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235 N collecting duct 0|0 ]| 0O 92,800 205,000 22 23,600| 23 B
236 B5/ B&R renal pelvis O 93,800| 170,000 1.8 16,300 2.1 D
237 R urine ol Ne O [18,900,000|38,100,000 20 | 1,180,000( 100.0 D
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238 R nerve O O | 7,610,000|64,600,000 8.5 | 2,360,000( 100.0 D fth B 5T TA
239 iR HRa neuron O 549,000/10,900,000{ 19.9 | 739,000| 39.6 D fhii T TB
240 mE excitation O | 6,180,000| 7,220,000 1.2 | 898,000| 1000 D fth B 5T TA
241 FoECEA nervous system (@] 765,000 25,500,000 33.3 | 1,600,000| 81.9 D {th B 5T TA
242 A brain O |21,200,000{793,000000| 37.4 | 2,440,000| 100.0 D fth B ST TA
243 Ho spinal cord O | 1,130,000/13,800,000{ 122 | 1,250,000 62.7 D BT TA
244 PR E R central nervous system O | 291,000/13,700,000] 47.1 | 1,800,000| 57.7 D fth B 5T TA
245 KRR peripheral nervous system O 65,900 819,000 124 125,000 45 D fh B ST TA
246 BEHER autonomic nervous system | O | O [ O | O 61,200| 983,000 16.1 61,400 37 A
247 BEMER sensory nervous system | O 170,000 215,000 1.3 2,540 3.2 D
248 EBEIHZER motor nervous system O 378,000 90,000 0.2 804| 65 D
249 KA sympathetic nerve O|O| O| O 210000 219,000 1.0 34300 44 D
250 Bl 3 iR parasympatheticnerve | O | O | O | O 106,000 39,500 0.4 4030 1.9 D
251 REHER sympathetic nervous system | O 23,200| 587,000] 253 63400 24 A
252 E“i‘f@mﬁ% parasympathetic nervous system O 326,000 176,000 0.5 9,]40 5.9 A
253 o B midbrain (@) 48,700( 1,120,000| 230 72,400 39 D BT TB
254 MERE medulla oblongata O 82,900 317,000 38 22500 23 D fBE T TB
255 DEEIEE). DR DIAE |heart beat OO 29,000| 5,980,000 206.2 50,900| 113 D
256 R—RA—H— pacemaker 0| O 143,000 4,240,000| 29.7 73,300| 107 D
257 B A& E sinoatrial node @) 4,890 93,900| 19.2 6,590 03 D
258 BHEE automaticity O 6,520 205,000| 314 20,400| 08 D
259 (R RE endocrine system O| O (@] 93,500| 2,940,000 314 45,100 7.2 B
260 iR gland O 8,670,000 11,600,000 1.3 | 1,510,000| 1000 D
261 S5 IR exocrine gland @) 0|0 53,100| 55,200 10 3460 10 D
262 5 i AR endocrine gland 0|00 |0O 603,000| 175,000 0.3 7,380| 105 B
263 RILEY hormone O| O| O O 2420000|34,100,000{ 14.1 | 2,200,000 100.0 A
264 BENEE target organ O O] O 18,500 545000 295 275000 58 C
265 1R target cell O[0O]O 65400| 738000( 11.3| 284000| 7.1 c
266 2% receptor @) O | 3,810,000{43,700,000] 11.5 | 2,210,000| 100.0 A
267 Fél fisd diencephalon @) O| O 34,600 285,000 8.2 25100 15 c
268 HERTEB hypothalamus O[O0]|0O]| O 129,000| 3,720,000f 288 | 162,000 11.1 B
269 B T FEAR pituitary gland OO e) 93,800| 2,420,000 258 86,100/ 7.0 B
270 N anterior pituitary O O 97,400| 501,000 5.1 72,300 37 D
271 T EARE posterior pituitary O @) 61,100| 122,000 2.0 12,800 14 D
272 Al T EIARIZERILEY  |anterior pituitary hormone @) 17,600 484,000 27.5 3080 1.2 D
273 BERILEY growth hormone (®) O | 206,000| 6650000] 323 | 690,000| 260 B
274 KR thyroid O] 0 O | 4,440,000( 17,900,000 4.0 | 1,300,000| 100.0 o]
275 FOFxY thyroxin O @) 20,100 163,000 8.1 13,300| 08 D
276 Il AR R parathyroid O] 0 O 109,000| 1,790,000 16.4 | 110,000 66 D
277 B adrenal gland OO O | 305,000| 1,090,000 36 72,800| 8.1 D
278 BIREE adrenal medulla O @) 19,800| 279,000 14.1 30,000 1.3 D
279 IR neurosecretion O 7,460 43,600 5.8 9,050 03 D
280 %5 iR neurosecretory cell O[O0]|0O]| O 27,500 12,000 0.4 2320 05 D
281 J4—R1\vy feedback O| O| O O 6500000|1120000000| 172.3 | 2,410,000 100.0 B
282 BDI1—F1\vy negative feedback O 9,140|14,900,000 1630.2 | 572,000 345 D
283 EDT1—k1\vY positive feedback O 10,300{61,300,000| 5951.5 | 358,000| 100.0 D
284 KDE water content O 119,000 3,150,000| 265 | 1,010,000 24.1 D
285 AV IV vasopressin O (@] 16,200 955,000 59.0 82,900 3.2 D
286 &g body temperature O @) 6,260,000( 6,000,000 1.0 | 771,000 1000 D
287 Jinki blood sugar OO 7,170,000 10,100,000 14 68,900| 100.0 B
288 I {E blood-sugar level O | 493000 474,000 1.0 13,200 9.2 C
289 migs amount of blood glucose (@] 23,200 425,000 18.3 161 1.1 D
290 mHERE concentration of blood glucose | O | O 25,300 172,000 6.8 849| 07 D
291 SILa—R glucose @) 630,000(30,100,000| 47.8 | 2,780,000| 100.0 C
292 S)a—4y glycogen O 96,400| 4,350,000( 45.1 | 266,000( 133 D
293 UM pancreas O| O 623,000 6,150,000 99 | 488000 288 C
294 SUFILINVRE islets of Langerhans O| O O 36,900 269,000 7.3 23,300 15 D
295 B B cell O O | 470,000| 5640000| 120 | 1,610,000| 441 D REBRANAZL
296 AffiRa A cell O (@) 30,200 [ R TR BRTRE - D a cell #RHE




297 AR insulin Ol O 529,000(35,200,000 66.5 | 2,150,000| 100.0 A
298 FELF)Y adrenalin Ol O O | 335000( 3820000| 114 31,900 125 o]
299 TRLF) O ZB/KE adrenergic receptor O 34,100| 565000 16.6 83,700 29 D
300 2% =0 glucagon O]l O O 131,000| 1,820,000( 13.9 79,600 65 o]
301 HEEILFIAR glucocorticoid Ol O O 21,100| 3,320,000| 157.3 | 191,000| 9.1 [¢]
302 HERIR diabetes O | O] O O |17,200,000(165000000 9.6 | 2,160,000| 100.0 A
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303 Rk immunity O | O] O O |57,300,00094,500,000 1.6 | 1,150,000 100.0 A
304 KRG biophylaxis O O 216,000 1,490 0.0 191 36 D
305 ki plvagsd) (BB FAETH) O O | 309,000 0 0.0 0| 52 D
306 A==l vagl (BRZAETH) O O | 244,000 0 0.0 o 41 D
307 BIg skin O] O 7,880,000{732,000000f  92.9 | 3,090,000( 100.0 D
308 RE epidermis O 5,430,000| 7,080,000 1.3 | 262,000| 1000 D
309 B dermis O 2,590,000| 2,050,000 08| 110,000| 484 D
310 TSFY keratin O 84,800| 3,.860,000| 455 83500 92 D
311 AEE horny layer O 172,000 53,300 0.3 6,710 3.1 D
312 Y F—Ls lysozyme O O 62,000| 2,120000| 342 | 172,000 74 D
313 TATIITT defensin O 6,110| 255000 41.7 24100/ 09 D
314 FERE mucous membrane O 6,710,000( 786,000 0.1 38,100| 100.0 D
315 Fhik mucus O | 2,380,000| 8,020,000 34| 162,000 55.7 D
316 BA%E natural immunity O|O0]|O 170,000| 361,000 2.1 16,900 37 o]
317 BRRE acquired immunity O|O0] O 54,100| 249,000 46 38,000 20 [
318 Pyt adaptive immunity O 6,230( 604,000] 97.0 55800 20 D
319 SefE e immune cell O | 859,000| 701,000 0.8 70,200 167 D
320 BER phagocytosis O] O O 66,600/ 2,900000| 435| 173000| 88 B
321 RIEER inflammatory effect O 11,000| 308,000( 280 33,300 1.3 D
322 §F Bk neutrophil O O 170,000| 2,730,000 16.1 | 309,000 125 D
323 Bk monocyte O 119,000| 3,520,000/ 29.6 | 218,000 115 D
324 o077 macrophage O|O| O| O 239000 6240000 261 | 711,000| 262 A
325 NK#lRa NK cell O 122,000| 521,000 43 73500 4.1 D
326 Ak leukocyte O 1,260,000| 2,240,000 1.8 | 555000 340 D fh BT TA
327 541 B M Ek granulocyte (@] 2,770| 2,050,000| 740.1 159,000| 6.1 D
328 1) SBk lymphocyte O O | O| 406,000| 6,380,000 157 | 827,000 312 A
329 THARE T cell O| O] O O] 1060000 9,450,000 89 | 1,910,000| 653 A
330 Bififa B cell O|O| O| O 470000 5640000| 120 | 1,610,000| 441 A
331 B bone marrow O | O| 964,000{12600000 13.1 | 1,550,000 62.9 D
332 &M EHR hematopoietic stem cell O 673,000 762,000 1.1 91,200 14.0 D
333 ERNiT) dendritic cell O|O0]|]0O|O 118,000] 930,000 79| 127000 56 B
334 it humoral immunity O|0]0O]|O 51,100| 348,000 6.8 48400 22 o]
335 RRARG antigen-antibody reaction| O | O | O | O 50,900| 201,000 39 11,700 14 [
336 R antigen O| O] O O | 6580000]18800,000 29 | 2,520,000 100.0 A
337 REES immunological tolerance O 42,100 97,900 23 15400| 1.1 D
338 HRRR antigen presentation O O 61,400| 501,000 8.2 140,000| 42 D
339 UPZ4Y:i] lymph node O | 710,000 4,330,000 6.1 | 475000 270 D
340 huk antibody O | O| O O |12100,000(21,500,000 1.8 | 2,990,000 100.0 A
341 fEIsOJYs immunoglobulin O0|0]|0O 192,000 7,900,000( 41.1 672,000 27.6 A
342 AILIS—THIRS helper T cell Ol O O | 354,000| 153,000 0.4 28,500 66 o]
343 PUAE MR antibody producing cell | O | O 23,600| 299,000( 127 4940 10 D
344 — KI5 primary response O O 1,980| 179,000( 90.4 33,900| 09 D
345 SERRE immunological memory (@] O 12,600 90,900 7.2 13,900| 06 B
346 FCIEHRE memory cell O] O O 11,700| 188,000| 16.1 11,000( 0.7 D
347 ZRINE secondary response 0O|0]0O0]|0O 14,000 68,000 4.9 15,300| 06 D
348 miEREE serotherapy O[|O0]O|O 34,000 16,400 05 2,850| 06 D
349 Jinbi serum O |10,100,000(56,100,000 5.6 | 3,220,000| 100.0 D
350 i iiib] antiserum O | 437,000( 3,220,000 74| 228000 165 D
351 I i S blood products (@] 89,400 644,000 7.2 39,100| 3.2 D
352 FIhtEE vaccination O|O| O| O 870000(17900000] 206 | 597,000| 543 A
353 29Fv vaccine O|O]| O O] 1970000[116000000 589 | 1,370,000 100.0 A
354 Rt cellular immunity O|0]0O]|0O 98,100| 379,000 39 64,500 33 B
355 *5—THE killer T cell Ol O O | 201,000 65,200 0.3 5960| 36 D
356 WRNILOYY U RIE tuberculin reaction (@] O 15,500 18,900 1.2 4,900 04 D
357 BCG BCG O 302,000| 3,440,000 11.4 86,300 122 D
358 B RIS rejection O O 299,000(25,500,000] 853 | 928000| 630 o]
359 I(X AIDS O | O] O O] 2890,000[302000000 1045 | 1,960,000 100.0 B
360 BRUEGRERSEIERE |acauired immune deficiency synarome | O | O | O | O 45800| 697,000( 152 43600 27 o]
361 HIV HIV Ol O O | 3,900,000(162,000000| 41.5 [ 1,600,000| 100.0 B
362 EFRELREIAILR human immunodeficiency virus| O O 48,100| 5,870,000 122.0 475,000 185 D
363 B 1R =& opportunistic infection O | O 37,900 241,000 6.4 22,200| 14 D
364 FLIILF¥— allergy O| O| O O] 3160000[67,300000| 21.3| 995000/ 1000 A
365 d21%2% allergen O O | O| 182,000| 5030000 276 80,000| 128 [¢]
366 BT LIILEY— immediate allergy O 4,120 15,000 3.6 341| o1 D
367 BEETLILF— delayed allergy O 2,760 3,310 1.2 3310 o.1 D




368 TERME hay fever @) O 1,840,000| 2,400,000 1.3 29,000 352 C

369 T+ 745F%>—3v% |anaphylactic shock O OO 107,000 413,000 3.9 14,200 2.7 (]

370 HEfEERR autoimmune disorder [eRKe) O 170,000| 420,000 25 12,900 37 C

37 B RER autoimmune disease (@] 127,000| 3,410,000 26.9 157,000/ 104 D

372 A cancer O 7,570,000(495,000,000f 65.4 | 2,630,000 100.0 D
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373 HEE vegetation 0|00 |0O 627,000|25,500,000] 40.7 | 1,880,000| 84.3 A

374 BiE environment O 1,240,000/ 1,670,000000| 1346.8 | 3,210,000 100.0 D T TB
375 HHER ecosystem O | 2,820,000(23,200,000 8.2 | 1,370,000 100.0 D B 5T TA
376 JEEYMHIRE abiotic environment O O 140,000 76,800 05 10,700( 26 D fh#i T TC
377 YIRS biotic environment O O | 3,390,000 38,900 0.0 6,830 56.7 D fh T TC
378 a1 adaptation ®) 3,330,000(44,300,000f  13.3 | 2,620,000{ 100.0 D BT TA
379 HER life form O O 7,220| 1,730,000| 239.6 45900| 38 D HEIFENSZW
380 F{LERE assimilation organ O 5,220 275 0.1 35| o1 D

381 ERILZRE non-assimilation organ O 14,300 15 0.0 3[ o2 D

382 —EEEY annual plant @) 62,500| 307,000 49 17,200 18 D

383 ZELHEY perennial plant O 81,500| 365,000 45 12,600 2.2 D

384 FoYoN forest O | O | O |28,000,000]|549,000,000 19.6 | 1,990,000 100.0 A

385 FEEEE layered structure O|O0]|O]| O 73,900| 169,000 23 22400| 19 B FEETMBEAZLY
386 =¥ N tree layer O|O0O|0O0]| O 4,830 36,000 15 6,920 03 (¢}

387 R canopy O|0O0]| O 242,000/22,300,000)  92.1 355,000 47.1 B

388 By NE sub tree layer O|O0|0O]|O 17,800 641 0.0 29| 03 D

389 BERE shrub layer 0|00 |0O 4,060 68,100| 1658 12,200 04 B

390 IR forest floor 0|0 ]| 0O 66,200( 1,000,000 15.1 89,500| 43 B

391 BERE herbaceous layer O[O0]|0O]| 0O 4,620 35,600 1.7 6,540 02 D

392 ayvE moss layer (@] 832 14,900 17.9 2,970 0.1 D

393 EERE litter layer O 9,050 65,600 72 16,700 05 D

394 &l humus @) 901,000 1,990,000 22 92,800| 199 D

395 [EHEE humus layer O 4,590 35,000 7.6 7,380| 03 D

396 S parent material (@) 71,600 184,000 2.6 26,300 19 D

397 FAiiEE aggregate structure O 124,000 35,100 0.3 4760 22 D

398 E% succession O| O| O O] 1130000|25800000] 228 | 935000 77.4 A

399 EEER plant succession O 8,510 95200 11.2 19,000( 06 D

400 RER SR environment formation O|lO| O 5,520 4,790 0.9 590 0.1 C

401 +TiE soil @) O | O | 2,740,000{30,900,000] 11.3 | 2,020,000| 100.0 B

402 —REB primary succession O ol Ne 3,600 90,200| 251 7,430 03 D

403 ZRE® secondary succession O O| O 36,100| 119,000 33 13900 1.0 B

404 SEERIE, /(A =T 44 |pioneer plant O| O 2,740 18,600 6.8 2,150| 0.1 D

405 SEERTE pioneer species O 1,650 110,000( 66.7 14,800 05 o]

406 SeERiEE pioneer tree species O 1,240| 138,000 111.3 2270 03 D

407 1B IF1IVIR climax O [eRKe) 23,700/20,000,000| 843.9 | 149,000 36.2 B HEIFENSZW
408 1B TE climax tree species @) 796 27,800| 349 609| 0.1 D

409 151818 climax species O 3,870 21,000 5.4 3420 02 D

410 [EER climax forest O[0O]O 6,860 22,300 33 4180 o2 D

411 Frv gap O | O| O] O [ 1930,000|354000000| 183.4 | 2,970,000/ 100.0 B fhEHMZL
412 Xy EBH gap—phase replacement | O O 926 6,970 75 347| 00 D

413 BB xerarch succession O O| O 319 471 15 38| 00 D

414 IEEER hydrarch succession O O|O 426 1,050 25 232| 00 D

415 [5EHEY sun plants 0|0 ]| 0O 1,160 32,300 278 3250| 0.1 D

416 FEAEY shade plants O|0O0]| O 1,740 74600 429 4900 02 D

417 i sun tree O O] O 8,510 37,800 44 580| 0.2 D

418 (=25 shade tree O Ol O 5440| 540,000 99.3 12,700 1.2 ]

419 (S sun leaves (@] 4,780 54,100 113 3,750 0.2 D

420 (%3 shade leaves (@) 1570( 27,100 173 5460 02 D

421 FERK photosynthesis O @) 764,000( 9,080,000 11.9 | 513000 364 D fth B 5T TA
422 HERRE photosynthetic rate O ®) 15,500 147,000 95 33,900 1.1 D

423 S = light saturation point O O 56,500 66,800 1.2 1,600( 1.1 D

424 FEiEiE A light compensation point | O O 46,100 12,100 0.3 4,520 0.9 D

425 WHIERE compensation depth @) 1,610 21,100 131 4,060| 0.1 D

426 BEMTDHEREE  |apparent photosynthetic rate | O 9,470 33,400 85 148 02 D
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427 INAA—L biome 0|00 |0O 23,300| 3,200,000f 137.3 45800| 65 A

428 EMER biome OO 244,000| 3,200,000 13.1 45,800 102 D

429 BEER environmental factors O| O 119,000( 8,590,000 72.2 | 1,840,000( 47.0 B

430 HAE physiognomy @) O| O 3,890| 579,000| 1488 43700 18 c

431 BhiE dominant species O [eRKe) 25500| 690,000| 27.1 206,000( 50 B

432 FoYoN forest O | O | O |28,000,000]|549,000,000 19.6 | 1,990,000 100.0 A

433 HE grassland O | O | O | 7410,000| 7,600,000 1.0 | 400,000| 100.0 A

434 SR desert O]J]O0]|]0O]|0O 707,000|169,000,000| 239.0 | 1,180,000| 100.0 A

435 e AL tropical rain forest O[O0]0O]| 0O 7,050 665000| 94.3 54,700| 2.1 B




436 Eid o 25T subtropical rain forest O|O0|]0O|O 1,920 78,700| 41.0 1,150 02 D

437 oo a0—J% mangrove forest O O 41,600 475,000 11.4 14,700 1.7 D

438 < 5a—7J mangrove O O | O| 310,000{10,400,000/ 335 | 106,000 24.3 D

439 okt rain green forest O|O0|O|O 3,250 8,970 238 18 0.1 D

440 [EEZEE sclerophyll forest O|O0]|]0O|O 12,400 27,300 22 4010/ 03 D

441 BRI laurel forest O|O0]|O|O 53,400 30,000 0.6 1,250 10 D

442 SR summer green forest O|O0]|0O|O 19,700/ 139,000 7.1 90| 06 D

443 IR deciduous forest 10,100( 825,000 81.7 66,800 27 o]

444 BRI evergreen forest 4150| 237,000 57.1 18,100 08 [¢]

445 HHEEE M coniferous forest O|O0]0O]|O 49,900| 1,040,000] 20.8 36,800 32 o]

446 HINF savannah O| O| O| O 347,000/40,300,000| 116.1 114,000| 74.9 B

447 L Sr steppe O| O| O O 3020000( 3470000 1.1 77,600| 574 B BAEIFHENSL

448 i desert O| O] O O] 2210000[175000000 79.2 | 1,180,000 100.0 B

449 YIRS tundra O|O0]0O]|O 77,600(13,000,000| 1675 68,000 24.1 B

450 HBEQE latitudinal gradient O 478 97,700 204.4 15200| 04 D

451 KES horizontal distribution O|O0]|O|O 75,500 62,900 0.8 13800 16 o]

452 EEDH vertical distribution O|O| O O 280,000 355000 1.3 | 187,000 84 A BRTOBERBIAS LY

453 EET hilly zone O|O0]|O 1,970 17,000 8.6 368| 0.1 D

454 B lowland (@] 9,290| 6,790,000| 730.9 185,000 146 [

455 I mountain zone O|O0O]|]O|O 7,580| 126,000 16.6 2,150| 04 C

456 EiE subalpine zone 0O|0]0O0]|0O 17,600 15,700 0.9 2,760 04 [

457 Bl alpine zone O|O0]0O]|O 38,700 63,600 16 6,760| 09 o]

458 HHRRA forest line O|0]0O]| O 14,300 24,500 1.7 1820 03 B FEE(Stree line ALY

459 BARRA tree line O 1,050| 804,000 765.7 25300| 1.8 D
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460 FEEYRIIRE abiotic environment O| O 140,000 76,800 05 10,700 26 C

461 EYRIIRE biotic environment O 3,390,000 38,900 0.0 6,830 56.7 C

462 il action O[O 64,900,000/ 1,780000,000]  27.4 | 1,530,000| 100.0 D HEMNZN

463 IREMRER environment formation OO 5,500 4,810 0.9 590 0.1 D fh BT TC

464 EHER ecosystem O| O] O O] 2810,000(23,200,000 8.3 | 1,370,000 100.0 A

465 EEE producer O|O| O| O 676000(172000000| 2544 | 375000| 100.0 A

466 HEE consumer O | O] O O] 8650000(565000000 653 | 1,980,000( 100.0 A

467 —RHEE primary consumer O 37,000 81,500 22 4240| o038 D

468 ZRHEE secondary consumer O 54,800 49,000 0.9 1,500 1.0 D

469 NiRE decomposer O|O| OO 285000 248000 0.9 15800 54 B

470 BEWEH food chain O|O0]|O 466,000| 8,530,000 183 | 288,000| 2638 A

471 BEEH detritus food—chain O 1,860 83,900 45.1 903| 02 D

472 BEMiE food web O0|0]|0O 46,900| 2,620,000] 559 | 255000| 9.4 A

473 EYE biomass O 1,490,000/ 12,600,000 85 | 1,760,000 75.2 A

474 EREESIVR ecological pyramid O0|0]| 0O 6,300 32,900 5.2 393 02 [

475 324 trophic level Ol O 28,400 456,000| 16.1 47400 20 o]

