproduction

15| ZEEE |94 7oA classification

16| REBEZE |RENE TANTT A systematics/taxonomy
17|BEEE |HER atA 84 Paleozoic era

18| HERFE |F4ER FavtA K4 Mesozoic era
19|BEEE |HER A R4 Cenozoic era
0|REEE (R ~vA variation

21| REEE (R hA kingdom

2| REEE |EEESY Lt¥vA KTy invertebrate

23| REEE |FE-HYETVR KE-HPETVR Homo sapiens

0| REEE |BA VA algae

B REERE |RURTFHF RYRTFF polypeptide

26| mEBEFE |IIHES Yy gAY three - dimensional structure
21| REEE [MEHt YARIT>H cell differentiation
28| REERE | TARA A4 morphogenesis
9| REEE |WE ElrR larva

| REEZ |BRE ~yrA metamorphosis
| REERE |REED Ny AT AL developmental fate
R|TEEE |BETF vav seed

B|REEE |REER TAYTFYhY transformation

M| REEE |XRH YaaAvF receptor organ

B REEE |MREHR avAF effector organ

| REEE |[RE >hy vision

V| REEE |BE Favhy hearing
B|REEZE |HKE ihY taste

I REEE |RE ¥aivhy olfaction
N|REEE R Fxhy color vision

1| REEE |HA *v=y muscle
R|REEZE |TTH av Ry behavior
BREEE (VA bH1=> P N = cytokinin
AMREEE |RF INY A germination

45| REEE |EE azA individual
A6|EEFE a4 Yavk epithelium
AT|EERE |HEEE8 YAy TF connective tissue
AB|EEFE R FUhoY AR prokaryotic cell
O(EEFE (B UhIYARY eukaryotic cell

50| EEE FIR N expression
S51|EEE |HARE RAFAHhvFay ANEBERE FAThrFay internal environment
52|EE®FE M8k Ty A i1 Ty A blood clot
S3|EEE  |WERE fy=avbay diabetes

54| EEE FFfE h¥o liver

55|EEE B DV kidney

56|EEE 4 UV A i3 A pancreas
57|EEE Ui e PR fiEE =y spleen

58| EEE Jizhag Rvay bile

S9|EEE BRI YAFara7 reabsorption

60| EEHE R%E Zavy urea

6l|EERE |[FRMERE XA TF¥EA AV ITF humoral immunity
62| EEE piyiolechzs 2 o N i (S i cellular immunity
63| EEE ETE A hYirA life form

64| EEE sk v hy physiognomy
65|EERE  [WEKREL FFXavAVEN global warming
66|EERE | KEIER ZAYagEYAY mass extinction
67|EEE DNAf&#&E FA—IXIT—>a777 &5 a7y DNA repair




HIBR L 7-&E

No. |EEE B hexh+ HEE
68|EEE |15 A FNARA haploid
69| EEFE | ZfEF A &4 diploid
T0|EEFE |EEFS—L A F 7= gene pool
TEEE [EEFEE {Fvvev R slE RS gene frequency
R|EEE |[EEHNER ATV THFAVA genetic variation
TB|EEE |95EE TNAT taxon
TA|EERE (M@ a7 class
T5|EEE B 'Y order
T6|EEFE  |BAR ATy ape
TIEZEE |WEay A KTy nematoda
78| EEE REEY FreA ATy Protista
I|EEE |BS AR yeast
80| EEHE % 2 b7 polysaccharide
8l|EEE  |fEH Ry fat
82| EEE iy TRUY Y fatty acid
83| EEE |HEHE kA4 specificity
84| EEFE =@ pH YA THFE—TAF optimal pH
8|EEE |[RERE YATFFFVF optimal temperature
86| EEE TOTRY v TOTRY aquaporin
87|EERE  |RBAM NV FaTwy expression regulation
88| EEE F~av F~Royv operon
89| B FRL—K— FRL—&— operator
90| EEE U7y — Y7Ly — repressor
9l|EEEFE (WAL vaFnyteda early development
R |EEE F|/EFRK FhyoA4e4 organogenesis
B|EEE |[REFER NAT I A wA gametogenesis
| EEFE |RE Trx primordium/anlage
95|EEE  |RE TYTA determination
96| EEE (2PN hy=av invagination
97| EEHE AN i)k d TAT T LY AR programmed cell death
98| EEE E3 7% stem
P(EEE R S root
100|ZZEE F X bud
101|EEHE |EE Fav b stigma
102|EEE  |K#h NADY hypocotyl
103|EEHE |EE Reoh> vessel
104|EEE ik vhv = sieve tube
105|EEE  |HRE vrevYy neocortex
106|E=2E | hyv /9 diencephalon
107|EEE AN Fav/ v midbrain
108|E=EE:E ERE XA medulla oblongata
109|EEE |KHE HANT Y gray matter
110|E8E |BE NGy white matter
111|EEE |FEE ~AaAThY static sense
112|BZEE EM VA taxis
113|EEE  [&HEOT PE LA conditioning
114|EEFE | RKEK EhvoyeA phototropism
115|EEE [EHhEHE YauUarsoyed gravitropism
116|EEE HILZ HILR callus
117|EEE (BB Uy abscission layer
118|EEE £ BSAT R A habitat
119|EEE F VB EV ) ozone layer