476 EAEBESIVR pyramid of numbers O 762| 199,000 261.2 513| 04 D

477 EMEESIUR pyramid of biomass O 5,440 207,000 38.1 219 0.4 D

478 MERRMEDTFEE |nutrient cycling O| O O 145,000| 558,000 38| 103,000 5.1 A

479 RERBIRREDMEIR |carbon cycle O|O0]0O]|O 46,500/ 1,090,000| 234 81,400 39 B

480 LB BH fossil fuels O 992,000( 7,360,000 74| 232000 327 D Ho BT TC

481 EROERZERMEIR |nitrogen cycle O|0]0O]|0O 19,200/ 508,000| 26.5 30,700| 1.7 B

482 Z%XR1E nitrogen assimilation O[O O 7,230 96,700| 134 17,400| 06 D 1B T TA

483 EXEE nitrogen fixation O|0]|0O 64,000) 801,000 125 167,000| 52 o]

484 RAIE root nodule bacteria O O 44,100 241,000 55 6,840| 13 D HhE 5T TC

485 ZXRETHE nitrogen fixing bacteria O| O 5270| 173,000/ 328 17,500 0.7 D

486 FE1E nitrification (@] 1,560,000| 562,000 0.4 66,400 28.0 C

487 LR nitrifying bacteria O| O 260,000( 133,000 0.5 16,500 48 D

488 RERME denitrifying bacteria O 11,400 87,100 7.6 12,600 05 D

489 i denitrification O]l O O 78,100| 572,000 73 67,100 34 o]

490 IRLF—Difn energy flow O| O] O| O | 5500000 1,240,000 0.2 70,900 949 A

491 FIRLF— light energy O 107,000| 1,240,000( 11.6 64,300 49 o]

492 LZIRILF— chemical energy O 37,100 871,000 235 36,600 27 [¢]

493 ATP ATP O | 3,700,000(34,900,000 9.4 | 1,650,000| 100.0 D i B 5T TA

494 BMIRILE— thermal energy O O 139,000| 3,040,000 21.9 | 361,000 134 o]
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495 HEERONFUR balance of ecosystems | O | O | O | O 31,900| 106,000 3.3 683 07 A HEFERROREMNS L

496 T—Rb—FE keystone species (@] 3,050 239,000 78.4 16,900 0.7 C

497 EHERODETH ecosystem resilience (@] 29,600 64,900 22 6,010 07 D

498 H®re conservation O| O 6,480,000/ 162,000,000 25.0 | 2,250,000| 100.0 A

499 KREER aquatic ecosystem O 94,500| 361,000 38 38500 238 D

500 BR%t natural purification O (@] 19,100 22,800 1.2 2,160 04 D

501 KEHSE water pollution (@] 149,000( 5,800,000/ 389 181,000 152 C

502 EXEL eutrophication O|0]|0O 120,000( 1,220,000 10.2 90,800| 55 B

503 EXREM eutrophic lake [e] 5,130 80,800/ 158 18,700| 05 D

504 773 algal bloom O]l O 71,300| 241,000 34 16,200( 19 o]




505 KDE algal bloom O 4,290| 241,000| 56.2 16,200 0.7 D
506 FiE red tide O[0O]O 760,000 851,000 11 21,200 144 C
507 EWiRiE bioaccumulation 0|0 ]| 0O 217,000f 912,000 42 63,300| 6.2 B
508 R acid rain @) 187,000 3,270,000) 175 51,900 94 D
509 BHEE acid fog O 3,800 27,300 7.2 704 o1 D
510 HFHREESR forest ecosystem @) 89,100| 453,000 5.1 62,500 33 D
511 EKERER global ecosystem O 224,000( 106,000 05 8,880| 4.1 D
512 HhERRIE L HhER DRIE1E |global warming O | O| O | 2520000|58200000[ 231 | 233000| 100.0 A
513 [y fossil fuels O | 992,000| 7,360,000 74| 232000 327 C
514 REMDR greenhouse effect O|l]0O0]| 0O 509,000| 1,590,000 3.1 39,900| 118 B
515 BEMRAR greenhouse effect gas O| O | O| O 441000 219,000 05 215| 7.7 D
516 MBS MO L |biodiversity O| O| O O 2350000/23500000{ 100 | 920000/ 937 A
517 #Eim extinction O | 9,940,000|22,200,000 22| 733,000 100.0 D fth 85T TB
518 HEimAEIRE endangered species O 731,000/11,900,000 163 | 195000 353 o]
519 LyRTF—2Tv) red data book O 136,000| 170,000 1.3 13,400 28 o]
520 HhEEY alien species O | O| O] 1210000 897,000 0.7 32,600 222 C
521 BN EEY Invasive species O 253,000 4,820,000 19.1 69,100| 134 B
522 EAHIREL genetic disturbance @) 21,100 2,640 0.1 427 o4 D
523 Bh countryside forest O O | O | 1,150,000 53,900 0.0 675| 19.3 Cc
524 FiB tideland (@) O | 416,000 189,000 05 1810[ 73 C
525 Bt marsh O 4,530,000 36,300,000 80 | 950,000( 100.0 C
526 SHERY—ER ecosystem services O 432,000( 1,060,000 25 58,100 99 C
527 TRy soil seed bank O 31,600( 547,000 17.3 9720 16 D
2]
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RO EoEERF
528 Ll cell O | O | O| O 2740,000(245000000 89.4 [ 3,470,000| 100.0 A
529 it tissue O 27,300,000 | 158,000,000 5.8 | 2,810,000 100.0 D
530 #=E organ O 18,000,000 103,000,000 5.7 | 2,720,000 100.0 D
531 &R individual (@) 4,930,000/701,000,000 142.2 [ 2,200,000| 100.0 D
532 Tk element O| O 29,100,000 170,000,000 5.8 | 2,430,000 100.0 C
533 K water OlO| O 7,470,000 2,210,000000| 295.9 | 3,030,000( 100.0 A
534 KE#HEE hydrogen bond O| O 126,000| 1,640,000 13.0 | 743,000 172 B
535 Y organic compounds (@] 1,160,000( 5,960,000 5.1 733,000 415 B
536 RIKIEY carbohydrate 0|0 ]| 0O 1,030,000/ 14,500,000 14.1 | 1,160,000| 60.7 A
537 By monosaccharide OO 74,500| 520,000 7.0 41,600 28 D
538 —¥ disaccharide O 335,000| 569,000 1.7 45300 7.3 D
539 EZ polysaccharide O | O | 6,290,000 4,570,000 0.7 | 325000| 100.0 B
540 HEE lipid 0|0 ]| 0O 1,530,000/19,500,000] 12.7 | 2,170,000| 94.2 A
541 RERA fat @) 21,700,000 428,000000{  19.7 | 2,230,000| 100.0 C
542 Y UREE phospholipid OO 183,000 4,220,000f 231 | 355000 16.0 B
543 RERAER fatty acid O | 6,270,000/ 8590,000 1.4 | 1,290,000| 100.0 C
544 Z7a4K steroid O 1,070,000/ 60,000,000|  56.1 | 1,080,000| 100.0 C
545 BoINHE protein O| O| O| O] 3560000{198000000| 55.6 | 3,060,000| 100.0 A
546 T3/ amino acid O O | O | 2,220,000(21,600,000 9.7 | 2,130,000 100.0 A
547 A nucleic acid O] O| O| O | 739,000 7610000 1.0 | 1,570,000| 100.0 A
548 XYLAFE nucleotide O | 475,000/14,300,000] 30.1 | 2,330,000| 70.6 A
549 DNA DNA O 10,900,000(231,000000]  21.2 | 2,670,000| 100.0 A
550 RNA RNA O 4,700,000 35,300,000 7.5 | 2,520,000( 100.0 A
551 IS £E inorganic salts O| O 44,500 349,000 78 43,700 2.1 D
552 Y inorganic matter @) 341,000( 172,000 05 18,400| 63 C
553 [Ri%HHRa prokaryotic cell O|l]0O0]| 0O 51,900| 245,000 47 15500| 15 C
554 HE bacteria O 7,400,000 | 113,000,000 15.3 | 2,430,000( 100.0 D fthE ST TA
555 mHE archaebacteria (@] 81,900 276,000 34 20,500 22 D
556 AR nucleoid O 45,200| 211,000 47 15800 14 D
557 iR eukaryotic cell 0|0 ]| 0O 120,000| 916,000 7.6 62,600 46 C
558 Ly unicellular organisms O 201,000( 356,000 1.8 23,500| 43 D fuB T TC
559 ZHRaEY multicellular organisms O 180,000 898,000 5.0 49,600 53 D {th B 5T TA
560 /NS organelle 0|00 |0O 52,000 3,670,000 70.6 [ 105000 87 A
561 fREEE cytoplasmic matrix O O 9,120 23,400 26 5940 03 D
562 HHRaE cell membrane 0]0|0O|0O 870,000 5,890,000 6.8 | 1,170,000| 4338 A
563 ERERE biomembrane O]J]O0]|]0O]|0O 87,100| 141,000 1.6 17,100( 20 ]
564 [EE_EE lipid bilayer O O 17,000 678,000 39.9 | 109,000 32 o]
565 BRI hydrophobicity O 273,000| 1,340,000 49| 125000| 89 D
566 oK hydrophilicity O 331,000) 307,000 09 46,300 6.8 D
567 RBEYSA1VETIL fluid mosaic model [eRKe) 1,430 86,500| 60.5 4560 02 D
568 HRER diffusion O[O]|O 4,830,000 38,200,000 7.9 | 2,620,000( 100.0 C
569 REAER concentration gradient OO 52,100 476,000 9.1 158,000 43 C
570 BEIRME BN selective permeability 0]0|]O]|0O 4,360 71,400| 164 8080| 03 D




571 SBhE% passive transport O|O0|]0O|O 4960| 258000 52.0 13,100 07 B
572 BEBhERIE active transport O|lO|O| O 21,000 818,000 39.0 223,000 54 B
573 L b AA ] transport protein O 15,300| 427,000] 279 60,400 20 [¢]
574 ik R carrier O 54,300 128,000,000 2357.3 | 1,650,000| 100.0 B RETHELNSL
575 fi=RZS carrier O 643,000(128,000,000| 199.1 | 1,650,000| 100.0 D HEMNZN
576 Fr)L channel O|O]| O 539,000/861,000,000( 1597.4 | 1,900,000| 100.0 B
577 AFUFvrIL ion channel O O] O 82,900/ 2,530,000 305 | 312,000| 108 [¢]
578 FRUY LF R sodium channel O O 14,800 423,000| 286 54900 19 D
579 H)DLF¥RIL potassium channel O 27,900| 500,000 17.9 91,2001 2.8 D
580 BERFETF v RIL voltage dependent channel O 20,500 9,340 0.5 2,010[ 04 D
581 BRI AT F ¥ HIL |voltage dependent ion channel O 17,700 132,000 7.5 601 05 D
582 YHURIREFMEF ¥+ )L |ligand dependent channel O 954 13,300/ 139 33| 00 D
583 (EEMERTFE AT FvRIL [transmitter dependent ion channel O 84 2 0.0 3 00 D
584 (EEMEIRTFAFF ¥ HIL [transmitter dependent ion channel | O 17 2 0.1 3] 00 D
585 R pump O | O 2,430,000(206,000000/ 84.8 | 1,020,000 100.0 B
586 AART ion pump O 7,850 57,500 73 6,380 03 D
587 FRUDLRT sodium pump 0O|0]0O0]|0O 6,460 69,400/ 107 13200( 04 [
588 FRUHL—H)H LATP7—F [sodium potassium ATPase O 3,070 29,300 9.5 3,760 0.2 D
589 FHTRIY aquaporin 0O|0]0O0]|0O 18,500 378,000| 204 22,600| 1.3 B
590 pry=] solute O 122,000| 3,790,000 31.1 | 259,000 127 D
591 Ry solvent O 1,000,000(18,500,000| 185 | 1,190,000| 67.3 D
592 AR solution O 11,700,000 632,000,000 54.0 | 3,210,000( 100.0 D
593 Vg non-selective permeability | O 191,000 46,200 0.2 70 3.3 D
594 eVl permeable membrane O O 87,900/ 283,000 3.2 20,500| 23 D
595 =& diffusion (@] O | 4,570,000 38,200,000 8.4 | 2,620,000 100.0 D HEIIENSZL
596 FEM semipermeability O O 802,000 9,110 0.0 1,590| 134 D
597 FBE semipermeable membrane| O O | 210,000| 131,000 0.6 12,000 3.9 D
598 BEBEE osmotic pressure (@] O 221,000 547,000 25 77,600 59 D
599 il hemolysis O O | 2,780,000| 844,000 0.3 72,700| 49.0 D
600 g isotonic O 91,300/ 1,760,000] 19.3 | 107,000| 62 D
601 FiRR isotonic solution (@] O| O 92,400 84,000 0.9 12,300| 1.9 D
602 =ik hypertonic O 47,800 582,000] 122 49300 26 D
603 EiRR hypertonic solution O O 5,820 70,600 121 5520| 03 D
604 KR hypotonic O 20,800 610,000] 293 65500 25 D
605 EIRR hypotonic solution (@] O 45,000 84,300 1.9 11,300 1.1 D
606 HIEEEK physiological saline O O 152,000| 269,000 18| 110000| 48 D
607 R E B plasmolysis (@] O| O 7,540| 202,000 26.8 10,300| 06 D
608 RREER deplasmolysis O O 7,580 4,890 0.6 728| o1 D
609 BE turgor pressure O O| O 8,380| 113,000 135 15,300 06 D
610 #% nucleus O | O] O O |40,800,000(20,400,000 0.5 | 1,750,000| 100.0 A
611 FEER chromosome O 6,080,000| 18,800,000 3.1 | 2,070,000| 100.0 [¢]
612 EXRY histone O 92,100 5380,000| 584 | 434000 17.7 o]
613 XOLAY—L nucleosome O 16,500| 643,000/ 39.0 44300 2.1 D
614 YO F A chromatin fiber O| O 1,030| 39,600| 384 5160| 02 D
615 ik nuclear sap O 14,800 6,080 04 1,800 0.3 D
616 #%IE nuclear membrane O|lO|O| O 406,000 555,000 1.4 117,000 9.6 [¢]
617 SR nuclear pore O0|0]| 0O 14,800 274,000 185 35300| 1.3 [
618 MK nucleolus O|0]0O]|O 149,000| 935,000 6.3 60,800 5.1 o]
619 Shavky7z mitochondria 0O|0]0O0]|0O 782,000| 8,120,000 104 | 877,000| 412 A
620 HYRT cristae O O 17,700( 205,000 116 27,300 1.1 o]
621 <R)yH R matrix O O 3,580,000{104,000,000]  29.1 | 2,300,000 100.0 C SRaVRY TS S LY
622 MR endoplasmic reticulum O|O| O 105,000( 5,190,000 49.4 274,000( 15.0 A
623 BT/ smooth endoplasmic reticulum | O | O | O | O 4520 117,000 259 16,500| 05 D
624 FRE/MaK rough endoplasmic reticulum | O | O | O | O 14,400| 240,000| 16.7 44500 14 C
625 YRY—L ribosome O| O] O| O 122000 3730000 306 | 147,000| 10.7 A
626 TR Golgi apparatus O|0]0O]|0O 34,100| 933,000 27.4 | 104,000( 39 B
627 S5+ IVERS signal sequence O 36,800/ 545,000 14.8 334,000 7.1 D
628 YUy—L lysosome O|0] 0O 45100/ 753,000| 16.7 54,100 29 o]
629 BBER 4 —rJ7Y—|autophagy O 8,620| 2,100,000 2436 63,100 47 D
630 ERE chloroplast O|0]0O]|0O 122,000( 3,000,000 24.6 197,000| 103 A
631 FS5a4(K thylakoid O O 12,000/ 360,000] 30.0 34,400 14 D BT TC
632 95+ grana O O 11,100 962,000| 86.7 36,000 24 o]
633 Zkaw stroma O O 17,700| 2,580,000/ 1458 | 158,000 7.2 D BT TC
634 BREK plastid O 34,800 611,000 176 53,300 25 D
635 RERE proplastid O 3,900 11,300 29 1,820 o1 D
636 HEk chromoplast O 15900( 37,800 24 3460| 04 D
637 BER leucoplast O 32,800 27,000 0.8 820| 06 D
638 FIOT5RK amyloplast O 3030 32,100 106 3670| 02 D
639 FulMA centrosome O0|0]0O0]|0O 228,000 548,000 24 31,300| 52 C
640 by ME centriole O] O 55,100| 203,000 3.7 15000( 15 D
641 R B cytoskeleton 0O|0]0O0]|0O 209,000| 4,960,000 23.7 | 258000| 16.1 A
642 FOFU 4540k actin filament O|O0]0O]|O 17,700 292,000| 16.5 45200 15 B
643 THOFY actin O 113,000{13,800,000| 122.1 | 1,110,000 43.4 [¢]




644 NG microtubule O|O[0O]|O 85,100/ 3,310,000 389 | 178,000[ 9.9 B

645 EWMMNE doublet microtubule (@) 50 3,260 65.2 710 00 D

646 =ERNE triplet microtubule (@] 414 2,240 5.4 159 0.0 D

647 Fa—JYv tubulin O O 31,700| 3,500,000( 110.4| 188,000/ 95 [¢]

648 E—H—BUNIE motor protein o|lo|0O]O 20,300| 174,000 8.6 20,700 1.0 o]

649 SHIv myosin O O 68,500| 3,390,000] 495 | 288000| 116 [¢]

650 FrU kinesin O 16,100|  495,000| 30.7 36,100 1.7 D

651 A= dynein O O 16,300| 394,000 242 29,700 1.4 D

652 FREARI1TAVE intermediate filament (el el Ke) 8,030| 272,000 339 56,500 15 o]

653 REEERE protoplasmic streaming | O O 11,200 9,400 08 3090 03 D

654 MR E RE cytoplasmic streaming (@) 1,600 57,300 35.8 8,400 0.3 C

655 HIREE cell motility O 42,700| 967,000 226| 168000 5.1 D

656 T A—IEE) ameboid movement (@] 3,430 12,500 3.6 1,480 0.1 D

657 ~AVE/BE flagella O O | 233000] 934,000 40 58200| 6.4 [¢]

658 HE cilia O | 101,000/ 1,990,000 19.7 75,700 6.3 o]

659 e muscle cell O 108,000 1,680,000/ 156 | 567,000| 14.1 D

660 G skeletal muscle O 166,000 5,260,000/ 31.7 [ 1,130,000| 304 D fhBTTB
661 AR striated muscle O 57,700[ 380,000 6.6 55100 25 D fuBsTTC
662 et myofibril @) 53,200| 132,000 25 13,300[ 13 D

663 HILIAAT sarcomere O O 3870 258000| 66.7 21,300/ 08 D

664 B dark band @) 943| 85800/ 91.0 9,740 03 D

665 B light band ®) 5270 47,200 9.0 3980 02 D

666 BYHR sliding filament theory (@] 1,170 28,700 245 876 0.1 D

667 iR mitosis O] O 31,500( 7,430,000 2359 | 185000/ 16.0 D fh BT TC
668 Y nuclear division @) 537,000 176,000 0.3 31,000 98 D

669 ATEA prophase OO 14,700,000 537,000 0.0 38,300| 100.0 D HMELRUNTLER
670 ERE aster ®) 203,000| 6,990,000( 344 88,700| 165 D

671 HhEEE spindle O O 17,400/11,900,000) 6839 | 406,000( 26.9 D

672 g% spindle fiber O|0O| O 5,100 18,600 3.6 1,760 0.1 D

673 R K kinetochore O| o 12,500 345000| 27.6 21,100| 1.1 D

674 th Metaphase OO 14,600,000| 1,170,000 0.1 92,400| 100.0 D MESRUNTLER
675 FEE equatorial plane ®) 45200| 98,200 22 11,200( 11 D

676 3] anaphase O[O 3,900,000 657,000 0.2 47,300| 66.9 D MESRUNTLER
677 3] telophase Of| o 45400| 321,000 7.1 25200| 17 D

678 HpES R cytokinesis 0|0 14,400( 1,110,000| 77.1 53500| 30 D

679 HHRa R cell plate O 3,450( 300,000/ 87.0 9640 07 D

680 EIELE chromosome O 6,080,000/ 18,800,000 3.1 | 2,070,000 100.0 D fh B ST TA
681 AR LEEE homologous chromosome | O 28,600 89,300 3.1 10,200 0.8 D

682 &R vacuole o|lO0|[O]|O 62,500 1,650,000| 26.4 80,300| 5.1 B

683 HERER cell sap O 22,600 52,800 23 9610 06 D

684 RS EE cell fractionation ®) 2,330 215000/ 923 29,600 09 D

685 HHRaE: cell wall O| O| O| 325000| 6850000 21.1 | 1,480,000| 415 B

686 KME lignification O 63,300| 103,000 1.6 18,200( 15 D

687 a)Lo1e suberisation O 713 3,630 5.1 412 0.0 D

688 RS EER plasmodesma O[O 2,470 23,600 9.6 1,260 0.1 D

689 HHRaEE cell adhesion ©) O 119,000 4,720,000/ 39.7 | 1,320,000 319 B

690 RS cell junction O 84,000) 101,000 1.2 9770 1.7 D

691 W NIE glycoprotein O 112,000 6,330,000] 565 | 703,000| 241 D

692 RS EE extracellular matrix [e) 56,500 4,700,000 83.2 | 812,000| 223 [¢]

693 ATI) integrin O 66,900 3,890,000 581 | 275000 122 o]

694 ARAYY cadherin O|O|[O 38,000) 730,000 19.2| 108,000 37 [¢]

695 AR cell selection O O 6,360 118,000/ 186 17,200| 06 D

696 BERE tight junction ol el e 4,750/ 320,000| 67.4 48,300 14 [¢]

697 BEES adhesive bonding ol O 3,100/ 67,900 21.9 3600( 02 D

698 BEEH#HE fixed- connection O 3,500 15,900 45 1,030 o1 D

699 FREY—L desmosome O|lO]| O 4110 85,200 20.7 11,200 04 D

700 ANSTREY—L hemidesmosome O] O 1,290 41,100/ 319 4010 02 D

701 R OPA ) gap junction ol el Ne 19,800 317,000 16.0 48800 17 o]

702 HREER endocytosis OO 1,900| 3,400,000| 1789.5 | 145000 8.1 D

703 IVRY A= R endocytosis O|lO| O 33,000 3,400,000 1030 | 145000 86 o]

704 5 secretion ol el e 15,100,000| 14,800,000 1.0 | 2,160,000( 100.0 D

705 IFxIYA—PR exocytosis O|lO]| O 8,590( 1,200,000 139.7 80,300 35 C
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706 BUINOE protein O| O O] O 4110,000|206000000[ 50.1 | 3,060,000 100.0 A

707 T3/B amino acid O | O] O] O] 2220,000{21,600,000 9.7 | 2,130,000 100.0 A

708 T3/ & amino group OO O 209,000| 756,000 36| 430,000 11.9 [¢]

709 ALK LE carboxyl group OO (@] 171,000/ 512,000 30 86,400( 5.1 C

710 KERF hydrogen atom ©) 261,000| 730,000 2.8 90,800| 7.1 D

711 {8158 side chain ol O 140,000| 3,980,000/ 284 | 1,170,000 285 o]

712 Bkt hydrophilicity O 329,000 867,000 26 46,300 77 D

713 K hydrophobicity O 240,000| 1,140,000 48| 125000 80 D

714 RIFREE peptide bond O|O[O]|O 79,000 434,000 5.5 75900 33 [




715 RTFR peptide (@] O | O | 1,180,000{20,500,000f 17.4 | 2,690,000 98.7 A
716 RIFREE peptide chain O 58,700| 255,000 43 42200 21 D
717 RYRTFE polypeptide 0O|0]0O0]|0O 300,000| 7,220,000| 24.1 987,000 335 A
718 —RIBiE primary structure O|0]0O]|O 47,200( 5.270,000| 111.7 | 1,260,000| 306 B
719 —RIEE secondary structure O| O] O| O 604000 3740000 6.2 | 1,250,000 37.1 B
720 an)yHyREiE @ helix Ol O 32,900 331,000 10.1 95200 27 o]
721 B —hiEiE B sheet O | O 61,900/ 301,000 49 | 198,000| 48 C
722 S-StEE S-S bond O|O]| O 9,130 19,600 2.1 3270| 02 D
723 =REE tertiary structure O|O0|]0O|O 18,700| 725,000/ 388 | 176,000 45 B
724 IAREE three-dimensional structure | O | O | O | O 192,000( 1,510,000 7.9 | 1,050,000 232 A
725 it denaturation O| O] O| O 1,000,000 3770000 38| 238000 269 A
726 RIEE quaternary structure O|O0|O|O 82,200| 308,000 3.7 53,100 238 o]
721 Bx enzyme O | O] O O 7440,000|38800,000 5.2 | 3,050,000| 100.0 A
728 i catalyst O | 1,920,000(29,400,000f 153 | 632,000( 915 B
729 4 RfihsE biocatalyst O 26,900| 171,000 6.4 15,400| 1.0 D
730 HE substrate O| O| O| O 838000[25700000| 307 | 2,130,000| 923 B
731 L3547 product O 986,000(914,000000] 927.0 | 2,750,000 100.0 B
732 SETEERML active site O|0]0O]|0O 202,000| 8,560,000/ 42.4 | 1,120,000| 36.3 A
733 HEBERFEN substrate specificity O0|0]0]|0O 56,900| 2,660,000( 46.7 | 864,000 19.8 A
734 BERIG enzyme reaction O O| O 155,000( 202,000 1.3 49,600 37 D
735 EHE LI RILE— activation energy 0O|0]0O0]|0O 23,700| 713,000f 30.1 67,500| 27 [
736 BE-HEEEK enzyme-substrate complex]| O | O | O | O 21,100 750,000 355 14,800 18 [¢]
737 EBERE substrate concentration | O | O | O 23,500| 299,000( 127 | 246,000/ 50 [
738 RIGRE reaction rate O] O O 251,000 717,000 29| 225000 91 C
739 BRI enzyme activity (@] 352,000| 4,520,000 12.8 | 875,000| 280 C
740 RERE optimum temperature O|0]0O0]|0O 17,100| 378,000| 22.1 66,800| 20 B
741 KiE inactivation O[O ]| O O] 1,170000| 7,910,000 6.8 | 1,060,000| 504 A
742 HiffipH optimum pH O|0]0O]|O 16,600( 252,000 15.2 60,900 17 B
743 T1—R I\ ERE feedback regulation 0O|0]0O0]|0O 2520| 238,000| 944 52,900| 1.3 C
744 TJ4—RN\yIRE feedback inhibition O 4.840| 211,000| 436 41900 11 D
745 FARTvIEER allosteric enzyme 0O|0]0O0]|0O 2,600 35100/ 135 3380 0.2 D
746 TOARTYYIHE allosteric effect (@] 3,430 26,700 78 5,020 0.2 D
747 ERREHEE non—competitive inhibition Ol O 238| 363,000| 1525.2 4740 07 D
748 HEMAE competitive inhibition O|0]0O]|0O 13,800| 270,000| 19.6 74,400| 19 C
749 WER coenzyme O|O0]|0O|O 96,200| 4,520,000 47.0 | 153,000 11.7 B
750 NAD+ NAD+ O 83,600| 499,000 6.0 7460| 23 D BT TC
751 NADH NADH O 282,000( 2,950,000 105 | 181,000| 126 D o8 5T TB
752 mL&> blood plasma O 642,000( 1,020,000 16| 196,000| 157 D BT TB
753 0SS Zi=1= hemoglobin O 232,000( 7,410,000 319 | 578000| 259 D Ho BT TC
754 BRAE/OEY oxyhemoglobin O 1610/ 126,000 783 18,000( 05 D
755 ik 5 E blood coagulation O 565,000( 1,090,000 1.9 72,400| 124 D o8 5T TB
756 MmN blood clot O 803| 3,210,000| 3997.5 27500 58 D BT TB
757 Jinki serum O 10,600,000/ 59,100,000 5.6 | 3,100,000| 100.0 D
758 1% EEE R F blood coagulation factor | O 32,200 60,700 1.9 7450| 08 D
759 JokovEy prothrombin O 32,200 622,000 19.3 53,600 25 D
760 ravEY thrombin O 65,700/ 1,800000| 27.4 | 190,000| 73 D
761 24V /=52 fibrinogen (@] 26,200( 1,720,000/ 65.6 142,000| 57 D
762 247V fibrin O 64,400| 1,400000| 217 | 149,000| 59 D BT TC
763 Rk immunity O | O] O O |54,200,000(26,200,000 0.5 | 1,150,000 100.0 B
764 BAR%E natural immunity O| O 175,000| 373,000 2.1 16,900( 38 D BT TC
765 YA hAY cytokine O | 847,000( 7,570,000 89 | 1,120,000 454 D
766 Pl gk acquired immunity [e) 6,290 254,000 404 38,000 12 D
767 R RE cellular immunity (@] O 102,000| 386,000 3.8 64,600| 34 D B T TB
768 ikt humoral immunity O O 50,100| 351,000 70 48500 22 D BT TC
769 THAR T cell O | 1,060,000| 9,450,000 8.9 | 1,920,000 654 D i B 5T TA
770 BH#ERR B cell O | 546,000| 5890000 108 | 1,610,000| 458 D BT TA
771 fEIs/0JY immunoglobulin O0|0]0O0]|0O 198,000( 8,110,000/ 41.0 | 671,000( 280 B
772 RRA RS antigen-antibody reaction O O 51,300 65,700 1.3 11,700( 12 D fhE T TC
773 ik antibody O | O] O| O |12,600000(21,900,000 1.7 | 2,990,000| 100.0 B
774 aEE variable region O|0]0O]|0O 7.940| 341,000| 429 86,400| 2.1 o]
775 EEED constant region O O] O 3200( 162,000 506 30,300/ 08 D
776 IEN—T epitope O 114,000| 5,200,000 456 | 347,000 164 D
777 HEH H chain O 17,800| 69,100 3.9 14,400| 07 D
778 L5Y L chain O 16,900( 84,100 50 13,700( 07 D
779 BHifL 75— B-cell receptor O 92,200| 183,000 20 20,800 22 D
780 yO—RIRER clonal selection theory O 1,100 24000| 21.8 3,110[ 0.1 D
781 E# RIS rejection O 342,000(25,900,000] 757 | 929,000| 64.4 D Ho BT TC
782 TEHESEES R major histocompatibility antigen O O (@] 84,600 368,000 43 2,080 2.1 C
783 HLA HLA O 1,370,000| 8,170,000 6.0 | 696,000 48.1 [¢]
784 HRFEE parentage test O 32,200 3,070 0.1 228 05 D
785 ERNiT) dendritic cell O 113,000| 952,000 84| 127000| 56 D 5T TB
786 THiZBE T cell receptor O | 226,000| 1,080,000 48| 298000 105 D
787 THIRL T 54— T cell receptor O 166,000| 1,080,000 6.5| 298000 95 D
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788 AJLR—THERE helper T cell 0|0 ]| 0O 375,000( 166,000 0.4 28,500| 7.0 D fhEi T TC

789 FS5—THik killer T cell @) O | 210,000f 66,300 0.3 5970 37 D

790 FLERZER Toll-like receptor O 24,400( 1,100,000| 45.1 85400 37 D

791 AoB—O(%> interleukin O 479,000| 7,860,000 16.4 | 1,190,000 409 D

792 9 FIURENEIRIEE |signal transduction [eRKe) 1,110,000| 8,050,000 7.3 | 828,000| 100.0 B BARZEIFtENZN

793 BRIZEYVE transmitter ©) 19,700(13,900,000| 705.6 | 274,000| 28.1 D

794 RILEY hormone O | 2,470,000/33,500,000] 13.6 | 2,200,000| 100.0 D fth B 5T TA

795 RIFRHRILEY peptide hormone O 27,100/ 210,000 7.7 24,300| 12 D

796 ATAAFRILEY steroid hormone O 69,700| 740,000f 106 | 145000 48 D

797 EMRE target organ O 18,900 499,000) 264 | 276,000 57 D fhEi T TC

798 12k target cell O 101,000| 756,000 75| 284000 77 D fh 85T TC

799 SRR receptor OO O | 1,950,000|44,500,000] 22.8 | 2,210,000 100.0 A

800 GAV/IN\YE G protein O 66,700 6,060,000( 90.9 | 1,310,000 33.0 D

801 tThoR Ayt Dr— second messenger OO 13,200 1,150,000 87.1 163,000 49 D

802 TFHIR synapse O | 278,000| 6,700,000 24.1 145,000| 182 D fth B 5T TA

803 HREEDE neurotransmitter O | 208000 4770000] 229 | 166,000| 14.2 D fh B SETA
RPETIRILFT—  HARETFR B | B | — 2| B |eoogle BAEE |google HEE | B L [google scholar [Index | EEEE |24k

804 K metabolism O | O | O| O] 5570,000(43200,000 7.8 | 2,250,000| 100.0 A

805 IRLF—RE energy metabolism @) 87,200( 2,600,000 298| 606,000| 159 C

806 EMETIRILE— activation energy O 23,700| 713,000{ 30.1 67,500| 2.7 D fh T TC

807 £ catabolism O[0O]O 148,000 2,850,000f 193 | 131,000( 94 C

808 Gkl4 anabolism O | O | O | 2470000 411,000 0.2 19,500| 422 C

809 MITEELEY autotroph O| O 11,500| 192,000 16.7 5390 06 C

810 HEEEREEYD heterotroph OO 81,100| 175,000 22 6,330 17 C

811 ATP ATP 0| O 3,700,000 34,900,000 9.4 | 1,650,000( 100.0 A

812 ADP ADP O 764,000(14,000,000] 183 | 369,000| 422 B

813 BIRILE—1)EEES |high energy phosphate bond O 3,690 6,250 1.7 969 0.1 D

814 IR respiration O | O | O| O [32800,000(35800,000 1.1 956,000| 100.0 A

815 Shavky7 mitochondria OO 782,000( 8,310,000 106 | 877,000| 415 A

816 J)AT cristae O O 8,590| 205,000| 239 27,300| 09 D fh# T TC

817 EUPLF3 matrix (@) O | 941,000(104,000000| 1105 | 2,300,000 100.0 D FEFMENZL

818 fRER glycolytic pathway 0]0|]O|0O 45,800| 118,000 2.6 21,400 1.3 B

819 Y TUBEEI citric acid cycle O]J]O0|]0O]|0O 23,700| 288,000( 122 23,600 13 B

820 EFmER electron transfer pathway| O | O | O | O 33,700| 256,000 76 3830 1.1 B

821 BAer ) B oxidative phosphorylation| O [ O | O | O 14,600| 701,000| 48.0 85000| 28 o]

822 ATPARIEER ATP synthase O[0O]O 138,000| 457,000 33 42,600 38 C

823 BiKREER dehydrogenase O (e} Ke) 91,200| 7,550,000| 82.8 | 1,250,000 34.9 C

824 B e ERBER decarboxylase O] 0 18,000 1,070,000 594 [ 120,000 4.1 D

825 ETREER reduced coenzyme @) 34,100 15,500 05 2820 06 D

826 NADH NADH O|O|O| O 282000 2950000 105 180,000/ 126 B

827 NAD+ NAD+ O[O]|O 83,700| 499,000 6.0 7,460| 24 C

828 7 tF JLCoA acetyl CoA O 25100 620,000| 247 97,300| 3.1 C

829 HIUEE citrate @) 527,000(15,800,000] 300 | 505000 435 C

830 EIVE VB pyruvate O| O 78,300( 3,910,000 499 [ 276,000 124 ]

831 ildsES oxidase O 142,000 7,070,000( 49.8 | 991,000 307 D

832 LB LAFIHE—E |cytochrome oxidase O 990| 399,000( 403.0 68,700| 1.8 D

833 1L283L 2B BEH | chemiosmosis O] 0 2,300 70,600( 30.7 796| 02 D

834 FIREE respiratory substrate O[O]| O 2,380 16,700 7.0 3840| 0.1 D

835 FEIR respiratory quotient 0|00 |0O 35,700 83,600 23 17,200( 1.0 D

836 RIKIEY carbohydrate [eRKe) 785,000(14,500,000] 185 | 1,160,000| 56.6 D T TA

837 i fat O] 0 O |21,700,000{428,000000]  19.7 | 2,230,000| 100.0 D fth# T TC

838 BoNGE protein OO QO | 4,110,000(192,000,000 46.7 | 3,040,000| 100.0 D th BT TA

839 B Bt B oxidation O 13,800| 120,000 8.7 22200/ 08 D

840 BR73/RIE deamination OO 19,000| 352,000 185 41,600 16 D

841 PR3 [E 3% urea cycle @) 4510 212,000 47.0 13,300 0.7 D

842 i3 fermentation O| O | O] O [ 1340,000|10,100,000 75| 1,140,000 582 A

843 7ILa— LR alcohol fermentation 0]l]0|O|0O 34,300 58,100 1.7 4620 07 o]

844 FLER SR lactate fermentation O|O0|0O]| O 36,400 17,300 05 1,140| 07 ¢

845 fR¥E glycolysis 0|00 |0O 84,600| 2,070,000f 245 92,900| 6.4 B

846 REERE carbon dioxide assimilation| O [ O | O | O 11,100| 142,000| 12.8 3,170 05 D

847 FERK photosynthesis 0]0|]O|0O 796,000 9,490,000{ 11.9 | 496,000| 374 A

848 Ef chloroplast 0|0 ]| 0O 122,000| 3,000,000( 246 | 196,000( 103 A

849 FSa4K thylakoid 0|0 ]| 0O 12,100| 360,000 29.8 34,400| 1.4 o]

850 ZhOw stroma @) @) 17,700| 2,580,000 1458 | 158,000 7.2 C

851 BREER environmental factors O 123,000( 8,870,000 72.1 | 1,830,000 47.3 D fhE5TTB

852 Sta R light saturation point O 61,000 67,600 1.1 1600 12 D

853 KHER light compensation point [ O 52,000 12,300 0.2 4520( 10 D

854 BEER limiting factor O 3,050| 2,700,000( 8852 | 707,000 163 D

855 B R s light reaction O 4190| 114,000| 272 5560 04 D

856 BE Rt dark reaction O 3,790 52,700 13.9 4,310 0.2 D

857 KERBER photosynthetic pigments | O [ O | O 19,200| 143,000 7.4 20,600| 09 o]

858 Rlita®E assimilation pigments (@] 928 1,730 1.9 73 0.0 D
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859 £oaJ4)L chlorophyll O O 149,000 7,710,000 51.7 | 424,000 224 A
860 ~0074)la chlorophyll a O| O 27,200 789,000 290 | 198000| 51 B
861 ~0OA7J4)lb chlorophyll b O| O 3510| 105000( 29.9 16,600 05 [¢]
862 HhoF/AK carotenoid O O 75,500 1,170,000| 155 65400 43 D
863 haFy carotene O| O 71,800| 3,590,000/ 50.0 81,300| 85 C
864 FHUrIAL xanthophyll O] O 7,980 136,000 17.0 14,000( 06 D
865 IRUR ARG L absorption spectrum 0O|0]| 0O 71,400| 457,000 6.4 | 223000 57 [
866 R AR sh R absorption curve O 2,270 20,700 9.1 6,180| 0.2 D
867 ERARRIRIL action spectrum 0O|0]| 0O 3,240 78,700 243 15,600( 04 D
868 {ERRhER action curve O 1,570 9,230 59 462 0.0 D
869 HKIRILF— light energy O | O O 115,000| 1,280,000( 11.1 63,700| 5.1 [
870 FALZERE photochemical reaction | O O] O 36,400 91,900 25 14,600 10 D
871 FALFERI photosystem II 0O|0]0O0]|0O 90,200| 401,000 44 43500 29 B
872 HALFERI photosystem | O|0]0O]|0O 117,000( 209,000 1.8 21,200| 27 B
873 NADPH NADPH 0O|0]0O0]|0O 304,000| 3,170,000 104 | 209,000| 138 B
874 NADP+ NADP+ O|0] 0O 51,900| 228,000 44 3660| 13 o]
875 EFimE electron transfer O 57,400| 2,390,000 416 523,000| 137 B
876 EFICER electron transfer pathway| O | O | O 33,700 256,000 7.6 3,830 1.1 C
877 ATPERL ATP synthesis O O 112,000| 302,000 27 45000 31 o]
878 FUERIE photophosphorylation 0O|0]0]|0O 5,810 87,600 15.1 9280 04 D
879 BRI hill reaction O 522 20,600| 39.5 3880| 0.1 D
880 HIVED-RUYUEIE  [Calvin cycle O|O0]|0O|O 3,780 257,000 68.0 14,200 07 B
881 RubisCO_~ JLE 23 RubisCo Ol O 66,600| 308,000 46 33,100 22 o]
882 RRART) &) U phosphoglycerate O 79,100| 306,000 3.9 35,200 24 D
883 St TILTER-3-1) B |glyceraldehyde—3-phosphate (@] 94,200 700,000 74 81,700 41 D
884 BT T assimilatory starch O| O 448 773 1.7 101| 00 D
885 i translocation O 17,600( 7,410,000 4210 | 749,000 251 D HEFHEHNSL
886 T T storage starch O| O 789 10,800| 137 2010| o1 D
887 SeA B HE photosynthetic bacteria | O | O | O | O 54,900| 183,000 33 26,200 17 o]
888 RERENE green sulfur bacteria O| O O 6,830/ 549,000] 804 4110 1.1 D
889 HEREHE purple sulfur bacteria O O 2,480 224,000 903 2,650 05 D
890 INDTFZA-O0I4)L  |bacteriochlorophyll O|]0O0|]0O]|0O 4,470 96,900 21.7 12,000 04 D
891 ST IINGTIT cyanobacteria O O 84,800| 3510000| 414 | 109,000| 9.1 o]
892 LFEH chemosynthesis O| O] O O] 2010000 113000 0.1 3,820 338 C
893 LFERHEE chemosynthetic bacteria| O | O | O | O 3,970 17,600 44 1,130 o1 C
894 FHEHE nitrifying bacteria (@] 40,600/ 137,000 34 16,500| 1.2 D
895 LR nitrifying bacteria O| O 304,000( 137,000 0.5 16,500| 56 D
896 FE1E nitrification (@] 1,650,000 679,000 0.4 66,300 29.7 D HhE T TC
897 HEIHERE nitrite bacteria O 4,620 3,310 0.7 281 o1 D
898 R nitrate bacteria O 24,800 4,440 0.2 612 04 D
899 BEAE sulfur bacteria O O 14,100 114,000 8.1 11,300( 06 D
900 EFEIRILF— chemical energy O | O 38,900| 879,000 226 36,700| 2.7 D HhE T TB
901 EFHEHRK electron donor O 14,400 424,000| 29.4 | 103000 27 D
902 BEFZEHR electron acceptor O 14,100| 459,000( 32.6 85900 24 D
Z2xRRE1E AR | BB | — | B E |eoogle BAE |google HEE |~ BLL |google scholar [Index | EEEZR [aAVk
903 =ZERE nitrogen assimilation O|lO|O| O 7,520 98,000 13.0 17,400 0.6 C
904 ARERILLEY organic nitrogen compound O 66,100| 278,000 42 259| 16 D
905 EXEE nitrogen fixation O|0]0O0]|0O 66,100| 820,000 124 | 167,000 53 A
906 ZXREEHE nitrogen fixing bacteria O|O0]|O 5510/ 173,000] 314 17,500 07 D
907 ARAL nodule O 65,700| 1,740,000 26.5 121,000| 6.0 C
908 RAIE root nodule bacteria O|O0]| 0O 49,000 241,000 49 8960| 14 [
909 FEFIE mutualism O 105,000| 838,000 8.0 35000 37 D BT TC
910 Rz denitrification O O] O 80,800| 600,000 7.4 67,000/ 35 D
911 BREXR denitrification 26,300| 600,000 228 67,000| 26 B
912 RER denitrifying bacteria O 13,300| 89,600 6.7 12,500 06 D
913 IRERME denitrifying bacteria O 10,900 89,600 8.2 12,500 05 D
BIZEROFKE K| B | — 2 | R [google BAEE [google HEE [~ B |google scholar [Index | EEERE [aAVK
BIEEROFER

914 EIGIER genetic information O|O| O| O 329000 3600000 109 | 338000| 17.1 A
915 %k nucleic acid O| O 7,390,000| 7,610,000 1.0 | 1,550,000( 100.0 A
916 DNA DNA O | O| O] O |10,900,000|231,000000 21.2 | 2,670,000 100.0 A
917 RNA RNA (ol el Ke) 4,010,000 35,600,000 8.9 | 2,520,000| 100.0 A
918 XOLAFR nucleotide O|0] 0O 464,000(16,200,000] 34.9 | 2,330,000| 736 A
919 ) phosphate O 891,000(32,600,000] 36.6 | 3,060,000| 100.0 [¢]
920 ¥ sugar O 74,000,000 263,000,000 3.6 | 2,030,000| 100.0 C
921 BE base O 1,340,000 [895,000,000| 667.9 | 3,100,000| 100.0 [¢]
922 FT=> adenine O|0] 0O 101,000| 4,180,000 414 | 274000 132 o]
923 FIv thymine O|O0]| O 57,100| 1,420,000| 249 76,000 46 [¢]
924 7=y guanine O|0] 0O 147,000 3,470,000 236 | 180,000 112 o]
925 DA% cytosine (ol el e 73,000 3,170000| 434 | 127,000| 86 [¢]
926 5L uracil O 102,000| 1,220,000 120 | 108,000 55 o]
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927 EERS nucleotide sequence O 507,000| 4,900,000 9.7 | 1,130,000| 355 A

928 2N genome O 1,830,000 6,740,000 3.7 | 2,530,000 839 A

929 ZEoEAEE double helix 0| O 25,200| 2,990,000 118.7 54500 6.3 B

930 HREE complementation O e) 65,700| 3,040000( 463 | 129000( 83 B

931 5K i 5'end O| O 97,700 1,780,000) 182 | 1,170,000 24.1 C

932 3K 3'end O| O 125,000 3,010000( 24.1 | 1,290,000 286 C

933 EQELE chromosome O 6,030,000 18,800,000 3.1 | 2,100,000( 100.0 D fth B 5T TA
934 EXRY histone O @) 91,900| 5,370,000( 584 | 434000 17.7 D BT TC
935 XHLAY—Ls nucleosome O O 16,400| 640,000/ 39.0 44400 2.1 D

936 [ B replication OO O | 7,290,000 16,300,000 2.2 | 1,950,000( 100.0 A

937 FEFRMER semiconservative replicaton| O | O | O | O 3,250 20,300 6.2 1,460 0.1 D

938 ALY Meselson OO @) 4500 98,300 218 10,500| 04 D

939 RE—IL Stal OO O 40,300 14,400,000| 357.3 35500 253 D

940 L) r—45— replicator O 7,300| 826,000| 113.2 17,100( 1.8 D

941 DNAR!) AS—+ DNA polymerase 0|00 |0O 77,900( 4,790,000) 615 | 890,000| 24.1 A

942 —T49 8 leading strand O]J]O0]|]0O]|0O 2,220 76,600 345 7,270, 03 D

943 SXUTH lagging strand 0|00 |0O 5710 134,000 235 9970[ o5 D

944 FEIE 754 A~ Okazaki fragment O|O0]|O]|O 8520| 42,500 50 3230| 03 D

945 DNAYH—+ DNA ligase O] 0 19,500| 459,000| 235 82,500| 25 D fth T TC
946 TS54<— primer (@) 275,000(155,000,000| 563.6 | 1,330,000| 100.0 D BT TC
947 518 repair O 3,930,000(465,000,000f 118.3 | 2,420,000 100.0 C

948 TURSILET R central dogma O O 38,500| 273,000 7.1 13,000( 1.3 D fhEi T TC
949 FHIE expression O| O 3,150,000 [ 252,000,000 80.0 | 2,860,000| 100.0 A