Bz Rk 7-FAE

No. |EEE B hexh+ A4 - BlEER hehF+ HEE &
1 HEt FavvoutwAa commonality
2 LM 237w A diversity
3 E 34 bavk epidermis
4 #/ER *hrarA organ system
5 NI A Faxy escherichia coli
6 fERY) L¥7Y inorganic matter
7 X7 LFF R XU LFF Y nucleotide chain
8 Y IR T= R Y N4 central dogma
9 RNy EER LAV A= yE protein synthesis
10 2RI EHR R ING YT hA proteolysis
11 LS R Z2A %4 spindle
12 fifs NA lung
13 wa 2AF temperature
14 HoRE RAHAh>Fay external environment
15 SHE vavh digestion
16 IR *avay absorption
17 BE vas kv esophagus
18 B 1 stomach
19 N vavFav small intestine
20 PN AF a3y large intestine
21 B& 4 TF gastric juice
22 BER 24 THF pancreatic juice
23 KR IvIF mucus
24 mE Ty hv blood vessels
25 U g Urhy lymph duct/lymphatics
26 mMEEREE TYyFavhry /R blood oxygen level
27 ey P heart
28 B FEER FORIT Yy sinoatrial node
29 R=—ZAA—=H— R=AA—=hH— pacemaker
30 i J brain / encephalon
31 Ao BR A7y HAT YR exocrine gland
32 FRER S ILE >~ avYavterikILEY thyroid hormone
33 miERE Ty b /IR blood sugar concentration
34 JilzE 2/ gall bladder
35 R =37 urin
36 BER NA =3y urination
37 Hett NA Y excretion
38 REY hyev infection
39 RAAE hvtervay Infection
40 nEYE AVEA Ty Y antibiotics
41 & Favhav thracic duct
42 it TAYY AR plasma cells
43 MEEE TytAYavky Serum Therapy
44 FrhiEE ERNYEAZE Immunization
45 MG EEE YARTIavhHA4hytA cytotoxicity
15 EAEES T4 — EavsrryrgA4hrLrr7y pathogen-associated molecular
DAY S patterns (PAMPs)
47 T LT Y TLILT Y allergen
48 THE747F—=2avi)T7F747F—ayy anaphylactic shock
49 TEMME h7vyay hay fever
50 (X AR acquired immune deficiency syndrome
51 AIDS AR acquired immune deficiency syndrome
52 BRI RBERDIERE - H]T\/t{)( vEETe acquired immune deficiency syndrome
ayaysy
53 T INA T =T’ TIYNAT—E3Y alzheimer's disease
54 N—=F2 VR N—FvyrEay parkinson's disease
55 & RS bone
56 RIBTEAX Vb hrFagT7EAAV environmental impact assessment
57 RIBZETMm hvFavIAF¥avkavh environmental impact assessment
58 EVRNE ATV /YAy bilogical accumulation
59 FhoKE AL Iy ARA T ayay hydrothermal vents
60 ttam htF fossil/fossils
61 BHHK RURTEA haploid
62 A 2437 VA3 pairing/synapsis FRaiE TR