950 R transcription OO O | 920,000/47,600,000{ 51.7 | 2,710,000 100.0 A

951 JOE—45— promotor 0|0 ]| O 558,000| 1,800,000 3.2 74,400 135 B

952 RNAZR AS—+ RNA polymerase O[O0]0O]| 0O 71,300| 4,370000( 613 | 681,000( 1938 A

953 ToFtUREE antisense strand O] 0O 16,500 109,000 6.6 23,300 0.8 D

954 o REH sense strand OO 20,200| 152,000 75 36,400 12 D

955 RTZ40Y splicing O|l|O0]|O]| O 83,400(11,000,000| 131.9 [ 384,000| 26.1 B

956 mRNARITEE{K mRNA precursor (@] 56,500 16,800 0.3 4,120 1.0 D

957 Ixvyy exon O[O]|O 36,900| 6,560,000| 177.8 | 347,000| 17.3 B

958 RN =M intron O[0O]O 74,300| 4,580,000( 616 | 236000 128 B

959 BIRMRATSA 24 |alternative splicing 0]l]0|O|0O 20,500| 2,470,000f 1205 | 188,000( 76 o]

960 R translation O | O | O| O [24500,000(268000000 109 | 2,820,000| 100.0 A

961 AUNEER protein synthesis O 67,600| 6,570,000f 97.2 | 980,000 284 A

962 mRNA{EHRNA mRNA OO O | 2,160,000|22,400,000{ 10.4 | 2,830,000 100.0 A

963 YRY—L ribosome @) O 121,000| 3,720,000f 307 | 146,000 107 A

964 tRNA_EHERNA tRNA O|O| O| O 410000| 3440000 84 | 293000 175 A

965 rRNA_~1J78)—LRNA |rRNA 0| O O | 472,000 5530000] 11.7 | 321,000| 224 A

966 RYRTFREE polypeptide O | 467,000| 7,220000{ 155 | 987,000| 363 D BT TRBENA
967 —EEF—BRR one gene one enzyme theory | O [ O 2,500 10,600 42 169 0.1 D

968 —BIGF— R RTFRE |one gene one polypeptide theory | O 665 2,000 3.0 7| o0 D

969 BIGES genetic code O 30,000| 2,690,000 89.7| 101,000| 6.7 C

970 BIGESR genetic code table O|0O]| O 2,600 68,300| 26.3 632 02 D

971 aky codon 0|00 |0O 418,000/ 5,710,000 13.7 [ 370,000| 227 A

972 Tk triplet O O 20,700( 4,550,000| 2198 | 188,000| 11.1 C

973 Faary start codon 0|00 |0O 37,300| 478,000f 1238 99,600 3.1 B

974 ®LiEary termination codon O|O0O|0O0| O 431,000( 1,520,000 B15) 45,000 105 B

975 FoFaARY anticodon 0|00 | 0O 6,820 318,000| 46.6 20,000 1.0 o]

976 B/NEH minimal medium (®) 5500| 315000( 57.3| 318000 59 D

977 REERM nutritional requirement | O 17,600 51,700 2.9 7,790| 05 D

978 = )LiT U RIE phenylketonuria OO 10,800 350,000 324 18,300 1.1 D

979 FIVHT U RIE alkaptonuria O 1,630 70,900 435 2,140 02 D

980 RREE mutation O[O | O| O] 1850000(26300000 142 [ 2,650,000| 100.0 A

981 BIZFRAZE gene mutation @) 26,100 987,000 37.8| 107,000[ 39 D

982 B substitution O O | 1,710,000/17,700,000{ 104 | 1,260,000| 79.0 B

983 A insertion O O | 3,090,000|27,600,000 8.9 | 1,220,000( 100.0 B

984 R deletion (@) O | 223,000(32,200,000| 1444 | 1,100,000| 757 B

985 FUoBURAERER nonsense mutation O 15,600( 183,000 1.7 24,900 1.0 D

986 SREUVRAERER missense mutation O 15,300 413,000 27.0 45200 17 D

987 IL—LI Tk frameshift OO 15,500| 528,000 34.1 54200 20 C

988 S FRMRAME ~hERFMIRE [sickle cell anemia O[O0]0O]| 0O 7,340 928,000| 126.4 34,000 22 D

989 BiEHEE genetic polymorphism O 16,400| 366,000 22.3 70,000| 2.1 o]

990 DNAZ %I DNA polymorphism O | 238000 161,000 0.7 34900 48 D

991 —IEE LR SNP single nucleotide polymorphism| O | O [ O | O 38,000| 939,000 24.7 76,300 35 B

BIZF DR RERK| B0 | — 22 [ B |eoogle BAIE |google HEE [ B L [google scholar [Index | EEER [aAVk

992 2N genome @) 1,830,000 6,740,000 3.7 | 2,530,000 839 D BT TA
993 BIFHER gene expression O| O 1,650,000|23,000,000 13.9 | 1,650,000| 93.3 A

994 BIREEFRIR selective gene expression| O O 196,000( 380,000 1.9 2,310 3.9 D

995 FIRAE expression regulation O|0O]| O 95,100| 1,750,000 184 28,100 5.0 B

996 R transcription (®) 920,000(47,600,000] 51.7 | 2,710,000 100.0 A

997 BRER constitutive expression O 109,000| 409,000 38| 124000 46 D
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998 FETRFIR regulated expression O 10,700/ 391,000 365 | 174000 37 D
999 FE R INDE regulatory protein O|lO|O| O 16,300 623,000 38.2 261,000 57 A
1000 HRELEEF regulatory gene O|O0]|0O|O 18,800/ 269,000 143 63,300 1.8 [
1001 BEEET structural gene O 85,000| 368,000 43 164,000| 4.8 D
1002 R R reguratory region O| O 26,400| 437,000 16.6 | 130,000| 33 C
1003 JOE—4— promoter O] O O | 558000(27,500,000| 49.3 [ 2,260,000] 928 A
1004 AROVER operon theory O | O O 4,350 2,950 0.7 332 o1 D
1005 Aoy operon O|0] 0O 1,220,000| 3,800,000 3.1 126,000| 288 B
1006 Syad Jacob (@] 11,800 187,000,000{15847.5 | 1,360,000| 100.0 D
1007 £/— Monod O 11,700( 630,000 53.8 54900 22 D
1008 ARL—E— operator O| O] O| O] 699000(94200000 1348 | 536,000/ 100.0 B
1009 YTyt — repressor O|0] 0O 19,400 3,610,000| 186.1 164,000| 9.1 B
1010 i=12Ek ] negative regulation O 432,000 581,000 1.3 229,000( 120 D
1011 EHERF activator O 358,000{17,600,000] 492 | 782,000| 483 o]
1012 EDFRAE positive regulation O 253,000 224,000 0.9 24,500 5.0 D
1013 EXEERF general transcription factor| O | O | O | O 5,020( 1,080,000| 215.1 7,380 20 A
1014 SRERASNREF transcriptional regulatory element O 22,800 625000| 274 3560| 15 D
1015 SRR transcriptional regulatory region | O 108,000 498,000 46 2590 27 D
1016 FER chromosome O 6,030,000| 18,800,000 3.1 | 2,100,000| 100.0 D B 5T TA
1017 SO F chromatin fiber O 1,030| 39,400/ 383 5160| 02 D
1018 e differentiation O | O] O| O |10500000(21,600,000 2.1 | 2,590,000| 100.0 A
1019 RILEY hormone O O | 2,470,000(33,500,000| 13.6 | 2,200,000| 100.0 D BT TA
1020 IHDRATAAR ecdysteroid O 3,840 79,400 207 13,600( 04 D
NAATH/80— K| 30| — 2| B |gooele AAEE [google FEE |H. B [google scholar |Index | BEEEZE |24V
1021 NAFTH/80— biotechnology O| O| O| O | 2690,000(53200000 19.8 | 2,170,000/ 100.0 A
1022 BiEFHRZ gene recombination (@] O| O 506,000 63,000 0.1 9210 87 C
1023 B TR R Bl gene recombination technique O 49,900 87,000 1.7 480 10 D
1024 BEIZFEA transgenic O 218,000| 9,000,000] 41.3 [ 1,390,000| 41.8 B
1025 ya—=24 cloning O | O| 356,000{19,900000( 559 | 1,770,000 686 o]
1026 #H32 Z DNA recombinant DNA O | O 146,000 3,010,000 206 | 264,000| 11.9 [
1027 HIPREE R restriction enzyme O|O0]0O]|O 149,000| 1,930,000 130 | 810,000 192 B
1028 DNAUH—+ DNA ligase O0|0]0]|0O 19,500 459,000 235 82,500| 25 C
1029 Ryh— vector O| O| O| O 2120,000(66,700,000] 315 | 2,640,000| 100.0 B
1030 R transformation O | 317,000{122,000000| 384.9 | 3,440,000( 100.0 [¢]
1031 TSRIR plasmid O O 273,000( 9,330,000] 34.2 | 1480,000| 448 o]
1032 INGTF)FI7—2 bacteriophage O 58,700/ 3,000,000 51.1 | 303,000 11.0 D
1033 T RINGTY DL agrobacterium O| O 31,600| 1,040000] 329 | 112000| 41 D
1034 GFP GFP O O | 753,000| 6,850,000 9.1 | 300,000 290 [¢]
1035 PCR PCR O | 5,000,000(30,500,000 6.1 | 2,780,000( 100.0 A
1036 PCRi% PCR method O| O] O| O| 568000 394,000 0.7 85,500 115 D
1037 TS54<— primer OO O 275,000/155,000,000( 563.6 | 1,330,000 100.0 C
1038 ERKB electrophoresis O 414,000(10,300,000] 249 | 1,810,000| 54.2 C
1039 ERKENE electrophoresis O| O 74,800|10,300,000| 137.7 | 1,810,000 48.6 D
1040 INUR band O 4,870,000{920,000,000/ 188.9 | 2,020,000( 100.0 D tEMNZ
1041 YL well O 672,000 (%R FRAEE RERTEE - D
1042 L—y lane O 358,000 | & FEAHE BRERTHEE - D
1043 < —h— markar O 1,630,000 | &R BE EEN- - D
1044 BEES nucleotide sequence O|O| O 507,000| 4,900,000 9.7 | 1,130,000| 100.0 D fh BT TA
1045 DNAY—4 24— DNA sequencer O 13,800( 238,000 17.2 67,300 17 D
1046 DNAYA/B7LA DNA microarray O 48,800 686,000| 14.1 70,100 3.1 D
1047 EiETFHEZEY genetically-modified crop | O O 81,800| 496,000 6.1 2420| 22 [¢]
1048 FSURDIZYIEY  |transgenic organisms O|l0O| O 54,200 118,000 2.2 10,100| 1.3 [¢]
1049 rOURDT=wH M |transgenic technique O 15,600 4,470 0.3 996| 03 D
1050 FSURTCIZYHEY)  |transgenic plant (@] 18,700 224,000 12.0 31,500 1.2 D
1051 JVYT Ik knockout O 321,000{15,400,000] 480 | 328000| 365 D
1052 JIPTIRI IR knockout mouse O 118,000| 389,000 3.3 48,400| 34 D
1053 =5 —AFEE Order-made Medicine O 18,800 2,000 0.1 13| 03 D
1054 T—o—AMFER personalized medicine O 11,800| 970,000 822 24400 22 D
1055 RRARY /LB Post Genome Era O 22,200 43,300 20 4180 05 D
1056 B FEM genetic diagnosis O 117,000( 322,000 238 19,200| 28 [
1057 BTk gene therapy O O 278,000| 5,740,000 20.6 | 542,000| 232 C
1058 DNAE!ETE genetic fingerprinting O 178,000 127,000 0.7 6,280 3.3 D
HREERE | | — 5| B |so0gle B |google FEE | B |google scholar |Index | BEER |34k
LR LEBFORK
1059 KB reproduction O | O] O O |11,700,000[122,000000 10.4 | 1,850,000 100.0 A
1060 EVEERE asexual reproduction O|0]0O]|0O 113,000( 643,000 5.7 28,600| 3.4 C
1061 e division O0|0]| 0O 10,600,000|527,000000]  49.7 | 2,990,000( 100.0 D HEIIMELS LY
1062 Hi3F budding O|O0]|O 376,000{13,100000] 348 | 158000/ 307 D
1063 KELERE vegetative reproduction | O | O | O 6,040 95000| 15.7 16,000 05 D
1064 y0—y clone O O 1,680,000/33,300,000) 19.8 | 686,000| 949 B
1065 HEERE sexual reproduction O| O] O| O| 474000 1,410,000 30| 141,000 126 A
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1066 4 SEfERE germ cell O 254,000( 1,080,000 43| 124000 81 C
1067 BERF gamete OO @) 71,000 935000( 132 60,500 38 C
1068 5 conjugation 0| O O | 1,580,000 5,080,000 32| 243000 389 C
1069 EBE&F zygote O] 0 O 21,600| 1,390,000| 64.4 54,600| 36 D
1070 R EEF isogamete O O 8,950 11,500 1.3 66 0.2 D
1071 EREREF anisogamete (@) O 9,560 5,600 0.6 15 0.2 D
1072 B egg O 24,700,000/ 190,000,000 7.7 | 1,950,000( 100.0 C
1073 btk sperm cell O 33,900 339,000 100 18000 14 D BT TB
1074 fi sperm O 7,680,000 [ 60,600,000 7.9 | 1,130,000( 100.0 C
1075 %48 nuclear phase (@] 52,600 46,200 0.9 1,220 1.0 D
1076 2n 2n ®) 1,210,000/ 7,000,000 58 | 252000 360 D
1077 4 diploid O O 9,850| 3,430,000( 3482 | 199,000 92 C
1078 n n @) RERTEE |BRETHE RERTEE - D
1079 Bt haploid O O 73,300| 2,540,000 347 | 103,000( 72 C
1080 Pk G meiosis O[O0]0O]| 0O 90,300| 4,100,000( 45.4 | 113,000 102 A
1081 F—HR first division 0|00 |0O 174,000| 4,120,000( 23.7 39,700| 104 o]
1082 G ES RN homologous chromosome| O | O | O | O 27,900 83,500 3.0 10,200 08 D
1083 & pairing O] 0 O 30,200|17,900,000] 592.7 | 265,000 348 D HEIFENSZW
1084 Z{lgaik bivalent chromosome OlO|O]| O 24,400 2,260 0.1 418 04 D
1085 E-HH second division O| O | O| O 322000| 1,670,000 5.2 27,100 86 C
BIEFOHAEHEESEBK R | U | — 22 [ B |eoogle BAIE |google HEE [ B L |google scholar [Index | EEER [aAVk
1086 FAK chromosome O[0O]O 5,860,000 [ 22,700,000 3.9 | 2,070,000( 100.0 A
1087 OO F U chromatin fiber O 1,020 97,300 95.4 5160 0.3 D
1088 E SN autosome O[O0]0O]| 0O 610,000 150,000 0.2 14,400 107 C
1089 [EEJ=RN sex chromosome O|O| O| O 421,000 306000 0.7 25700 80 C
1090 peg=TrS X chromosome O| O 411,000| 1,650,000 40| 181,000| 126 C
1091 YEEEK Y chromosome 0| O 426,000( 1,640,000 338 94500| 114 C
1092 WATORE male heterogamety (@] 3,770 3,380 0.9 879 0.1 D
1093 XYE! XY-type 0|0 ]| 0O 52,500 5,620 0.1 798| 09 D
1094 XOE! XO-type O|lO]| O 9,490 6,100 0.6 273| 02 D
1095 ZWE! ZW-type O] 0 23,800 6,570 0.3 192| 04 D
1096 ZO%! Z0-type O| O 2,220 880 0.4 59 00 D
1097 AT OE female heterogamety O 2,760 6,060 2.2 1,130 0.1 D
1098 BIZF gene O]l]0O0]| 0O 10,400,000{315,000000]  30.3 | 2,890,000/ 100.0 A
1099 BIZFE locus 0|00 |0O 177,000{15,900,000f 89.8 | 1,810,000 59.6 A
1100 [LE pure line [eRKe) 36,200| 995000( 275 6,440 24 D
1101 SIIME allelomorph O 5,980 13,200 22 1410| o1 D
1102 SILEEF allele O[O|O|O 93,400| 7,490,000( 80.2 | 659,000 250 A BAZEIE, T7UILIAE L.
1103 ATOESK heterozygote O[O0]|0O]| O 15,200 571,000 37.6 63,100 23 B
1104 REESE homozygote O[O0]0O]| O 17,600| 269,000 153 39,300 14 B
1105 [k 3] parent O 3,210,000|215,000,000 67.0 | 2,390,000( 100.0 D
1106 MEE—R first filial generation OO 52,700( 128,000 24 1,340 1.1 D
1107 —EETHE monohybrid O 25000| 133,000 5.3 1,290 07 D
1108 HEE-R second filial generation OO 19,300 68,400 35 577 04 D
1109 BERE dominant trait O 5430| 620,000 1142 15600 14 D
1110 EAE3 ] recessive trait O 5540| 150,000| 27.1 12,000 05 D
1111 EEDEL law of dominance O 6,420 104,000 16.2 294| 03 D
1112 bax i 10%3: ] law of segregation (@] 5,660 615000 108.7 1,040 1.1 D
1113 I ER law of independence O] 0 5,730 20,400 3.6 71| o1 D
1114 RER phenotype O| O 239,000(15,500,000|  64.9 | 1,610,000 567 C
1115 BInFE genotype 0|0 ]| 0O 338,000/ 9,250,000) 27.4 [ 900,000| 36.1 B
1116 BREXH test cross O|O O 6,020 62,100 103 4640 03 D
1117 ZEETHE dihybrid O 50,000( 222,000 44 1,890| 1.2 D
1118 EH linkage O| O| O] O [ 5280,000|24,700,000 47 | 1,290,000| 100.0 A
1119 EEE linkage group O 4970 133,000 2638 25400 07 D
1120 pLi%va independence O O |BRRFEE |RRTEE BRETEE - D
1121 fHEZ recombination 0]0|]O|0O 756,000 8,270,000{ 10.9 | 1,010,000| 432 A
1122 FHLZ crossing—over O| O (@] 114,000| 3,660,000 321 96,500 96 C
1123 *T7AXT chiasma O 2,600 130,000 50.0 15,600 05 D
1124 ok i recombination value O|lO|O| O 3,160 2,400 0.8 893 0.1 D
1125 FEKHME chromosome map 0|00 |0O 9,860 35,200 3.6 4930 03 D
1126 SRR ZRRHE [three—point cross O|O0|0O]| O 9,480 28,700 3.0 381| 02 D
1127 RSB IREIREBIK [salivary gland chromosome | O O 17,200 26,900 1.6 1170| 04 D
BYDORE RERK| B0 | — 22 [ ' |eoogle BAIE |google HEE [ B L |google scholar [Index | EEER [aAVk
1128 ERB TR gametogenesis O[O0]0O]| 0O 11,100/ 359,000 32.3 34900 14 C
1129 1h IR A JE R primordial germ cell O[O]|O 13,800/ 903,000 654 6,600 1.8 o]
1130 BT spermatogenesis (@] (@] 121,000| 1,740,000 144 84,600 6.3 D
1131 Fa R R spermatogonia O[O]|O 16,200/ 208,000 12.8 26,400 1.1 C
1132 — R¥GEHHRE primary spermatocyte O[O]| O 12,900 19,600 1.5 3470 03 D
1133 ZR¥EEHHRE secondary spermatocyte | O | O 6,750 10,300 15 1,480 0.2 D
1134 FE AR spermatid O]l]O0]| 0O 33,900/ 167,000 49 18,400 1.2 o]
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1135 wF sperm O|O0]| 0O 7,680,000 60,600,000 7.9 | 1,130,000( 100.0 A
1136 RANE/BE flagellum O| O 1,780,000| 620,000 0.3 46,800 315 D BT TC
1137 Seik acrosome O0|0]|0O 12,900 268,000 20.8 24.800| 1.1 [
1138 hbiAd oogenesis O O 40,800| 466,000| 11.4 43100 22 D
1139 DR R #AAa oogonia (ol el e 42,100 77,200 1.8 12,100 1.0 [
1140 — RN primary oocyte O| O O 11,800 18,600 1.6 2,140| 03 D
1141 ZRIP AR secondary oocyte O| O O 10,400 21,400 2.1 1,240 02 D
1142 1B polar body O 8230( 101,000 123 16,600 0.6 D
1143 $—18k first polar body O 9,320| 254,000( 27.3 7070| 07 D
1144 £ ZIBK second polar body (@) 14,300 226,000 15.8 5,970 0.7 D
1145 op egg O]l O] O 24,700,000 190,000,000 7.7 | 1,950,000 100.0 A
1146 ORpE egg membrane (@] 56,200 30,600 0.5 6,410 11 D
1147 25 fertilization O | O] O O] 4260000 9,760,000 23| 722,000] 993 A
1148 KoL 24 external fertilization O O | 659,000[ 57,800 0.1 4630 112 D
1149 ARZRE internal fertilization O O 73,500 91,500 1.2 4920 15 D
1150 & activation O 35,300 | IR RRTEE - D
1151 SeihzEike acrosomal cone O| O 416 111 0.3 56 0.0 D
1152 SRR acrosome reaction O|O]| O 50,000| 117,000 23 15,700 13 C
1153 IREE vitelline membrane O 29,300| 41,700 1.4 9570| 07 D
1154 SRR fertilization cone O 358 2,690 75 616 0.0 D
1155 RERIE cortical reaction O| O 867 13200 152 2590| o1 D
1156 REBH cortical granules O 998 24.800| 248 5380 0.1 D
1157 SHEE fertilization membrane O| O 7,430 10,500 1.4 2910| 02 D
1158 ZRIES polyspermy block O 3,770 3,230 0.9 719 0.1 D
1159 SFE00 fertilized egg O O | 1,650,000 630,000 0.4 26,900 29.0 B
1160 4 development O | O| O O |14800000(1,690000000| 114.2 | 3920,000| 1000 A
1161 NHRFEE early development 0O|0]0O0]|0O 34,500| 4,950,000 1435 | 1,180,000 285 A
1162 St differentiation O|0] 0O 10,300,000 28,100,000 2.7 | 2,600,000| 100.0 A
1163 R b $EaD 5L |cell differentiation O| O] O| O 204000 4850000 238 | 1,260,000| 325 A
1164 EBin FHEE fate O | 4,270,000{152,000,000] 35.6 | 1,950,000( 100.0 A
1165 RE determination O 13,400,000 63,900,000 4.8 | 1,550,000| 100.0 A
1166 BIRMBGEFRIR selective gene expression O 194,000( 371,000 1.9 2,310 39 D
1167 R EERS L morphogenesis 0|0]| 0O 111,000 4,920,000( 443 | 276,000| 14.7 A
1168 FREWK organogenesis O|lO| O 136,000( 1,100,000 8.1 71,700 53 B
1169 70455 LHRE programmed celldeath | O | O | O 14,800 2,070,000 139.9 | 247,000/ 7.8 B
1170 FHRE—L R apoptosis O|0] 0O 687,000(15,600,000] 22.7 | 1,900,000 69.1 A
1171 B TER positional information O| O 589,000 145,000 0.2 24,100 105 [¢]
1172 IRz longitudinal axis O|0] 0O 6,780| 304,000( 448 95300 22 o]
1173 EigEh dorsoventral axis O 4,260 39,700 9.3 7,750| 03 D
1174 [z body axis O O 18,900 120,000 6.3 23200 09 o]
1175 4B animal pole O|O0]| 0O 6,350/ 46,600 7.3 9.860| 03 D
1176 HEYAE vegetal pole O|0]|0O 5,730 29,200 5.1 5720| 02 D
1177 FREE equatorial plane O 43,000 99,700 2.3 11,200 11 D
1178 EE/E30 animal hemisphere OO 497 11,500 23.1 2,970 0.1 D
1179 HEHF BR vegetal hemisphere O| O 9,470 8,610 0.9 2450| 02 D
1180 BRE) cleavage O|O0]0O]|O 30,600/53,100,000| 1735.3 | 1,310,000| 100.0 A
1181 Bk blastomere 0|0]| 0O 9,430| 112,000 11.9 15,800| 06 C
1182 =3 equal cleavage O|O| O 8,010 3,960 0.5 353 0.1 D
1183 TEE unequal cleavage O|O0]| O 17,000 3,390 0.2 699| 03 D
1184 22| holoblastic cleavage O 7,630 6,380 0.8 340 0.1 D
1185 N isolecithal egg 0O|0]0O0]|0O 5,460 1,410 0.3 9] o1 D
1186 g telolecithal egg O|O0]0O]|O 33,500 1,100 0.0 115 06 D
1187 DR centrolecithal egg O O[O 1,490 1,780 1.2 30| 00 D
1188 B superficial cleavage O O 1,600 4,170 2.6 257 0.0 D
1189 B El meroblastic cleavage O 7,150 3,540 0.5 263| o1 D
1190 | discoidal cleavage O 1,710 3,550 21 84 0.0 D
1191 i embryo O 5,530,000 14,500,000 2.6 | 1,450,000| 100.0 A
1192 hE| Bk mesomere O 917 3,830 4.2 425 0.0 D
1193 REIBK macromere O 883 7,960 9.0 976] 00 D
1194 INEIBR micromere O 6,250| 13,000 2.1 1580 02 D
1195 R morula O0|0]| 0O 7,530] 192,000 255 20,800| 08 C
1196 JoE=]ied cleavage cavity O|0] 0O 10,700 4370 0.4 298| 02 D
1197 il blastula 0O|0]0O0]|0O 14,000/ 235000 16.8 22,200| 1.0 B
1198 R RERE blastocoel O|l0|0O]O 2,690 45800( 17.0 6,830| 02 D
1199 At hatching O] O 106,000| 6,120,000 57.7 | 191,000 152 D
1200 —REF AR primary mesenchyme cell O 723 20,100| 2758 591| o1 D
1201 fa A invagination O| O 22,900 243000| 106 38,800 14 [¢]
1202 G archenteron O| O O 18,200( 46,400 25 3840| 04 D
1203 R R gastrulation O 33,600 416,000| 124 41,600 19 [¢]
1204 ®ma blastopore O|O]| OO 581,000 69000 0.1 7510 9.9 o]
1205 [REEE gastrula 0O|0]0O0]|0O 8920| 193,000| 21.6 23,900| 09 B
1206 ZREF R secondary mesenchyme cell O 184 7640 415 128| 00 D
1207 EE germ layer O| O 77,600 117,000 15 10,400| 1.7 [¢]
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1208 SMEZE ectoderm 0|00 |0O 39,500| 570,000 144 47500| 24 B
1209 HNIEE endoderm O[O0]0O]| 0O 23,100 501,000 217 43300 19 B
1210 PREEE mesoderm 0|00 |0O 38,300| 756,000f 19.7 61,200| 29 B
1211 AP anus O 2,360,000| 756,000 03| 100000 423 D
1212 W larva O] 0 329,000| 5510,000) 16.7 [ 174,000| 176 B
1213 TV L% prism larva @) O| O 668 342 0.5 88| 00 D
1214 TILTIRME pluteus larva 0|00 | 0O 2,740 957 0.3 957| 0.1 D
1215 P metamorphosis O| O O (13,600,000 7,490,000 0.6 | 156,000 100.0 A
1216 FEMEER cortical rotation O O 287 6,110 213 1,120( 00 D
1217 keE=821% gray crescent O| O O 3,420 5,780 1.7 422 0.1 D
1218 75Xk flask cell O 686 3,240 47 759| 00 D
1219 BO&E dorsal lip @) @) 21,000 16,900 0.8 3880 04 D
1220 ROEER dorsal lip [®) O 1,830 16,900 9.2 3,880 o.1 D
1221 RERE yolk plug O[0O]O 1,470 5,360 3.6 1,250| 0.1 D
1222 HHER neural plate O[O0]|]0O]| O 2,700( 118,000 437 16,500| 05 D
1223 hiRE neural groove OO 1,160 16,100 13.9 2,190 0.1 D
1224 HIRE neural tube O[O0]|]0O]| O 21,100 951,000| 45.1 136,000 42 C
1225 1HEERE neurula O[O|O|O 4,130 51,700 125 8,300 03 D
1226 PR R central nerve O 453,000 71,500 0.2 6990 7.8 D
1227 HF&R notochord O|O| O| O 609000 265000 0.4 28,700 11.1 C
1228 BFE tailbud 0|00 | 0O 19,200 33,500 1.7 6,110 05 D
1229 RIR neural crest O 11,800| 580,000 49.2 | 102,000 29 D
1230 IR MR neural crest cell [eR Ke) 7,230| 857,000| 1185 12,300 18 D
1231 IR R neural crest cell O 12,800| 857,000| 67.0 12,300 1.8 D
1232 E3 epidermis O 6,910,000 5,700,000 08| 262,000| 100.0 D
1233 KR segment O O 31,500(99,900,000| 3171.4 | 1,480,000 100.0 C
1234 = nephrotome (@] 813 10,700 13.2 161 0.0 D
1235 {BIHR lateral plate O @) 36,000( 61,000 17 9310 09 D
1236 BIRKER preformation theory O 24,800 2,870 0.1 328| 04 D
1237 ®AEER epigenesis theory (@] 15,200 1,150 0.1 78 0.3 D
1238 EFAIH mosaic egg O 1,860 5,720 3.1 257| 00 D
1239 BB regulation egg (@] 538 2,220 41 31 0.0 D
1240 RE anlage @) O 164,000| 1,950,000) 119 37,400 66 C
1241 FEEdn presumptive fate O|0O]| O 3,270 713 0.2 187| 0.1 D
1242 RELSH anlagen plan OO O 12,600 70 0.0 13| 02 D
1243 FEEGR presumptive fate map (@] 1,280 148 0.1 20 0.0 D
1244 BEEHEEEk BFEARLE [local vital staining 0]0|0O|0O 10,700 584 0.1 36| 02 D
1245 aR—TY Spemann O[0O]O 4960| 83200 168 10,500| 04 D
1246 —RiE primary embryo O O 1,290 6,850 53 2,160 0.1 D
1247 —RIE secondary embryo O|O0O|0O0]| O 17,600 1,900 0.1 634 0.3 D
1248 Fig induction O | O | O| O] 5380,000(58300000 10.8 [ 2,860,000| 100.0 A
1249 iABALS organizer O[O0]0O]| 0O 34,800(33,300,000| 9569 [ 123000| 58.1 B
1250 A—H+ 49— organizer 0|00 |0O 60,400(33,300,000| 551.3 [ 123,000 586 o]
1251 hfEFE mesoderm induction O|O0O|0O0| O 2,490 35,900 144 7,430 0.2 D
1252 Ve D% P2AV nodal protein O 4 4,630| 11575 408 00 D
1253 HIREE neural induction O|O| O 3,490 52,700 15.1 8,060 03 D
1254 R HE competence O 2,000 | RERARE RERTEE - D
1255 FEOEH chain of induction O[O | O ]| Of 305000 4,080 0.0 42| 51 D
1256 A brain O 29,900,000 | 391,000,000 13.1 | 2,420,000 100.0 D fthE ST TA
1257 Ho spinal cord O| O 127,000/10,500,000f  82.7 | 1,250,000 405 D T TA
1258 AR AR optic vesicle 0|0 ]| 0O 8,750 28,100 3.2 5110 03 D
1259 BR#F optic cup O 9,490| 50,400 5.3 5250 03 D
1260 K&K lens O [®) 197,000]121,000000[ 614.2 | 1,350,000| 100.0 D fth 85T TC
1261 B retina O | 539,000[17,000000] 315 | 456000 449 D T TA
1262 g cornea O O | 2,460,000( 4,340,000 1.8 | 146,000 507 D fh# T TC
1263 B3 limb bud O 21,400 112,000 52 24200 09 D
1264 BHEEF maternal factors O 1,410 69,200| 49.1 11,200 03 D
1265 B REET maternal effect genes O 964 9,680 100 1,160| 0.1 D
1266 fib g il tissue stem cell O] 0 14,300/ 512,000 358 2,000| 1.1 D
1267 IR RE.ESHARE  |embrionic stem cell O]J]O0]|]0O]|0O 80,300| 2,100,000( 26.2 57,000| 58 o]
1268 ErifiRa stem cell @) O 1,990,000/22,800,000| 115 | 1,400,000| 945 B
1269 iPSHERa iPS cells O|O| O| O 926000 206000 0.2 10,300 15.9 B
1270 EZAL coenocyte @) 21,200 6,900 0.3 907| 04 D
1271 IRERRL segment formation O O 30,700 11,300 0.4 1,890 06 D
1272 RAF—V R homeosis O O 406 16,300| 40.1 2,400 o.1 D
1273 FRAF T4V RREER | homeotic mutation O O 3,630 9,680 2.7 985| 0.1 D
1274 RAFT49 D RREEIX [homeotic mutant O 1,690 3,870 23 775| 00 D
1275 RAX T4V BT homeotic gene O[O]| O 6,950 74,800 108 11,600 04 o]
1276 RAX T4y DEIEFE  |homeotic genes O 9,210 88,000 9.6 11,500 05 D
1277 RAFRYHI R homeobox @) @) 16,300 778,000 47.7 57,100 25 C
1278 RAFRA(Y homeodomain O 6,560| 534,000| 814 44100 17 D
1279 S EEIGEF segmentation gene O O 467 28,300| 60.6 6,050 02 D
1280 Ry ) REEF Hox gene O 1,610( 353,000( 219.3 15,000 0.9 D
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1281 Hoxif{=F & Hox genes O 17,900( 188,000| 105 17,700 09 D
1282 TFUTFRTATHEE |antennapedia complex O 6 8,880( 1480.0 1,070 0.0 D
1283 INAYSVIREER  |bithorax complex O 4 22,600| 5650.0 4,090 o1 D
1284 RIIAR anterior pole O 7,640 27,300 3.6 7,180 03 D
1285 3 posterior pole O 16,800 63,500 3.8 13,300| 06 D
EYDHRE AR | BB | — | B |eoogle BAE |google HEE |~ BLE |google scholar [Index | EEEZR [aAVk
1286 ¥ fertilization Ol O O | 4,330,000( 9,850,000 23| 723000| 100.0 A
1287 FafR spermatid O|O0]|]0O|O 33,700| 152,000 45 18,400| 1.1 B
1288 IRiHRE egg cell O|0]0O]|0O 85,200/ 388,000 46 17,100 24 B
1289 TEH pollen O| O 6,870,000| 16,300,000 24| 816,000| 100.0 A
1290 X R pollen mother cell O O 40,300| 107,000 27 2,600( 09 D
1291 1EM WD F pollen tetrad O | O O 12,000 2,380 0.2 451 02 D
1292 TENE pollen tube O| O 177,000| 213,000 12 29,000 38 o]
1293 TEMERSIME pollen tube attractant O O 1,740 11,300 6.5 79| 00 D
1294 LT — lure O BRRTEE |[BRETEE RRTEE - D
1295 TEREX pollen tube nucleus O O 24,300 46,000 1.9 60| 05 D
1296 IR AR generative cell O| O O 9,620 22,700 24 3410 03 D
1297 e E IR pollen tube cell O 7,490( 108,000 144 544| 03 D
1298 EDnS embryo sac O| O O | 154000 82,100 0.5 10400( 29 A
1299 EDS5EHER embryo—sac mother cell | O | O O 9,440 11,400 1.2 229| 02 D
1300 D5k embryo-sac cell O| O O 7,720 3,720 05 84 o1 D
1301 E3% ovule O 252,000( 501,000 20 34,600 56 [¢]
1302 Bk synergid O] O O 4470 16,700 3.7 2,110| o1 D
1303 REHERE antipodal cell Ol O O 12,000 3,530 0.3 337 02 D
1304 bR R central cell O O 2,280 73,300 321 11,400| 04 D
1305 1B#% polar nucleus Ol O O 4,250 4,750 1.1 855| 0.1 D
1306 =L stigma O 61,000/41,000,000| 672.1 | 252,000| 736 o] HEFHEHNSL
1307 B sperm nucleus O 36,100 37,400 1.0 6,930 08 D
1308 BR4% egg nucleus O 23,900 20,000 0.8 3,190 05 D
1309 EEL#% endosperm nucleus O O 8,930 6,870 0.8 1,180 02 D
1310 EERE double fertilization O|O0]|O]|O 5,190 58,500| 11.3 3600 02 o]
1311 48,254 embryogenesis O 42,500 3,450,000] 812 | 200000| 98 [¢]
1312 B embryo O| O 4,450,000 14,800,000 3.3 | 1,450,000| 100.0 A
1313 EEk germ ball O 7,500 1,680 0.2 199 o1 D
1314 ] suspensor O 11,600( 153,000 13.2 5690| 05 D HEFHEHNSL
1315 FEZL endosperm O0|0]|0O 401,000 631,000 1.6 59,200| 87 B
1316 il nucellus O 34,600 51,300 15 5540| 08 D
1317 23574 integument O O 4770 288000| 604 46,700 1.3 D FEEITHENBLY
1318 BR seed coat O O 60,700| 273,000 45 43500 22 D
1319 BF seed O0|0]| 0O 4,260,000(175,000000[ 41.1 | 2,130,000 100.0 A
1320 2% fruit O 1,360,000|276,000,000) 2029 | 2,030,000| 100.0 D
1321 HREEF albuminous seed (@] O| O 1,360 1,840 14 65| 00 D
1322 EIEELET exalbuminous seed O O| O 2,170 1,430 0.7 67| 00 D
1323 3 seedling O | O 173,000( 5,730,000 33.1 401,000 19.1 [
1324 FE cotyledon O| O 234,000( 482,000 2.1 41,000 54 o]
1325 IEEh hypocotyl O| O 29,300| 265,000 9.0 36,200 15 [¢]
1326 iR radicle O| O 74,700| 183,000 24 25,600 20 o]
1327 TJ7Ah<— phytomer O 967| 705000 729.1 1690 1.2 D
1328 FERE vegetative organ O 3,800 5,090 1.3 964 0.1 D
1329 HERE reproductive organ O 1,560,000 228,000 0.1 9,860 265 D
1330 TE % 5> 248 apical meristem O 28,400| 208,000 73 25500 12 B
1331 EI shoot apical meristem O O] O 3,580 92,300| 258 11,500 04 B
1332 1R AR root apical meristem O O 11,900 256,000 215 3,080 0.7 B
1333 A& adaxial—abaxial Axis O 464 24,900 53.7 182 0.1 D
1334 ETE] radial axis O 588 13900| 236 2450| o1 D
1335 FaLb iy quiescent center (@] 3,370 13,400 4.0 1,820 o.1 D
1336 TEIn-E RS apical-basal axis O 36| 126,000/ 3500.0 2,450| 03 D
1337 2P cambium O 34,000 324,000 9.5 25000 15 B
1338 a—hk shoot O 903,000/487,000,000f 539.3 644,000 100.0 B
1339 Like root cap O 118,000| 72,600 0.6 10,900 23 D
1340 ABCET L ABC model O O] O 1,500| 46,500 31.0 3350| 02 [¢]
EYOREGE K| 0B | — 2| B gooele AAEE [google FEE |H. B [google scholar |Index | BEEEZE |24V
FBDZRERG

1341 2R receptor organ O|lO0|O]| O 88,000 10,300 0.1 2,020 15 C
1342 ThEE effector organ O|lO|O| O 11,200 9,320 0.8 1,560 0.2 C
1343 R nervous system O|O0]| 0O 759,000(24,900,000 32.8 | 1,620,000| 81.2 A
1344 itk excitation O 6,180,000| 7,220,000 12 | 898000| 1000 o]
1345 S R adequate stimulus 0O|0]0O0]|0O 2,430 18,200 75 3490 o.1 D
1346 SRE receptor O | 1,400,000(57,000,000| 40.7 | 2,200,000| 100.0 B
1347 SRBENM receptor potential O 14,100 256,000 18.2 23,300 1.1 D
1348 AR threshold stimulus O 585 11,900 203 2,310| o1 D
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1349 BE sense @) O | 8,160,000|29,200,000 3.6 | 1,860,000 100.0 B
1350 BEHR sensing cell O O 8,890 50,500 5.7 3,160 03 D
1351 BERE sense organ O 96,900| 151,000 1.6 15500 2.1 C
1352 H_E vision O|0]| O 2,640,000/472,000,000] 178.8 | 2,920,000| 100.0 A
1353 HER RERE visual organ O[O]|O 5,750 20,400 35 1550( 02 D
1354 KE&E lens OO ®) 194,000{120,000,000f 618.6 | 1,350,000( 100.0 C
1355 g cornea O 2,160,000| 4,410,000 20| 145000 458 C
1356 B retina O|O| O| O 5300017000000 320 | 456000 448 B
1357 ERK ciliary body O 27,300| 173,000 6.3 15300| 1.0 C
1358 1R A visual cell O O 30,500 25,200 08 2,020 06 D
1359 LR iris O] O 307,000(54,500,000] 177.5 | 391,000| 100.0 C FEEITMBEAZLY
1360 5 blind spot O[O0]0O]| 0O 2,530| 1,370,000 5415 29,800 28 B
1361 =B yellow spot 0|00 |0O 728,000| 115,000 0.2 7,370| 124 o]
1362 B pupil OO 2,300,000/ 18,200,000 79| 242000 727 C
1363 EPZN zonule of Zinn O 14,700 15,800 11 190 0.3 D
1364 S AHRRR cone cell O[O|O|O 229,000 84,600 0.4 3,190 40 B HEE (Fcel DIZLVEABIA S LY
1365 1R1A iR rod cell O]l]O0|]0O| O 78,100 73,000 0.9 3090 15 B FEE (Lcel DEELEAHIA S LY
1366 HE visual pigment O 8620| 76,700 8.9 9910| 04 D
1367 =5 color vision O 82,400 595,000 7.2 22400 27 B
1368 THNTIY photopsin O 410 5460| 133 63| 00 D
1369 arFoy rhodopsin 0| O 39,600 474,000 120 38,900 2.1 C
1370 B B dark adaptation O[O0]0O]| 0O 7,540| 98,800 13.1 16,300| 06 C
1371 BAIE i light adaptation 0O]0|]O|0O 3,100 55500| 17.9 10,900( 03 o]
1372 =i R A near far accommodation O 3,100 130 0.0 2[ o1 D HEIXRIH LT THLS,
1373 i hearing O|l0O| O 928,000{357,000,000 384.7 [ 1,630,000| 100.0 A
1374 BEREERE auditory organ O[O0]0O]| 0O 4570 14,400 3.2 2,020| o1 D
1375 THEZEHR statoreceptor O 230 3620 157 13 00 D
1376 SNE external ear O O | 224,000 196,000 0.9 14,600| 43 C
1377 tE middle ear O O | 361,000/ 1,010,000 2.8 52,000 86 C
1378 NE inner ear @) O | 410,000| 1,990,000 49 69,900| 113 C
1379 STEEE cochlea [eRKe) 2,020 596,000 295.0 30,400 15 C BAREDZ AEITEF.
1380 STEEHE ductus cochlearis (@] 205 9,620 46.9 216 0.0 D
1381 EERE basilar membrane O| O| O 359000 58,600 0.2 7,180| 6.2 D
1382 HINE auditory ossicles O O 18,300 37,200 2.0 1,580 04 D
1383 i tympanic membrane O O 369,000/ 236,000 0.6 16,300) 6.8 o]
1384 JLFHRE organ of Corti 0|0 803| 101,000( 1258 10,400| 04 D
1385 BHLE tectorial membrane O O 321 28,800| 89.7 3,400( o.1 D
1386 ikl auditory cell O[O|O|O 652 2,570 39 184 00 D
1387 BEE sensory hair O 5,900 71,200 121 6,160 03 D
1388 FEMER auditory nerve O 30,600 153,000 5.0 14,600 1.0 C
1389 FEE 5 auditory area O 9,440 13,900 15 2,030 02 D
1390 EHE sense of equilibrium (@] (@] 3,460 280,000 80.9 2,240 0.6 D
1391 SEERRE sense of equilibrium O 58,100 280,000 48 2,240 15 C
1392 BIBE vestibule O| O 659,000( 2,990,000 45 41,800 167 C
1393 &R statolith O] 0 10,500 22,100 21 2,880 03 D
1394 HRE semicircular canals OO 11,600 97,800 8.4 8,920 05 D
1395 LF2EH chemoreceptor O O 4810 167,000 347 17,300| 06 C
1396 (5 olfaction (@) 465,000| 584,000 13 42,000 94 B
1397 IR olfactory organ O O 3,210 48,200/ 150 4650 02 D
1398 8 F R olfactory epithelium (@) 15,300 122,000 8.0 15,100| 07 D
1399 IR AR olfactory cells [eX Ke) 7,330 21,900 3.0 2670 02 D
1400 KE taste sensation O| O O | 1,090,000 137,000 0.1 4270| 185 B
1401 R taste organ @) O 2,150 4,050 1.9 595| 0.1 D
1402 BRE 3 taste bud O 913| 217,000 237.7 4730 05 D
1403 RE taste bud O 582,000| 217,000 04 4,730 10.1 o]
1404 BRHERE taste cell O[O]| O 6,040 30,600 5.1 1,960 02 D
1405 RERE cutaneous sensation (e} Ke) 44,600 16,200 0.4 1,790 o038 D
1406 RES sensory spot (@] 1,090 658 0.6 141 0.0 D
1407 Es pressure spot O 3,230 16,000 5.0 90| o1 D
1408 Ba warm spot @) 18,900 137,000 72 3780 06 D
1409 A cold spot O 301,000/ 95,800 03 3270| 52 D
1410 fEa pain spot O 171,000 3,250 0.0 78| 29 D
1411 AR nerve O| O 7,840,000 [ 69,000,000 8.8 | 2,280,000( 100.0 B
1412 A central ®) 6,000,000 |42 & HE RERTEE - D
1413 HE AR neuron O| O| O| O 446,000/10,700,000f 240 | 748000| 37.7 A
1414 —a—0y neuron O|O| O| O 335000/10700000] 319 | 748000/ 359 B
1415 77 ke glial cell @) 53,700| 406,000 7.6 56,500 25 C
1416 BE—a—0Oy sensory neuron O|lO| O 4,670 155,000 33.2 17,500 0.6 B
1417 NE=21—0> interneuron 0|0 ]| 0O 6,460 193,000| 29.9 20,800| 08 B
1418 EE—a1—0y motor neuron OlO| O 33,200 746,000 22.5 55,900 2.7 B
1419 SR D % afferent nerve O 9,380 67,700 7.2 11,500 05 D
1420 EDEDO SRR efferent nerve (@] 123,000 24,100 0.2 3,530 2.1 D
1421 HHRa A cell body OO O 33,500| 599,000| 17.9| 243,000 56 C
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1422 (S axon 0O|0]0]|0O 87,100| 4,830,000 555 | 177,000 125 A
1423 KRR dendrite O|O|O| O 311,000 505000 1.6 43700 638 o]
1424 FRIEHE spine O 14,800(40,400,000| 2729.7 | 666,000 78.7 D FEESHENZ N
1425 R nerve fiber O|O0]0O]|O 17,800 246,000 138 32700 13 D
1426 IR neurilemma O|O0]|0O|O 48,000 20,800 0.4 1,680 09 D
1427 <2 Uk Schwann cell O] O 11,500( 210,000 183 24200 09 D
1428 48 myelin sheath O| O O 18,100 280,000 155 19,900 1.1 [
1429 B R medullated nerve fiber O|lO|O| O 7,440 23,700 3.2 109 0.2 D
1430 RIS non-medullated nerve fiber| O | O | O | O 4,310 7,560 1.8 16 0.1 D
1431 SUE TR node of Ranvier O|O0|0O]|O 1420 297,000 209.2 5310| 06 D
1432 FaIbiKEE resting state O O 37,100| 330,000 8.9 61,100 22 [¢]
1433 HERKRE excited state O 140,000| 609,000 44| 101,000| 50 D HEFHEHNSL
1434 BB resting potential 0O|0]0]|0O 4540 140,000/ 308 30,900| 08 C
1435 [EEAL membrane potential O 63,200| 2,360,000( 37.3 | 780,000 180 B
1436 EENEM action potential 0O|0]0]|0O 48,000| 882,000 184 | 220000 59 B
1437 EBER action current O|O0O]|]O|O 1,490 32,700| 219 3950| 0.1 D
1438 BE excitation O| O] O O] 6180,000| 7,220,000 1.2 | 898,000( 100.0 A
1439 AFFrrIL ion channel Ol O 83,400 2,340,000| 28.1 | 312,000| 105 o]
1440 17 UEIRME ion selectivity O 75,200 67,700 0.9 12,700 16 D
1441 -] refractory period O O 12,000 170,000 14.2 18,800 0.8 [¢]
1442 =& conduction 0O|0]|0O 849,000| 5,650,000 6.7 | 318,000 289 A HENZN
1443 BEDE impulse conduction O 45,000 42,100 0.9 4550 09 D
1444 BEEI=E saltatory conduction 0O|0]0]|0O 2,380 2,090 0.9 1,920 o.1 D
1445 FAfE threshold O|O| O| O 262000(30800000 117.6 | 1,730,000| 845 B thEMNZL
1446 2HEHI DAL all-or-none law 0O|0]0]|0O 3,540 76,400 216 777 02 D
1447 BEROFS1E encoding of information O 91,600| 152,000 1.7 2530 18 D
1448 LFITR synapse 0O|0]| 0O 238,000| 5410,000] 22.7 | 145000| 154 A
1449 HIRRR nerve ending O 20,400| 135,000 6.6 13400( 08 D
1450 ST AR synaptic cleft (@] O 5,730| 175,000| 305 21,100| 07 C
1451 IR end-plate O O 11,900( 160,000 13.4 17,100( 08 D
1452 =iE transmission 0|0]| 0O 2,530,000(170,000000] 67.2 | 2,140,000 100.0 A
1453 I EME neurotransmitter O|lO|O| O 176,000( 4,930,000 28.0 167,000 139 A
1454 JIVFELFYY noradrenaline O | O 95,600( 1,130,000 11.8 65500| 46 [
1455 FEFILA) acetylcholine O] O 94,500| 4,090,000| 433 | 272,000 129 o]
1456 T RN synaptic vesicle (@] O| O 11,200 235,000 21.0 31,600| 1.1 B
1457 T RAIHER presynaptic cell O 15,400 20,600 1.3 3280| 03 D
1458 FTREKRR postsynaptic cell O 23,700 58,900 25 7,230| 06 D
1459 ST RRIE presynaptic membrane O 17,200 47,900 28 7.920| 05 D
1460 LFTREIE postsynaptic membrane O 24,900 99,600 40 14,200 08 D
1461 LFTREBEN postsynaptic potential O 31,800 51,200 1.6 8,650 08 D
1462 BES TR excitatory synapse O 10,600 26,600 25 3890 03 D
1463 MEEFTR inhibitory synapse O 70,700 17,900 0.3 2,960 13 D
1464 BEMLFTRBEBAL  |excitatory postsynaptic potential O] O 21,300| 286,000( 13.4 5140| 09 D
1465 HIFIMES FTRIEZEHRL  |inhibitory postsynaptic potential O| O 17,500| 168,000 9.6 2,180| 06 D
1466 TR synaptic delay O 231 9580| 415 2,150/ 0.1 D
1467 Fr RN E temporal summation O 217,000 36,400 0.2 4,830 38 D
1468 ZERBIINE spatial summation O 53,900 23,900 0.4 3,590 1.0 D
1469 BEAREHEAIL LD LF YR IL |voltage-dependent calcium channel O 30,400 474,000| 156 4110 14 D
1470 DHUE ligand O | 265000[10,200,000] 385 | 2,340,000| 60.4 D HEAS N
1471 YHURIRFMSEF 2L |ligand-dependent channel O 944 13,000 138 33| 00 D
1472 FIRMER central nervous system | O | O | O | O | 290,000(10,600,000] 36.6 [ 1,790,000| 52.3 A
1473 BEMER diffuse nervous system O|O| O 13,400 18,700 1.4 161 0.3 D
1474 REMHER peripheral nervous system | O | O | O | O 66,400| 816,000 12.3| 128,000| 46 B
1475 ShHER concentrated nervous system| O | O | O 7,440 36,700 49 68| 02 D
1476 R E R neural circuit O 137,000| 131,000 1.0 12,800| 27 [¢]
1477 IR IR neural pathway O 8,190 58,400 7.1 7,050 04 D
1478 HERYRT—H neural network 19,500| 4,140,000f 2123 | 230,000 11.1 B
1479 HMEMH=-1—0OY excitatory neuron O 32,500 6,320 0.2 1,090 06 D
1480 HEE=—1—n0> inhibitory neuron O 34,100 12,400 0.4 1,930 06 D
1481 TR ET ganglion O 252,000( 3,490,000 138 | 227,000| 138 D
1482 i brain O | O] O O |25100,000[415000000 16.5 | 2,450,000 100.0 A
1483 X84 spinal cord O] O O | 1,110,000(11,200,000|  10.1 | 1,280,000| 585 A
1484 N cerebrum 0O|0]0]|0O 417,000| 840,000 2.0 42,600 9.1 B
1485 1 i diencephalon O|0]0O]|O 34,000| 281,000 8.3 25000 15 B
1486 A% mesencephalon 0O|0]0]|0O 47,300 265,000 5.6 20,200| 1.6 B
1487 JIVRd cerebellum O|O| O O 239000 2800000 11.7| 162000| 114 B
1488 HERE medulla oblongata O|O0]|]0O|O 81,700| 316,000 3.9 22,600 23 B
1489 i pons O 6,750,000| 2,490,000 0.4 | 133,000| 100.0 D fEA S
1490 Hpigs brain stem 0O|0]| 0O 152,000 2,080,000 137 [ 148,000 85 B
1491 b 22 callosum O| O 35500 638000| 180 41500 23 o]
1492 PN cerebral cortex O0|0]| 0O 122,000| 3,260,000 26.7 | 515000| 16.1 A
1493 RE cortex O | 796,000(26,000000] 32.7 | 1,460,000| 80.9 D fEA S
1494 REE gray matter 0O|0]0]|0O 22,500( 1,070,000 47.6 86,400| 36 B
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1495 KhbigEE cerebral medulla 0|0 ]| 0O 1,360 3,030 22 81| 00 D