A




Bz Rk 7-FAE

No. |EEE B hexh+ A4 - BlEER hehF+ HEE &
63 el —htrias g4 bivalent
64 FENE travTvaAg chromatid
. . YRALYa v TR
65 fiiEZ S GEEREN Aty a g4 e QR NN p sister chromatid
66 RE avY FEZ JUhT crossing over
67 EEF AFHY genetics
68 Ee aunAg cross (mating)
69 HEEM Favisred HEM FavavtA codominance
70 X FILDER] AVTFNIS KT Mendel's laws
71 RIEAR hrFaw~vAg emvironmental variation
72 AU NYFT b ZRIK ~vA LA variant
73 WAL Fro4 inversion
74 BRE FoY translocation
75 DNAZZEY TA—IXT—R"7A DNA polymorphism
N=T A s TAYRLG N=F - TAYRVGT /R
76 N Hardy-Weinberg principle
(2= Y
77 FRATER - FPAIETL FavUYey - FavUY neutral theory/neutral evolution
rh
78 B _ZRHIT FasUyzZyokay erect bipedalism
79 NgTFYT Ny TFUT Bacteria
80 a—HhU7 a—hvu7 Eukarya
81 A== =T A== =7 super group
82 EBRE FrhATY electrolyte
83 BREE PELE % bicarbonate
84 REE v huTY osmotic pressure
85 FE Ko7y turgor pressure
86 anlYy R TILT TNy TR alpha helix
87 Bi—+h N—Z—Fh beta-sheet
88 TIOFv TIFV actin
89 HHEEE) YART TR cell motility
90 IF¥FYHA b= X IFxYHPA =X exocytosis
91 YA bhav YA LhAY cytokine
92 [(@=2=yo3 hHo T84 chemosynthesis
93 ER-EEEAK aYy-Fy 7o aATEA enzyme-substrate complex
94 R = coenzyme
95 HEIER Fyavyay antagonism
96 230 ¥4 YrhTFFYHYUAh oxidative phosphorylation
97 A7 77 x> b FHhYERT T4 b okazaki fragment
98 TRXT TRXT telomere
99 EJELeN Kosyzdq R =y trhox7 kinetochore/centromere
100 O — R#EE a—-RFRYavAF coding region
101 FEa— FAEEL Ea—FYaq* noncoding region
102 PIRE FroFviy reverse transcription
103 Z1t avh IV IAYVT aging/scenescense
104 IEVIRTAVR IV RTAVR epigenetics
105 FIVR FIUR FIvIR omics
106 DNAU #H—+ FTA—IXI—-UH—+ DNA ligase
107 FEE AV testis
108 Op& vy ovary
109 K HhyF¥ay blastomere
110 FRIZFEA FrFavhrzay gastrulation
111 i NAAY germ layer
112 542 A4 adult
113 RREE FagnANnTTRY mesoderm induction
114 R ALY body axis
115 BEEFHERR AFvvoIhT genetic transformation
116 EZF/voT 7 b AFY /v oTIh gene knockout
117 I NnyH— IynvH— enhancer
118 TOTFAR—K— TOTAR—K— SEECEF hytAh4A4ry activator
_ . \ ATVINYFrFavey _ \ ATVInNyrvtA
119 B FRRAEEE B FRIRIEESE . gene expression regulatory region
YavA+x FalavAF
120 NAFT o/ BY— NAFT U/ AY— biotechnology
121 ;47” TIANTAT N AA AT a 02 |RainEe  coiEe bioinformatics
122 PCRi%& [ e % polymerase chain reaction
123 TIA<— TIA<— primer
124 BRKED FYERIARY electrophoresis




Bz Rk 7-FAE

No. |BEEE |& hxh+ AR IE & h&h+ HEE &
125 PSR TAE—TAYARY iPS cell

126 FNH/ AR FIAS AR organoid

127 BE A4 regeneration

128 e avhy tactile sense

129 BE Y hY pain

130 BERE T Rhvhy Temperature sensation
131 EBRE aavhrhy [ESEE) aavhy Proprioception
132 IR D neurilemma

133 7 v E TR Svexayy v nodes of Ranvier
134 TR I VEE ITNRIVYY glutamic acid/glutamate
135 R—se3y F—zy dopamine

136 JNLTRLF Y ST RLFY v noradrenaline

137 &A% BEPT TYIX/TAYEY blood-brain barrier
138 A B hytA plasticity

139 IR AT EB I YA hyeA neuronal plasticity
140 RE5 N xFaY reflex arc

141 HEZA Yaya3awy proprioception
142 Jwy:ii vy cardiac muscle
143 eyl SRk ARY cardiomcyoyte
144 TBE ~AHhYEFY smooth muscle
145 HER hESTF key stimulus

146 EAL TAA orientation

147 AT HADY R4 circadian clock
148 BRY XL HAY Y XL circadian rhythm
149 B FL habituation

150 et IAfEVH sensitization

151 i3 N leaf

152 it N flower

153 E-3(4 vavh vernalization

154 ABCET L I—-E—Y—EFL ABC model

155 o S fHka NA S TIH AR embryo sac cell
156 7+ bboEY 7#bhbOEY phototropin

157 FLiBmAE aAUAYHARY guard cell

158 HHKFEF EAYUNY A2y photoblastic seed
159 AR YARTFa 714 cell polality

160 & Ak nasty

161 HER oA phase variation
162 RRE A4 FarVay amount of growth