1496 =y medulla @) 40,100( 2,620,000 653 | 130,000 7.2 D

1497 BE white matter O|O| O| O 276000| 1430000 52| 272,000 115 B

1498 BRE neocortex O[O0]0O]| 0O 84,800 625,000 74 57,200 34 B

1499 RE sensory area O O 14,800 39,000 2.6 3410 04 D

1500 EHEH motor area O @) 32,100 104,000 32 14,500| 10 D

1501 EE5% association area O O 23,600 56,600 24 2,650 05 D

1502 DHBERE limbic cortex OO 5,180 20,400 39 3,680 02 D

1503 BE hippocampus O 743,000 3,610,000 49| 312,000 236 B

1504 mEE paleocortex (@] 6,660 7,820 1.2 1,180 0.1 D

1505 RRE archicortex O 562 12,600 224 2950 o.1 D

1506 1RIK thalamus O | 220,000| 1,640,000 75 90,400 7.9 C

1507 HERTEB hypothalamus O O 128,000 3,710,000f 29.0 | 162,000 11.0 B

1508 LS pituitary gland O 94,000| 2,030,000( 216 88,200| 64 D o T TB
1509 LR spinal nerve O[O0]|]0O]| O 30,600| 188,000 6.1 14,000| 1.1 C

1510 &R ventral root OO (@] 6,300 35,600 5.7 6,190 03 D

1511 HiR dorsal root O] 0 O 112,000| 456,000 4.1 83,900| 40 o]

1512 g v A% cranial nerve O| O 556,000 449,000 0.8 33,900 106 D BAZEIHENZL
1513 REHER somatic nervous system | O | O | O [ O 160,000 44,800 0.3 1,330 28 D

1514 BEmMER sensory nervous system | O 174,000 215,000 1.2 2,540 33 D

1515 RE R sensory nerve OO O 35,800| 219,000 6.1 28,500 1.4 B

1516 EEMER motor nervous system O 374,000 89,900 0.2 807| 64 D

1517 EBEE motor nerve OO O | 412,000 183,000 0.4 28,100 7.6 B

1518 BESER autonomic nervous system [ O [ O | O | O 60,900 967,000 15.9 61,200 36 B

1519 REHER sympathetic nervous system | O 23,100| 584,000] 25.3 64,200| 24 D fu BT TA
1520 Bl R R parasympathetic nervous system [ O 323,000| 176,000 05 9,160 58 D BT TB
1521 NI interneuron O O 2,480 193,000 77.8 20,800( 07 D

1522 R 5t reflex O| O| O O [11,000000|21,100,000 19| 311,000 100.0 C fEH S
1523 R &5t patellar tendon reflex O[O0]|0O]| O 3,620 43100| 119 362| o1 D

1524 7L R 5T pupillary reflex @) 13,800| 20,100 15 1550( 03 D

1525 FfhEE muscle spindle O 12,500 55,300 44 6,520 04 D

1526 K ET iR reflex center (@] 22,700 16,300 0.7 388 0.4 D

1527 R55 reflex arc 0|00 |0O 3,020 94,700| 314 8280 03 D

1528 & 5 = 5 flexor reflex O|O| O 802 11,600 145 2,260 0.1 D

1529 TR spinal reflex OO O | 376,000 33,600 0.1 4690| 6.4 C

1530 A muscle O]l 0] O 4,040,000/177,000,000]  43.8 | 2,350,000| 100.0 A

1531 TR striated muscle O[O0]|0O]| 0O 55,400| 368,000 6.6 55,100 25 C

1532 TR smooth muscle O| O 157,000 5,910,000( 37.6 | 1,460,000 3638 D

1533 oLt skeletal muscle 0|00 |0O 159,000| 5,530,000( 34.8 | 1,130,000 30.7 B

1534 [Ioy:: cardiac muscle O 973,000 735,000 08| 175000 204 D

1535 FEERH voluntary muscle O 13,800 96,100 7.0 8400 05 D

1536 THERH involuntary muscles O 7,800 39,500 5.1 2280 02 D

1537 EE B motor unit O 9,640 191,000 19.8 17,500 08 D

1538 i muscle fiber O @) 40,700 424,000| 104 58900 24 D

1539 R A myofibril O 51,600| 115,000 22 13,300 13 D

1540 B light band O @) 4270 46400) 109 3980| 02 D

1541 B dark band O O 920| 86,700 94.2 9,750 03 D

1542 ZhE Z membrane (@) 1,560 2,280 15 431| 00 D

1543 HILAAT sarcomere 0|0 ]| 0O 3,860| 258000| 66.8 21,300| 08 D

1544 E—H—BUINVE motor protein @) 10,400| 171,000 164 20,700/ 08 D BT TC
1545 SHIUT4TAUE myosin filament O| O 2530 27,300/ 108 3440| 0.1 C

1546 FHOFUI4TA0 actin filament O[0O]O 17,000| 281,000 165 45200 15 C

1547 BhURE muscle contraction 0|00 |0O 60,700( 1,360,000| 22.4 [ 109,000 5.1 o]

1548 BURHE twitch O]J]O0]|]0O]|0O 2,890| 7,740,000| 2678.2 52,600 138 o]

1549 SRR tetanus 0|00 |0O 3,130| 4,030,000| 1287.5 93,800| 83 o]

1550 TEL5aE incomplete tetanus O 1,100 3,920 3.6 117 00 D

1551 SEL g complete tetanus O 2,010 4,230 2.1 195 00 D

1552 iz relaxation O | 291,000/50,900,000{ 1749 | 922,000 100.0 C

1553 BYER sliding theory 0|0 ]| O 1,140 1,260 1.1 159| 00 D

1554 ATP7—t ATPase O 16,200| 4,420,000 272.8 | 702,000 19.3 C

1555 TE T tubule @) 49,500 34,900 0.7 4660 10 D

1556 rAR=> troponin O] 0 21,300| 563,000 26.4 47,600| 2.1 o]

1557 rORIAS Y tropomyosin O| O 6,990| 275000| 39.3 29100 1.1 C

1558 B/ ialk sarcoplasmic reticulum O[O]| O 10,800| 331,000| 30.6 45400| 15 o]

1559 BT IHEERE excitation-contraction coupling O 4,300 130,000| 30.2 19,800 06 D

1560 HIRIRER nerve—muscle preparation O O 8,700 6,210 0.7 1,760 0.2 D

1561 GULTFU) B creatine phosphate OO 5,300 146,000 275 23,300 0.7 D

1562 HHE cilia O] O 94,400 2,040,000| 216 75,800 6.2 D fth B 5T TC
1563 RAE/HE flagella O| O 221,000) 936,000 42 58200 62 D BT TC
1564 SRR secretory gland O 75,100 7,700 0.1 1,210 13 D

1565 L5 BER exocrine gland O 52,400 51,600 1.0 3470 10 D

1566 R 5 AR endocrine gland O 458,000| 162,000 0.4 7,380| 80 D fBE T TB
1567 ERE electric organ OO 2,840 158,000 55.6 10,300 05 D
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1568 RE power plate O 1,550( 271,000( 174.8 390 05 D

1569 HNBE luminous organ OO 3,290 2,910 0.9 422 0.1 D

1570 o)y luciferin O 24,700| 212,000 8.6 32,100 13 D

1571 Xl chromatophore O 11,200 65,100 58 7,210 04 D
D ITEY R 3| — 2| HZE [google BAE |google BEE | & B |google scholar |Index | EEERE |aAVk

1572 178 behavior O | O] O O |25700,000[289,000000f 11.2 | 2,350,000 100.0 A

1573 ER/HNTH innate behavior O|O]| O 3,250 36,500 11.2 2,600 02 D

1574 BEENE/NE—> fixed action pattern O 681 35,500 521 1,610 0.1 D

1575 AH=RX L mechanism O | 2.430,000(114,000000| 46.9 | 3,310,000| 1000 D tENZN

1576 FiE development O | 5,070,000(1,380000000| 272.2 | 3,970,000 100.0 D FEETHENBLY

1577 He g function O |13,800,000(497,000000| 36.0 | 3,430,000| 100.0 D tENZN

1578 b3 evolution O |10,900,000|275,000000] 25.2 | 2,930,000( 100.0 D B 5T TA

1579 FEIT learning behavior O 12,600 97,900 78 10,200 05 D ADEENEEND

1580 FEfL orientation O 26,900,000 | 96,300,000 3.6 | 2,730,000| 100.0 B FEETHENBLY

1581 TELLES orientation behavior O 2,150 21,700 10.1 3,520 0.1 D

1582 &Y migration O| O 1,500,000(77,600,000| 51.7 | 2,640,000| 100.0 [¢]

1583 Kgar /R X solar compass OO 1,290 10,400 8.1 347 0.0 D

1584 EHE taxis O0|0]|0O 677,000/23,100,000|  34.1 58,500 50.8 B

1585 EDEMNE positive taxis O 10,100 2,070 0.2 263 02 D

1586 BDEHE negative taxis (@] 13,500 2,130 0.2 277 02 D

1587 MERIB BRI key stimulus O|O]| O 1,760 14,200 8.1 1,610 0.1 D

1588 SazhHh—3iay communication (@] 10,800,000 | 522,000,000 483 | 2,720,000| 100.0 D MEMNZLN

1589 R Ta—04—a> |echolocation O 11,100( 370,000 333 14,100| 10 o]

1590 FME FM signal O 2400| 59400 248 1,180 02 D

1591 CFE& CF signal O 138 3580 259 329/ 00 D

1592 JIAEY pheromone O| O] O| O| 423000 3540000 84| 109,000 148 A

1593 1E%¥a3a=4—>3> |chemical communication (@] 637 144,000( 226.1 16,300 05 D

1594 Ho2zAEY sex pheromone O (@] 33,100 144,000 44 20,400 1.1 D

1595 £&570FY aggregation pheromone O 6,010 28,300 47 4,350 0.2 D

1596 BHITAEY alarm pheromone O| O 3,330 30,600 9.2 3,970 02 D

1597 HELEZRT7IOEY trail pheromone OO 1,440 9,880 6.9 1,560 0.1 D

1598 hiR /S — FK 425 central pattern generator (@] 2,560| 754,000| 2945 6,720 14 D

1599 SYNFDH R Waggle dance O 59,100| 58,400 1.0 1,950| 1.1 D

1600 AT R round dance O | O 480| 174,000| 3625 2940 03 D

1601 SDFHA R figure—eight dance O| O 97,500 9,190 0.1 42 1.6 D

1602 ) learning 0|0]| 0O 21,600,000(738,000,000] 34.2 | 3,230,000( 100.0 A HEMNZN

1603 Pk synaptic plasticity O 15500( 672,000 434 67,400 25 o]

1604 Bh habituation O| O] O] O] 4270000 718000 0.2 62,200 73.4 B HEMNZN

1605 BiEh dishabituation O| O 32 21,200/ 6625 3490| 0.1 D

1606 it sensitization O| O 5,200| 3,940,000 757.7 | 201,000 100 D FEEITHENBLY

1607 BEHRIG unconditioned response O 9,810 30,600 3.1 3,130 03 D

1608 EEUERIZR unconditioned stimulus O 16,200 85,600 5.3 12,100| 06 D

1609 FHRE conditioned response O 4,630 160,000 34.6 14,500| 0.6 D

1610 ELT B conditioned stimulus O 39,100 110,000 28 15200 1.1 D

1611 EiaelvPs 3 3ivs conditioning O 82,800(123,000,000( 1485.5 851,000 100.0 B HETHELNSL

1612 HEMEHDT  HEEEHT |classical conditioning O (@] 5,020 372,000 741 24,800 1.1 D

1613 FRSUNEHSI FRSUREMIT |operant conditioning O 6,000 375,000 62.5 22,400 1.1 D

1614 A # imprinting O0|0]| 0O 8,880( 2,370,000| 266.9 77,400 54 [¢]

1615 ER R critical period O 19,700( 796,000| 404 | 145000 41 o]

1616 TR trial and error O0|0]| 0O 901,000| 5,420,000 6.0 | 157,000| 267 C

1617 HEEITED intelligent behavior O| O 2,440 90,900| 37.3 8920 03 D

1618 X1k culture O 108,000,000 | 3440000000  31.9 | 3,200,000| 100.0 D HhEMNZLY
WEYDOREGE AR | BB | — | B E |eoogle BAE |google HEE |~ BLE |google scholar [Index | EEEZR [aAVk

1619 FERE vegetative growth O O 6,550 416,000 63.5 88,800 2.3 (o}

1620 EERE reproductive growth (@] O 9,440 64,800 6.9 14,700| 05 D

1621 BRAE extension growth O O 4,430 20,300 46 5710[ 02 D

1622 ARREE) growth movement O| O 2,000 80,000| 40.0 5090 03 D

1623 5 I EEE) turgor movement O| O 4,310 2,570 0.6 43 o1 D

1624 TRAREE) nyctinastic movement O 7,140 2,450 0.3 134| 01 D

1625 FLiDHAR guard cells O 50,800 174,000 34 20900 15 D

1626 EYRILEY plant hormones 0O|0]0O0]|0O 72,400 320,000 44 31,900| 23 A

1627 A—xy auxin O|0]0O]|O 32,400| 767,000( 237 67600 29 A

1628 JEE tropism 0O|0]0]|0O 18,000/ 604,000 33.6 47,200| 2.1 B

1629 EDREMHE positive tropism O| O O 3,880 3,130 0.8 214| o1 D

1630 BDREM negative tropism O | O O 2,110 4,120 2.0 132| 00 D

1631 TEHR graviperceptive cell O 9,560 328 0.0 53| 02 D

1632 KB phototropism O0|0]|0O 4480 120,000 268 7570 04 C

1633 EDREN positive phototropism O 2,600 7,950 3.1 1,040 0.1 D

1634 TSR L Avena curvature test O 74 5,000 67.6 136 0.0 D

1635 EYRE bioassay O 24,100| 3,520,000 146.1 178,000| 9.2 D

1636 REEE optimum concentration O 8,660 67,300 78 19,600 06 D

32




1637 A F—)LEFER indoleacetic acid O 7,900 68,200 8.6 14,900| 05 D
1638 1B polarity O| O 433,000 9,770,000 226 | 587,000 333 D fEH S
1639 BB E polar transport 0|00 | 0O 1,620 22,800 141 3630[ o.1 D
1640 PINZ L /\YE PIN protein O 224 7,230| 323 850| 00 D
1641 EHEM gravitropism 0|00 |0O 33,800 83,500 25 6,800 08 D
1642 EOENREN positive gravitropism (@] 1,540 4,590 3.0 285 0.0 D
1643 BENEHEM negative gravitropism O 944 5,550 5.9 432[ o0 D
1644 a8t nastic movement OO (@] 4,570 3,900 0.9 107 0.1 D
1645 FABTE photonasty O 319 3,560 11.2 62 0.0 D
1646 AN thermonasty O 2,150 1,510 0.7 40| 00 D
1647 TER adventitious root O 140,000 63,700 05 11,300| 26 D
1648 ORLYY gibberellin O[O0]0O]| 0O 39,000 268,000 6.9 29,600 16 A
1649 HARE parthenocarpy O 12,800 38,300 30 2,220 03 D
1650 RER dormancy O| O| O| O 2010000| 1,470,000 07| 103000 377 B
1651 FIF germination O|O| O| O 519000| 6470000 125| 829,000| 333 A
1652 = aleurone layer (@] 8,220 31,200 3.8 6,320 0.3 D
1653 DELLAZU/N\YE DELLA protein O 280 9740| 348 1,030[ 00 D
1654 FIL U abscisic acid O[O0]0O]| 0O 5200| 506,000 97.3 44200 17 B
1655 Oty i rosette plant O 467 5170[ 11.1 1,110[ 00 D
1656 Eiiih il A flower stalk formation (@] 1,470 1,310 0.9 42 0.0 D
1657 HAbHhA4=2 cytokinin O[O]|O 26,600 330,000 124 33700 16 B
1658 TEHFES apical dominance O[O0]0O]| 0O 44,600 77,800 1.7 12,300 11 C
1659 HILA callus O[O]|O 57,700| 1,580,000 27.4| 118,000 56 C
1660 IFLY ethylene O| O| O| O 465000| 6700000] 144 | 933000/ 345 A
1661 Bt abscission layer 0|00 |0O 16,700 11,500 0.7 1,930| 03 o]
1662 Dy REE jasmonic acid O @) 15000| 182,000 12.1 19,600| 09 C
1663 ATV systemin O 808| 54500 67.5 5980| 02 D
1664 BB RE hypersensitive reaction O 3,140 71,600 228 8510 03 D
1665 TERRILEY flowering hormone O 2,170 3,990 1.8 322| 00 D
1666 Pzl florigen O[O ] O 8,330 30,900 3.7 1420 02 D
1667 IS5V /ZAFA(F brassinosteroid 0|0 ]| 0O 8,030 92500| 115 6,900 04 D
1668 T74h7LELY phytoalexin O 7,230| 122,000( 16.9 17,700| 06 D
1669 SRRERS L photomorphogenesis O 4,420 88,200 20.0 9.870| 04 D
1670 SR photoperiodism O[O0]0O]| 0O 9,140  92,200( 10.1 11,200 05 C
1671 TEFRRR flower-bud formation 0|00 |0O 49,600| 162,000 3.3 2530 1.1 o]
1672 FEF leaf bud @) 21,200 54,900 2.6 4060 05 D
1673 1E3F flower bud O 529,000 241,000 05 24300 96 D
1674 52 REY short—day plants O|O0|0O]| O 19,000( 171,000 9.0 2,080| 06 B
1675 REBiEY long-day plants 0|00 |0O 56,400 159,000 238 1,680 1.2 B
1676 4 FEY) day-neutral plant O|lO|O| O 532,000 37,500 0.1 1,300 9.0 D BAGE (T HENZ LY
1677 &k vernalization 0|00 | 0O 77,200 116,000 1.5 12,500 1.7 o]
1678 FleunE vernalization O]l]0O0]| 0O 22,900/ 116,000 5.1 12,500( 08 D
1679 PR SRS A critical dark period 0|00 |0O 8,890 5,970 0.7 109| 02 D
1680 St light interruption O| O O 1,810 1,730 1.0 1,190 0.1 D
1681 £BRANE long—day treatment OO 20,100| 147,000 73 538 0.6 D
1682 A short—day treatment OO 5,000 96,400 19.3 1,140 03 D
1683 KRFEF light sensitive seeds 0]0|0O|0O 1,790 7,600 42 285 00 D
1684 BRFETF light inhibited seeds O O 866 519 0.6 32| o0 D
1685 pAiZI=FN phytochrome 0|00 |0O 7,250| 224,000| 30.9 24,300| 09 B
1686 PRE! PR form @) 2,100 11,800 5.6 1,280[ 0.1 D
1687 PFRE! PFR form O 1,130 6,470 5.7 1,320( 0.1 D
1688 KZBIE photoreceptor O[O0]0O]|0O 18,700 771,000| 41.2 98,600 32 A
1689 FRALEZEK blue light receptor O 45200 200,000 44 2,700 1.1 Cc
1690 JHhhOEY phototropin O OO 2370 29100| 123 2320| o1 C
1691 L OPAi=FN cryptochrome O O 3,860 87,100 226 8,210 0.3 C
HRELIRIE R | B0 | — 22 [ B |eoogle BAIE |google HEE [~ B L |google scholar [Index | EEER [aAVk
BEAB MBS
1692 {EABE population O] O| O| O 265000]165000000| 6226 | 3,300,000| 100.0 A HEIEMEEENBLRAE
1693 BEAREDORH distribution of population O 327,000| 2,940,000 9.0 20,800| 107 B
1694 SUE LR random distribution OO O 2,070 253,000| 1222 103,000 22 o]
1695 EL ki clumped distribution [eRKe) O | 249,000 17,600 0.1 4990 43 D
1696 = voxitl uniform distribution OO O 99,500 550,000 55| 198,000| 59 o]
1697 BEAXREOXRES population size O | 235000| 5790,000] 246 | 1,140,000 32.6 B
1698 BEARBEE population density 0|00 | 0O 56,200|17,400,000( 309.6 | 1,080,000 47.9 A
1699 XEE quadrat method O| O @) 1,580 8,760 55 2370| 0.1 D
1700 B EEE capture—recapture method| O | O (@] 13,800 117,000 8.5 1,730 05 D
1701 ERBEORE population growth O | O| O| 241,000(21,400000/ 888 | 1,080,000| 57.7 B
1702 ARRERER growth curve 0|0 ]| 0O 39,300| 526,000 134 | 192,000( 47 B
1703 ENHRE intraspecific competition 0|0 ]| 0O 40,400| 139,000 34 27,300| 14 ]
1704 BREBRED environmental capacity | O [ O | O 7,470 45,500 6.1 4480 03 D
1705 BEME density effect O[O|O|O 5110 33,000 6.5 7,810 03 o]
1706 HER phase polymorphism 0]0|]O]|0O 6,740 3,210 0.5 713 o1 D
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1707 kA solitary phase O | O O 4,440 3,780 0.9 640 0.1 D
1708 AR gregarious phase OO (@] 3,010 5,690 1.9 907 0.1 D
1709 BRIRE—FENXL law of constant final yield| O | O | O 289 2,230 7.7 144 0.0 D
1710 EEGER self-thinning O 859| 33500( 39.0 6,380| 02 D
1711 R Fa physiological life span O 320,000 13,600 0.0 112| 54 D
1712 £330 ecological life span O 12,800 89,600 7.0 35| 04 D
1713 L3k life table O| O O 91,200/ 336,000 3.7 84,900| 35 C
1714 R survival curve O|0]0O]|0O 14,600| 126,000 8.6 46,700 12 C
1715 X3P age distribution O|O0]|]0O|O 3,730( 1,450,000| 3887 [ 227,000 63 [
1716 FRHESIYR age pyramid O|O0]|O 1390| 48900| 352 3080| 02 D
1717 AE AR metapopulation O 3490 179,000 51.3 33,800/ 09 D
1718 #h group O| O | O] O 2210,000]1800000000| 8145 | 3,950,000 100.0 A FHEEEIMENZLY
1719 TEE home range (@] O| O 17,000/ 617,000] 36.3 | 104,000 30 B
1720 BiRY TR — territory O|lO0|O]| O 396,000/162,000,000( 409.1 | 1,230,000| 100.0 A
1721 FHELRRLY breeding territory O 346 23,700 68.5 4200 0.1 D
1722 DHER pair bond O O 924| 82600 894 9410| 03 D
1723 FL BBl promiscuity (@] 22,700| 2,740,000 120.7 61,500| 6.0 D
1724 —XREE polygamy O | 441,000| 4,960,000 11.2 45,000| 164 D
1725 —KEEH polygamy O O 162,000 4,960,000| 30.6 45,000 117 D
1726 —k— i monogamy O 43,100 2,600,000| 60.3 39200 57 D
1727 HEHGE communal breeding O O 10,300 9,560 0.9 2450| 02 D
1728 AJsR— helper O O | O| 735000{22900000] 31.2| 281,000 551 D fEA SN
1729 FlthsT altruistic behavior (@] 12,500 100,000 8.0 10,800| 06 [¢]
1730 NE 15z 351 dominance hierarchy (@] O 18,500 117,000 6.3 12,600 0.7 [¢]
1731 B3z dominance hierarchy Ol O 3,070,000| 117,000 0.0 12,600| 51.6 [¢]
1732 )—H— leader O 6,090,000642,000,000/ 105.4 | 1,190,000( 100.0 D
1733 )=l leadership organization | O 1,060( 112,000 105.7 2490| 02 D
1734 an=— colony O 716,000{101,000000| 141.1 | 1,660,000| 100.0 D
1735 HEMRER social insect 0O|0]0O0]|0O 47,400 86,700 1.8 8680 1.1 [
1736 H—Z Ml caste system O 28,800( 2,010,000 69.8 38,700| 45 D
1737 EMEE biological community 0O|0]0O0]|0O 78,800 136,000 1.7 14,800| 1.8 C
1738 HE community 788,000/ 5,320,000,000( 6751.3 | 2,460,000| 100.0 A
1739 EMEE animal community O 13,600 73,400 5.4 7,130| 05 D
1740 R E plant community O 6,280| 533000 849 | 104000 27 o]
1741 HEMEE plant community O 705,000 533,000 0.8 | 104,000| 144 D
1742 BhE dominant species O 25500| 690,000( 27.1 206,000 50 C
1743 FERIR interspecific competition| O | O | O | O 93,600| 215,000 23 47,600 27 B
1744 HHEERH TERMEEEA |interaction O | O] O] O 6920,000]135000000 19.5 | 3,280,000( 100.0 B
1745 5 competition O | O| O | 4610,000]330,000000| 71.6 | 2,370,000| 100.0 A
1746 HE predation O | 3,450,000( 5,750,000 17| 365000| 732 o]
1747 HEARE mimicry O | 508,000( 3,100,000 6.1 77,500 14.9 [¢]
1748 ZIEDHEF coexistence of many species O O 49,700 15,100 0.3 412 0.9 D
1749 *7F coexistence O O | 3,900,000( 6,070,000 16 | 258000| 794 B
1750 HERERIHR L niche O|0]0O]|0O 10,800|33,200,000| 3074.1 377,000 61.8 B
1751 —vF niche O|O| O| O| 417000(33200000 796 | 377,000| 686 A
1752 ZyFDNE| niche separation O 2,750 30,500 11.1 6,950 0.2 D
1753 EX=wF fundamental niche (@] 403 30,200f 749 3220 o.1 D
1754 FER=—yF real niche O 159 11,600 730 268| 00 D
1755 MEBER character displacement O 1,330 62,200| 46.8 8670/ 03 D
1756 A REMRAIRE ecologically equivalent species | O | O 205 15900 776 307| 00 D
1757 18E disturbance O | O| 180,000{18,000,000( 100.0 | 1,070,000 50.8 B
1758 HEE predator O| O 627,000(32,000,000] 51.0 | 344,000| 695 A
1759 BEE prey O] O 20,300|38,900,000 1916.3 | 944,000/ 80.9 A
1760 HEEIHBEEMERBZ |predator prey interaction| O | O 614 313,000( 509.8 8,050 0.7 D
1761 BEWEHE food chain O| O 466,000| 8530,000] 183 | 288000| 268 B
1762 EBEE grazing food-chain O 1,170 88,700| 758 884| 02 D
1763 BEEH detritus food-chain O 1,870 83,900| 44.9 903| 02 D
1764 BB food web O| O 46,900| 2,620000| 559 | 255000| 94 B
1765 HAE symbiosis O| O 4,140,000| 5,680,000 14| 143000| 809 A
1766 AR E mutualism O|O|O]| O 101000 821,000 8.1 35000 36 o]
1767 FRIEE commensalism 0O|0]0O0]|0O 129,000| 284,000 22 9910 28 [
1768 =4 parasitism O|0] 0O 12,000,000| 2,700,000 0.2 | 124,000| 100.0 B
1769 BEE parasite O 56,000/15,900,000] 2839 | 843,000 415 [¢]
1770 BE host O 3,080,000|524,000,000 170.1 | 3,160,000( 100.0 C
1771 FEESR indirect effect O | O 7,140 490,000 686 | 195000| 4.2 D
1772 R competitive exclusion O| O 12,300/ 179,000| 14.6 32,000 10 o]
1773 i HEBR A competitive exclusion principle | O 3270 398,000| 121.7 3640| 08 D
1774 THDHIT habitat segregation O 21,600 24,900 1.2 5,560 05 D
1775 BlLybhiT food segregation O 505 1,920 38 510 0.0 D
HREROMBEEELIFIILT—DFRN AR | 0B | — | B |eoogle BAE |google HEE |~ BLE |google scholar [Index | EEEZR [aAVk

1776 E3ER ecosystem O| O| O O] 2820000(21,900000 7.8 | 1,370,000( 100.0 A
1777 IRiE environment O 1,240,000 1,260,000000f 1016.1 | 3,210,000 100.0 B
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1778 BEER environmental factors O 119,000 8,540,000 71.8 | 1,840,000 46.9 B

1779 FEMIRBEER abiotic environmental factors | O 6,510/ 210,000 323 2510 05 D

1780 EYNREER biotic environmental factors | O 33,500 57,500 1.7 679 07 D

1781 YEF action O 66,100,000 1,630.000000|  24.7 | 1,530,000 100.0 D fEH S
1782 BREMBAER environment formation | O [ O | O 5,520 4,800 0.9 590| 0.1 D fuB T TC
1783 EEE producer @) 675,000(254,000000| 376.3 | 375,000| 100.0 D T TA
1784 HEE consumer O 8,500,000|415,000,000f 488 | 1,980,000 100.0 D fth B 5T TA
1785 NiRE decomposer O 284,000| 248,000 09 15800| 54 D BT TB
1786 Ny DA Bergmann's law O 5,090 573 0.1 41| o1 D

1787 IRLF—DFRN energy flow O O | 5,470,000( 1,240,000 0.2 70,900 94.4 B

1788 B food web @) 46,900( 2,620,000 559 | 255000| 94 D fth B 5T TA
1789 FEERRE trophic level (@) @) 28,100 457,000 163 47,400 20 C

1790 —RHEEE primary consumer O 37,100 81,500 22 4240| 08 D

1791 ZHESE secondary consumer (@] 55,100 48,900 0.9 1,500 1.0 D

1792 ERHEESE tertiary consumer O 2,750 35600 12.9 414| 0.1 D

1793 IRILF—%hFE energy efficiency O[0O]O 145,000/ 13,000,000)  89.7 61,800| 25.1 A

1794 HHEESIYR ecological pyramid O O 6,290 32,800 5.2 393| 02 o]

1795 HEAHAESIUR production pyramid (@] 2,600 8,130 3.1 125 0.1 D

1796 MEEE matter production 0|00 | 0O 93,700 98,500 1.1 26,900| 22 o]

1797 MEIRX mass balance O O 28,500| 546,000 19.2 | 118,000( 34 D

1798 BHiE= biomass 0|00 | 0O 35,900 13,000,000 362.1 | 1,760,000 51.6 A

1799 SESE amount of production O|O0O|0O0]| O 564,000 688,000 1.2 5,620| 100.0 B

1800 REES gross production 0|00 |0O 707,000 65,000 0.1 8,150 120 o]

1801 MLEER net production O[O0]0O]| 0O 44,900| 281,000 6.3 23200 16 B

1802 PR E respiratory volume 0|00 |0O 69,600 12,500 0.2 1,750 1.2 o]

1803 WHWEE amount of grazed O[O|O|O 2,410 917 0.4 53| 00 D

1804 REE amount of growth 0|00 |0O 21,300| 1,300,000 61.0 18,100 28 D HEAZL
1805 ERE amount of food ingested [ O | O | O | O | 2,440,000( 134,000 0.1 2,320| 409 D HEAZ L
1806 F{LE amount of assimilation 0]l]0|]O|0O 18,600 20,200 1.1 344| 03 D

1807 THEHHE amount of indigestion O[O0]0O]| 0O 175 10,300( 589 24 00 D

1808 EREDHEHE amount of waste matter O 7 51,900| 74143 111 0.1 D

1809 ERE amount of death OO 294| 506,000| 1721.1 1170[ 09 D

1810 HEE amount of death 0|00 |0O 4,220| 506,000| 119.9 1170| 09 D

1811 RTE amount of death O (@] 0 506,000 o 1,170 09 D

1812 EERE productive structure O 16,900| 24,500 14 3950( 04 D

1813 [ 5 | B stratified clip method O| O 1,920 580 03 17| 00 D

1814 HEEEER productive structure diagram | O [ O O 6,360 10 0.0 5 0.1 D

1815 RER broad leaf type O 478 37,900| 793 27| o1 D

1816 ARFIE Poaceae type O 1,250 328 0.3 44| 00 D

1817 K& aquatic O[0O]O 66,200|23,800,000f 359.5 | 1,190,000 60.6 D

1818 WHIERE compensation depth (e} Ke) 1,610 21,000 130 4,060| 0.1 D

1819 EEEM eutrophic lakes O 8,140| 58800 72 13,300| 05 D

1820 FKE epilimnion O 26,700 58,700 22 11,800 07 D

1821 ERE thermocline (@) 7,320| 220,000 30.1 31,500/ 1.0 D

1822 KB hypolimnion O 3,240 73000 225 13,300| 04 D

HERREEMEHME R | B | — 22 [ B |eoogle BAIE |google HEE [ B L |google scholar [Index | EEER [aAVk

1823 EYMEHE biodiversity O| O| O] O [ 2300000|23300000] 10.1 | 920000/ 925 A

1824 BOZHM species diversity @) O 56,900| 2,700,000( 475| 549,000 146 D

1825 BERN species diversity O O 290,000 2,700,000 93| 549,000| 185 A

1826 PBEL H<EL disturbance 0|0 ]| 0O 180,000(17,900,000f 99.4 | 1,070,000 50.7 A

1827 ABEBE artificial disturbance O 893 5,070 5.7 990| 00 D

1828 ISR ELIR S T AAEACELE |Intermediate Disturbance Hypothesis [ O | O 1,250 29,600 23.7 3,950 0.1 D

1829 BIRHI S ERE genetic diversity OO O 76,900| 4,580,000( 59.6 | 788,000 220 D

1830 BIZFO SN genetic diversity @) 1,370,000| 4,580,000 33| 788000 436 A

1831 HERER ecotype O 22,800 282000| 124 34900 14 D

1832 HRROSHFNE ecosystem diversity O O | O | 1,260,000 82,800 0.1 6,570 212 o]

1833 HERRSHMN ecosystem diversity O 30,300 82,800 2.7 6,570| o038 D

1834 Bh countryside forests O O | 1,150,000 53,900 0.0 675| 19.3 D fhETTC
1835 FEEGF deleterious genes O 1,850 16,300 8.8 3430 o1 D

1836 TR Allee effect O O 672 50,100 74.6 5470 02 D

1837 ek extinction O| O 4,070,000 22,200,000 55| 733,000( 100.0 B

1838 SHRE fragmentation O O 13,200| 9,530,000 722.0 | 747,000 286 B FEETMBEAZLY
1839 Mzt isolation (@) 67,900|76,800,000 1131.1 | 3,060,000( 100.0 D fEA S
1840 RETHE AR local population O 1,420| 4,140,000 29155 | 196,000( 102 D

1841 R inbreeding depression OO 42,000| 182,000 43 25300| 14 D

1842 EEDE Extinction Vortex O] 0 268,000 10,500 0.0 691| 45 D

1843 ARSRGREEE ADswREs [Demographic stochasticity O 273 66,100| 2421 6,590 02 D

1844 SV EAEY alien plants O 126,000| 117,000 09 12,100| 25 D

1845 HhEEY alien species O| O| O] O 1210000 897,000 0.7 32,600 222 C

1846 HESNKEY invasive alien species O 256,000( 194,000 038 10,900 48 D

1847 EMEHREEN Biodiversity Treaty O 272,000 37,100 0.1 671| 46 D

1848 HhERRERE global warming O | 2,620,000111,000000] 42.4 [ 233,000| 100.0 o]
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1849 EmDER origin of life 0O|0]0]|0O 98,300( 2,400,000 24.4 33,600| 6.2 A
1850 i34 evolution O O 10,800,000(275,000000f 25.5 | 2,930,000 100.0 A
1851 FIRAR primitive atmosphere O 6,060 15,800 26 1,660 0.2 D
1852 RiaiEE primordial ocean O 59,100 57,100 1.0 878 1.1 D
1853 BRELR spontaneous generation O 11,000/ 267,000] 24.3 15,400| 09 D
1854 (A== 3[4 chemical evolution O|O0]0O]|O 16,300 839,000| 51.5 12,300( 19 A
1855 25— Miller O | O O | 2,050,000 430,000,000 209.8 | 2,710,000 100.0 D HEMNZN
1856 BOKME L hydrothermal vent O O 22,500 253000 11.2 15,600 1.1 o]
1857 aA7EILR—} coacervate O (@] 6,370 31,900 5.0 2,720 0.2 D
1858 Ai8—)> Oparin O 10,200( 77,400 76 5280| 04 D
1859 )T5R—)L mariguranules O 1,380 2 0.0 1| 00 D
1860 HEEER self-replicating system O 24,100 96,700 4.0 888| 06 D
1861 BoEE self-replication O | 461,000 163,000 0.4 12,700| 82 [¢]
1862 RNAT— LK RNA world O|0]0O]|O 7,750/ 189,000| 244 12,400( 07 o]
1863 DNAD—JLF DNA world 0O|0]0O0]|0O 1,200 14,000 117 1,070 o.1 D
1864 TRIEAEY archaeorganism O 556 130 0.2 39 0.0 D
1865 HiEH% common ancestor 33,200( 3,230,000 97.3 138,000| 82 B
1866 FEEY prokaryotes O|O0O]|]O|O 732,000| 3,400,000 46 8,000| 180 A
1867 LFE RS chemosynthetic bacteria | O 3,900 17,500 45 1,140 o1 D BT TC
1868 FE KR photosynthetic bacteria O 51,400 180,000 35 26,100 1.6 D fth BT TC
1869 STFI/INGTI)T cyanobacteria 0O|0]0]|0O 73,700| 3,010,000 408 | 111,000 8.1 B
1870 % blue green algae O 23,600| 1,250,000| 53.0 72,000 37 D
1871 ZAbATRSAE stromatolite O0|0]|0O 15,200 77,000 5.1 5670/ 05 D
1872 FREHE aerobic bacteria O 16,600( 294,000 17.7 38,000| 14 D BT TC
1873 MR anaerobic bacteria O 23,400| 587,000( 25.1 98,100 30 D
1874 EREY eukaryotes O| O] O O] 1060000 57130000 48 | 264,000| 306 A
1875 HHRaRN AR endosymbiotic theory O O 4,160 49,000 11.8 1,320 02 D
1876 RN L endosymbiosis O 16,000( 151,000 9.4 12,400( 07 B
1877 HAEHR symbiotic theory O|O] O 8,390 3,940 05 456 0.2 D
1878 H=Prd mitochondria O O | 542,000( 8260,000| 152 | 884000| 375 o]
1879 ERE chloroplasts O O | 118,000| 2,550,000 216 | 116,000 8.2 [¢]
1880 Hik lineage O 22,800,000 27,600,000 12 | 537,000 1000 B
1881 B R geological age O0|0]0]|0O 105,000 71,900 0.7 8470 20 D
1882 WiLR microfossil O 39,600 80,400 20 12,700| 10 D
1883 TELRR index fossil O] O O 9,320( 31,700 34 1,770 02 D
1884 RAEER facies fossil O O 34,200 2,200 0.1 135 06 D
1885 EETVSIER living fossil O0|0]| 0O 25200 462,000 183 7610 13 D
1886 =FEhR trilobite O O 75,200 1,150,000| 153 11,200| 34 o]
1887 2X)F fusulina O 7,240 9,020 1.2 698| 0.1 D
1888 A5 archaeopteryx O O 82,000| 295,000 3.6 5460| 19 D
1889 EZlinkxy) multicellular organisms | O | O O 176,000| 867,000 49 49,500 52 A
1890 KHUT) TR Precambrian era O|0]|0O 12,700 26,700 2.1 1,010| 03 D
1891 SHOERE snowball earth O] O 24,100| 111,000 46 2,600 06 D
1892 ITATHS Ediacara O 18,500( 40,500 22 1920 04 D
1893 ITATHhTEYEE Ediacara biota O|O0]|0O|O 7,450 9,200 1.2 479| o1 D
1894 HUID)THROBH Cambrian explosion O 50,900 290,000 5.7 7,750| 15 B
1895 N TVTRDKEHE  [Cambrian explosion O 43,300 290,000 6.7 7,750/ 13 D
1896 HUIT)TRKIGH Cambrian explosion O| O 6,270| 290,000| 46.3 7,750| 0.7 D
1897 =K era O |58,600,000|625,000,000 10.7 | 3,010,000 100.0 D HEA L
1898 EE Paleozoic O| O| O 375000 808000 22 48500 84 A
1899 hAER Mesozoic 0O|0]0]|0O 522,000 1,110,000 2.1 62,900 11.6 A
1900 AR Cenozoic O| O] O| O] 1500000 656000 0.4 58,600 27.1 A
1901 #C period O O | 3,600,000(802,000000| 222.8 | 3,320,000| 100.0 D HEAS N
1902 IN—TT AENEE Burgess shale fauna oO|lOo|[O|O 10,200 6,070 0.6 445 0.2 D
1903 ESTEWE . FolvoBiE |Maotianshan Shale fauna| O | O 5,240 6,390 1.2 16 0.1 D
1904 EHEY vertebrates O 1,070,000| 7,800,000 73| 392,000 37.4 C
1905 A fishes Ol O O | 3,260,000{27,300,000 8.4 | 840,000| 100.0 B
1906 itk agnatha O|O0]| O 15,200 68,400 45 3620 04 D
1907 EERE teleost O 38,200| 575,000( 15.1 70,600 238 B
1908 RERE cartilaginous fish O 39,200 97,100 25 4,770 09 D
1909 fE E~DEEH conguest of land O 45,900 148,000 3.2 1,300] 10 D
1910 P ESEH conquest of land O O 3,640 148,000 40.7 1,300 03 D
1911 FIVE ozone layer O0|0]| 0O 282,000| 2,130,000 7.6 41,400 89 B
1912 IvII=F Cooksonia O O 776 8320( 107 591| 00 D
1913 A9FFRTH Ichthyostega O 6,590 26,400 4.0 859 0.2 D
1914 A KEY) pteridophytes O O 92,400| 126,000 14 14,300| 20 o]
1915 AR amphibian O O | 970,000 4,880,000 50| 128000 264 B
1916 = embryonic membrane [oR O] 8,370 11,300 14 1,170 0.2 D
1917 ¥R amnion O | 412,000| 373,000 0.9 27,100 79 [¢]
1918 IFRENFaofE TeRH |reptiles O] O O | 1,810,000(26,600,000| 147 | 212,000| 780 B
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1919 ETIEY Spermatophyta O 104,000| 553,000 5.3 47,800 35 D fth 85T TC
1920 BRFIEY gymnosperm O] O O | 358000 265,000 0.7 15,300| 6.7 B
1921 HWFHEY angiosperm 0| O O 956,000 657,000 0.7 46,100 17.8 B
1922 BE dinosaur O | 3,160,000/36,700,000] 11.6 41,300| 1000 C
1923 BEE dinosaur O 5,220|36,700,000| 7030.7 41,300 619 D
1924 BT ichthyosaur O 31,300 106,000 34 1530 07 D
1925 BE pterosaur O 96,000| 287,000 3.0 2210| 21 D
1926 B birds O O | 2,670,000|273,000000] 102.2 | 2,170,000| 100.0 B
1927 THELEE mammals O] 0 O | 2,090,000/89,400,000] 42.8 | 1,450,000| 100.0 B
1928 ESE marsupial O O 87,100| 889,000f 102 29,300| 34 D
1929 BALE monotreme @) 76,000| 129,000 1.7 3810 15 D
1930 GLEEEE eutherian e) 75,600 130,000 1.7 16,800| 18 D
1931 FUEFAR ammonite @) O | 139,000 372,000 2.7 12,400| 31 C
1932 KEHR mass extinction O [eRKe) 73,100( 1,260,000 17.2 19,200( 36 B
1933 EXvLE biota O 1,730,000| 4,790,000 28| 162,000 395 D
1934 HiEE coevolution O @) 37,200 785000| 211 57,200 29 D BT TB
1935 ERE primates 0|00 |0O 371,000| 9,960,000 26.8 [ 387,000 292 A
1936 EAR anthropoid O| O 232,000| 340,000 15 18,000 47 B
1937 Bt AT 155t Mt |opposable thumb 0| O 1,800(  66,400| 36.9 2070 02 D
1938 SRR stereopsis O 148,000 77,900 0.5 5990 27 D
1939 BEIIZRHIT erect bipedalism 0|0 ]| 0O 33,000 1,450 0.0 105| 06 D
1940 KIZEETL foramen magnum O| O 23,600 115,000 49 12,900 08 D
1941 R i supraorbital ridge O O 12,000 8,680 0.7 1,090 02 D
1942 HEMLY mentum @) 64,100| 167,000 26 26,100 18 D
1943 AN human race O | O] O] O [20000,000(13400,000 0.7 | 151,000| 100.0 B
1944 FIANSOETHIR Australopithecus O| O 35100 487,000 139 11,500| 16 C
1945 FIANSOETHREE  |Australopithecinae O 5,330 4,950 0.9 806| 0.1 D
1946 SIERIEAN Australopithecus ramidus (@] (@] 11,200 5,460 0.5 424 0.2 D
1947 BA ape man O 579,000 315,000 05 3900| 102 D
1948 FEA primitive man O | 355000 304,000 0.9 29,000/ 69 D
1949 IBA paleoanthropic man O 275,000 227 0.0 8| 46 D
1950 HRE-ILIRR Homo erectus @) @) 12,000| 1,510,000 1258 14,900| 30 C
1951 FTUTIVA—ILA Neanderthal @) O | 123,000|15400,000| 1252 22,800 28.1 C
1952 REHEIVR Homo sapiens @) O | 251,000| 7,170000| 286 | 137,000| 184 A
1953 Ek Homo sapiens O | 4,810,000 7,170,000 15| 137,000| 100.0 B
1954 T EDE ] modern man (@) 782,000 1,750,000 22 52,500| 168 D
LD LLA K| BT | — | B E |google BAEE |google TEE | %K.~ H L [google scholar |Index | EEERE a4k
1955 3[4 evolution O | O | O] O [10800,000(275000000 255 [ 2,930,000| 100.0 A
1956 ] variation OO O | 3,110,000/91,400,000] 29.4 | 3,110,000 100.0 A
1957 ZFREiR variation curve O 111 5070| 457 966| 00 D
1958 [LE pure line e) 36,400| 112,000 3.1 6,440 09 D
1959 BELE environmental variation O|O0O|0O0]| O 23,600/ 188,000 8.0 53,600 1.6 C
1960 BIGHER genetic variation [eRKe) O 51,600| 4,290,000( 83.1 | 1,180,000 27.7 B
1961 RRER mutation O | O | O | 1,650,000(25600000 155 | 2,580,000/ 100.0 A
1962 TALTEK mutant O 265,000(33,500,000 126.4 | 2,410,000/ 100.0 B
1963 RREED mutation theory O 47,100 35,000 0.7 4780 09 D
1964 BIEFRAZE gene mutation O @) 24,900| 900,000| 36.1 107,000 37 D
1965 FRERERER chromosomal mutation | O O 28,000 31,600 1.1 3,180| 06 D
1966 TEXE unequal crossing over O 931| 304,000( 3265 8,600 07 D
1967 BIEFEE gene duplication 0| O 14,100| 508,000/ 36.0 83,000 25 B
1968 B substitution 1,620,000/17,800,000|  11.0 | 1,260,000| 77.7 C
1969 R deletion O O | O| 211,000[28000000| 132.7 | 1,120,000| 689 C
1970 EA insertion 2,670,000(29,700,000f  11.1 | 1,210,000{ 100.0 C
1971 peayiva inversion OO 36,500(12,900,000| 3534 | 455000 29.7 C
1972 Ex: duplication O O | O | 4,290,000(12,900,000 30| 302000 980 C
1973 SLEE translocation O O] O 39,300( 7,240,000| 184.2 | 753,000 253 C
1974 HEARH base number (@) 10,900| 94,700 8.7 6,650 05 D
1975 EHE heteroploid O O 47,200 17,800 0.4 2990| 09 D
1976 Bt heteroploidy (@) 73,100| 124,000 1.7 1040 14 D
1977 [EEGS polyploid O[O]|O 18,800 336,000 17.9 39,500 15 B
1978 B polyploidy e) 27,500| 433,000 157 35800 18 D
1979 23 competition O 4,630,000{330,000000f  71.3 | 2,370,000 100.0 B
1980 BRHE intraspecific competition O 40,400| 139,000 3.4 27,300| 14 ]
1981 B—pq12 Darwin 0]0|0O|0O 587,000|35,700,000 60.8 | 392,000| 758 B
1982 BARIR natural selection O[O0]0O]| O 57,800/10,700,000f 185.1 | 1,300,000 405 A
1983 BREX natural selection O 321,000{10,700,000)  33.3 [ 1,300,000| 44.9 D
1984 BIRE selection pressure (@] 14,6001 431,000 295 186,000 4.1 C
1985 i species O O 1,370,000/ 219,000,000| 159.9 | 3,070,000| 100.0 A
1986 IS E fitness O O 33,600682,000,000{20297.6 | 1,100,000 100.0 B
1987 I adaptation O| O 3,330,000(61,200,000f 18.4 | 2,620,000 100.0 A
1988 B adaptive evolution O| O 17,300 280,000 16.2 41,000 14 D
1989 RS R adaptive radiation 0]0|]O]|0O 14,100| 378,000 26.8 40,500| 15 B
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1990 HERE mimicry [eRKe) 508,000| 3,210,000 6.3 77,600 15.1 o]
1991 TREIR sexual selection ©) O 27,100 888,000| 328 | 164,000 47 C
1992 HEEX sexual selection O 55,400 888,000 16.0| 164,000 5.1 D
1993 Hik coevolution 0]l]0]| 0O 37,200| 784,000 21.1 57,200| 29 B
1994 INEETE microevolution O| O O 7,580 277,000 36.5 14,900 038 D
1995 Kk macroevolution O| O O 80,400/ 333,000 4.1 13,900 2.1 (¢}
1996 TR industrial melanism (ol el Ke] 14,300f 23,300 1.6 1,650( 03 D
1997 HHERE homologous organ O|[O]| O 5,650 15,400 2.7 372 o1 D
1998 FALBE analogous organ O|0O0| O 2,130 5,030 24 181 0.0 D
1999 EHERE vestigial organ O| O 5,510 25,400 46 824 o1 D
2000 IR L convergent evolution OO 972| 438,000 4506 51,400 1.6 D
2001 AU convergence O 129,000{15,000,000f 116.3 | 1,150,000 46.3 D HEFHENZL
2002 FEREDR recapitulation theory ©) 6,360 28,200 44 1,610 02 D
2003 BAAREGR use and disuse theory O| O 48,000 17,300 0.4 47 0.8 D
2004 EREEDER inheritance of acquired characteristios | O 5730 418,000| 729 3660 09 D
2005 BEFI—IL gene pool ol el e 19,400( 2,380,000| 122.7 66,900| 54 B
2006 B FHEE gene frequency 0|00 ]|O 34,900| 186,000 5.3 28,000 14 B
2007 BIZHIFEE genetic drift O[O0]|0O]|O 17,600 682,000 388 82,600 238 A
2008 BEIEFEE genetic equilibrium O 291 30,500| 104.8 3,360| 0.1 D
2009 N—T =T AR LY T |Hardy-Weinberg equilibrium 782 252,000( 3223 55,900 1.4 B
2010 N—F4— TR LY %8 |Hardy-Weinberg law O|O0|0O]| O 12,400( 22,100 18 2390| 03 D
2011 (G5 isolation 0|0 ]| O 3,670,000(76,800,000)  20.9 | 3,080,000/ 100.0 B HEMNZN
2012 Hh 3 1 P geographic isolation O|lO0| O] O 4,180 462,000/ 1105 21,700 12 B
2013 HESERFREE reproductive isolation O]0|]0O]|0O 5,780| 284,000| 49.1 47,900| 14 B
2014 EYFiE biological species O 73,500| 277,000 38 37,400 23 D
2015 VAEDE bottleneck effect O O 2530 40000| 158 4200 02 D
2016 Eaik speciation O[O0|0O]|O 50,400| 4,480,000 889 | 242,000( 123 A
2017 EES L allopatric speciation O 10,700 84,400 7.9 8,090, 05 D
2018 FRIFTHIFES L sympatric speciation O 1,570( 101,000( 64.3 9,040| 03 D
2019 SFEIE molecular evolution O[O]| O 63,700| 1,800,000/ 28.3 | 381,000 104 A
2020 2 FEEET molecular clock 0|00 ]|O 8,230| 273,000| 332 39,000) 1.2 o]
2021 T (b neutral evolution O| O 5,730 67,800 11.8 8310 03 D
2022 s neutral theory ©) Ol O 14,400 120,000 8.3 14,900| 07 C
2023 ANEE Motoo Kimura O[O]O 12,600 20,800 1.7 1,180 03 C
EMDDFEERI K| BB | — 2| B2 | goosle BAIE [google HEE [H. HLL |google scholar |Index | EEERE (34

2024 R lineage O | O| O| O |22800,000(29,000,000 13| 537,000/ 1000 A
2025 k] classification O | O| O| O |14800,000(109,000000 7.4 | 3,060,000| 100.0 A
2026 E o phylogenetic tree O[O0]|0O]|O 103,000| 2,010,000 195| 235000 9.0 A
2027 R EE systematics O| O 136,000 3,980,000 29.3 [ 508000 17.4 A
2028 ANBSEE artificial classification O] 0 2,900 10,600 3.7 1,330 o1 D
2029 BN natural classification O| O 4,920 60,600 12.3 7,580 0.3 D
2030 HE unity O 240,000(111,000000| 462.5 | 1,080,000| 100.0 B
2031 ZrtE diversity (@) 3,990,000|230,000,000 57.6 | 2,330,000 100.0 B
2032 iE species O | O| O] 1,320,000/222,000000 168.2 | 3,080,000| 100.0 A
2033 RiaE primitive character O 384 37,900/ 98.7 7940, 02 D
2034 IRERE derived character O 1,870 37,100/ 1958 6,900 0.2 D
2035 HREDEHDIT character weighting O 208 9,260 445 2,680 0.1 D
2036 1R homology O 26,200,000/ 8,500,000 03| 821,000( 100.0 D
2037 =LA analogy O 19,800,000( 15,100,000 0.8 | 548,000( 100.0 D
2038 RS EE cladistics @) 4,820 364,000 755 33500 1.2 D
2039 2 F Rt molecular phylogenetic tree O O 11,800 7,260 0.6 1,630[ 02 D
2040 UPZS Linne O| O 59,400| 8210,000| 138.2 23,400| 151 D
2041 24 scientific name O] 0 O | 2,980,000( 3,100,000 1.0 37,800 555 B
2042 —&k binomial nomenclature O|O| O O 249000 208000 038 2200| 45 C
2043 B4 generic name O | O| 277000| 3310000 11.9 57,100 111 o]
2044 ENA specific name O[O0|0O]|O 33,000| 391,000 11.8 30,700 1.7 C
2045 & Japanese name O| O O 758,000| 379,000 05 4,660 133 o]
2046 SEER taxon ®) 238,000( 9,420,000 39.6 | 195000| 229 B
2047 B genus O | O| O O |38900,000(27,900,000 0.7 | 1,730,000 100.0 B
2048 Fl family O| O| O O [109,000,000|2010000000 18.4 | 3,100,000/ 100.0 B
2049 B order O | O| O | O |35000,000(2090000000 59.7 [ 2,850,000| 100.0 B
2050 # class O| O | O O 2850,000(109000000 3825 | 2,170,000 100.0 B
2051 ] phylum O | O| O| O |15500,000( 6,980,000 05 64,100 100.0 B
2052 L kingdom O | O| O| O |39,000000(670,000000 17.2 | 2,220,000| 100.0 B
2053 RAL> domain O| O| O| O 3810,000|271,000000{ 71.1 | 2,820,000/ 100.0 A
2054 3RAL three domain ©) O 5840 473000/ 81.0 85000| 23 o]
2055 three domain theory O| O 2,680 7,870 29 15 0.1 D
2056 five kingdom theory Ol 0| O 62,500 525 0.0 4 1.0 D
2057 three kingdom theory O| O 884 9 0.0 3 0.0 D
2058 R two kingdom theory OO 19,300 3,790 0.2 43| 03 D
2059 H—= Woese O 34,800| 213,000 6.1 27,100 14 D
2060 FEREY prokaryotes ©) O | 734,000 3,400,000 46| 108000 19.7 D fh BT TA
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2061 EREY eukaryotes O O | 1,050,000( 5,030,000 48| 264,000 303 A
2062 mHE archaebacteria O|O| O 80,100 262,000 3.3 20,500 2.1 D
2063 7—%7 archaea @) @) 12,400| 6,970,000| 562.1 60,900| 1238 A
2064 HE bacteria O|0]| O 5,390,000 | 104,000,000 19.3 | 2,400,000 100.0 A
2065 INGTFYT bacteria O O | 914,000/104,000000| 113.8 | 2,400,000 100.0 C
2066 BN AL domain bacteria O O 1,570 50,100/ 31.9 4100 02 D
2067 HHBERAY domain archaebacteria | O O 12,200 647 0.1 17| 02 D
2068 T—XTFRA domain archaea 329 52,700| 160.2 2,480 0.1 D
2069 EREYEAY domain eukaryota O O | O | 328000( 2,910,000 8.9 198 103 D
2070 BAEEYR Protista O[0O]O 645,000 625,000 10 10,800| 120 C
2071 EYR Plantae O[O]|O 868,000( 2,220,000 2.6 11,700 184 C
2072 MR Animalia O[0O]O 489,000| 6,500,000/ 13.3 15,100 19.2 C
2073 N Whittaker O 1,610( 4,870,000| 3024.8 | 126,000 102 D
2074 RiZEMR Procaryotae O 863,000 3,420 0.0 366| 144 D
2075 ERTHR Monera O] 0 4,880| 230,000| 47.1 3680 o5 D
2076 EHR Mycota O|lO]| O 30,400 59,300 20 8,000 07 D
2077 FEBHE photosynthetic bacteria O 51,600| 179,000 35 26,100 1.6 D fhETTC
2078 ~0074)la chlorophyll a O O 25900| 760,000 29.3| 201,000 50 D BT TB
2079 ~0a74)lb chlorophyll b O 3280 99,700/ 304 16,700 05 D fBE T TC
2080 AZT)F4~0074)L  |bacteriochlorophyll O 4320| 86,600) 200 12,000| 04 D
2081 LFERMEE chemosynthetic bacteria O 3910 17,600 45 1,140| 0.1 D fuB T TC
2082 LA BIRILEBEEY |chemosynthetio autotrophic organisms | O 958 80 0.1 4 o0 D
2083 HEBIRIIFEELEY photosynthetic autotrophic organisms | O 3,940 819 0.2 18 0.1 D
2084 [REEY protist OO O | 294,000 357,000 1.2 23500 59 D
2085 REEY protozoa O] 0 153,000| 8,530,000 55.8 | 152,000( 19.3 D
2086 T A—/\§E Amoebida O 1,780 13,400 75 1440 o1 D
2087 WHERLE Ciliata O| O 146,000| 186,000 1.3 21,700 3.1 D
2088 WERE Flagellata O|O 89,500 29,300 0.3 3240 16 D
2089 HEE Myxomycetes O| O 4350 191,000 439 5550 05 D
2090 EREE Myxomycetes O 6,270| 191,000 305 5550 05 D
2091 EHE slime mold O 29,300 230,000 7.8 17,000 1.2 D
2092 FHR TR cellular slime mold O 19,000 30,400 1.6 4910 04 D
2093 FERK fruit body O] O 39,300 76,400 1.9 7,980| 09 D
2094 DR 48 Oomycetes OO 4240| 141000( 333 15600| 06 D
2095 WeEF zoospore O| O 9,400 68,500 7.3 11,900 0.5 D
2096 FESE algae OO O | 1,240,000/19,500,000] 157 | 812,000 66.7 B
2097 TARE HEER diatom O 18,900| 841,000 445 | 105000 35 D
2098 SRYLUEE Euglena O 1,060( 298000| 281.1 27,500/ 1.0 D
2099 BEERE Dinoflagellate O 7,700| 351,000/ 456 37,000/ 1.3 D
2100 B Phaeophyceae O| O 18,500 125,000 6.8 10,700| 07 D
2101 FESE Rhodophyceae 0|0 ]| 0O 15,500 50,200 32 7,620| 05 D
2102 o] Chlorophyceae O[0O]O 27,500 151,000 55 21,000 1.1 c
2103 T YEE /v PYE |Characeae 0|0 ]| O 1,670 25,000| 150 3870[ o.1 D
2104 HEREY photosynthetic organisms | O 22,100| 319,000( 144 28,800| 1.4 D
2105 EXES main pigments O 2,190 4,540 2.1 897 0.1 D
2106 [l ui=ES accessory pigments O 2,490 48200| 194 4740 02 D
2107 Y plant OO O |93,700,000 (384,000,000 4.1 | 2,330,000( 100.0 A
2108 DFISB cuticular layer @) 4,440 11,100 25 3020| o1 D
2109 TEn 5 AR apical meristem O 28,500| 206,000 72 25500 1.2 D fth 85T TB
2110 a7 HEY Bryophyte O[O0]0O]| 0O 39,400 235,000 6.0 18,600| 14 c
2111 L NEY Pteridophyte O|O0O|0O]| O 92,700 71,500 0.8 5990 18 ]
2112 BFEY Spermatophyta O[O0]0O]| 0O 104,000| 553,000 5.3 47,800 35 C
2113 HEERIEY Tracheophyta O| O 101,000| 115,000 1.1 1250( 19 D
2114 o spore O| O 347,000 7,550,000 218 | 229,000 222 D
2115 FE sporophyte O[O]|O 14,500 192,000 132 12,800| 08 D
2116 [RIERES gametophyte O[O]|O 13,200 275000| 20.8 23,400 1.1 D
2117 HER life cycle 0|0 ]| 0O 64,400(15,400,000| 239.1 [ 1,720,000| 55.4 D
2118 AR alternation of generation| O | O 358,000( 115,000 0.3 461 6.2 D
2119 AR alternation of nuclear phases [ O | O 4,940 2,500 05 46 o1 D
2120 HEER vascular bundle O (@) 169,000 82,200 05 14,900 32 D
2121 FIESLS prothallium [eRKe) 9,010( 140,000 155 958| 04 D
2122 BRFIEY gymnosperm O|O| O| O 360000 264000 0.7 15400 6.7 C
2123 WFAEY angiosperm O|O|O| O 959000 656000 0.7 46,200 178 C
2124 BEZRE double fertilization O 5,130 58,800| 115 3610 02 D fhEi T TC
2125 g fungi @) O | 1,760,000|24,800,000{ 14.1 | 1,480,000| 953 A
2126 B hyphae O| O 234,000| 669,000 2.9 81,500 64 D
2127 Ho R extracellular enzyme O 1,890 67,300/ 35.6 14,000| 04 D
2128 WERE Mastigomycetes O 652 372 0.6 55| 00 D
2129 SRS Zygomycota O| O @) 3480| 78500 226 4640[ 03 D
2130 S OLRAELE Glomeromycota (@] 8 49,700| 6212.5 3,410 0.1 D
2131 FEREE FOSELE [Ascomycetes O] O O 93,900| 240,000 2.6 30,200| 25 D
2132 BFEE Basidiomycetes 0|0 @) 15200 244,000 16.1 31,600 12 D
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2133 EaRT zygospore O 1,790 31,300 175 2450| o1 D
2134 EERTE zygosporangium O 4,610 7,970 1.7 124 o1 D
2135 FERT ascospore O 27,500 79,300 29 13.800| 08 D
2136 BF3R basidium O 2,340 39,300/ 168 3300| 02 D
2137 HEFEF basidiospore (@] 2,800 32,800 11.7 4490 02 D
2138 [Z3535) yeast O 2,000,000{33,200,000( 16.6 | 1,910,000( 100.0 D
2139 hK5E lichen 0O|0]| 0O 81,800| 3,450,000 422 | 144000 95 [
2140 EiLy] animal (OB Ke) QO |54,500,000|201,000,000 3.7 | 2,920,000 100.0 A
2141 2 Y¥EE REE Y E R |Choanoflagellate Ol O 19,000 33,500 18 1,960 04 D
2142 BIEEY parazoa O 22,500 35,800 1.6 515| 04 D
2143 —_IREEY Diploblastica O|O0]| O 2,470 1,260 0.5 70 00 D
2144 ZEEHY Triploblastica O O 1,880 30,200( 16.1 117| o1 D
2145 AR coelom O| O 339,000/ 138,000 0.4 10,300| 6.1 D
2146 Bk true coelom O 11,800 14,200 1.2 220 02 D
2147 LN pseudocoelom O 643 25900| 40.3 935| o1 D
2148 BEHBY invertebrate O 435,000| 6,910,000 159 | 340,000| 244 D
2149 EIREY sponge O|O0]|]0O|O 29,700|31,200,000| 1050.5 | 215,000| 56.1 [¢]
2150 IR EN cnidarian O|O0O]|]O|O 417,000 157,000 0.4 9,700| 7.4 [¢]
2151 [I=]=Ek7) protostome 0O|0]0]|0O 31,100 63,900 2.1 3620 07 D
2152 TEERENY lophotrochozoa O| O 34,700 58,200 1.7 1,970 07 D
2153 &ty ecdysozoa O| O 2,660 140,000 526 4010/ 03 D
2154 RBREWM. ~AREY |Platyhelminthes O|O| O| O 202000 1450000 7.2 17,500 6.1 o]
2155 BRI R |Annelida 0O|0]0]|0O 222,000 1,900,000 8.6 28,900| 7.3 C
2156 REBIE segment structure O 11,700 11,200 1.0 1,190| 02 D
2157 BRAEYP BIAEY |Mollusca O|O| O O 513000 3090000 6.0 93,100 153 o]
2158 HRBYMEHREY |Arthropoda O|0]0O]|O 58,000| 2,440,000 42.1 34200 56 o]
2159 44 molt Ol O 1,740,000( 1,900,000 1.1 104,000| 33.9 D
2160 RS REEY |Nematoda O|0]0O]|O 69,600| 786,000( 11.3 51,000 33 o]
2161 REE protonephridium O 33,100 5,550 0.2 364| 06 D
2162 W EY Trochelminthes O 2,850 3,500 1.2 96 o1 D
2163 BE nephridium O 7,250| 26,100 3.6 1,600 02 D
2164 NESENER mantle O 69,400(15,300,000| 2205 | 206,000| 30.1 D EEFHELNZWD
2165 —HRESE Bivalvia O 14,800( 372,000 25. 39,800 15 D
2166 B4 snail O 7,160/ 14,600,000( 2039.1 169,000| 27.3 D
2167 BERSE Cephalopoda O 75,600| 223,000 29 15900| 1.9 D
2168 N==prd trochophore O 1880 42900 228 3760| 02 D
2169 e Crustacea O 526,000( 1,450,000 28| 169,000 140 D
2170 HJEHE Araneida O 26,400 23,600 0.9 3900| 05 D
2171 BERfE Insecta O 205,000( 1,650,000 8.0 86,800 76 D
2172 YATHE Diplopoda O 1,460/ 108,000( 74.0 8560| 03 D
2173 LNTHE Chilopoda O 3300 90,100( 27.3 7,240| 03 D
2174 FOEY deuterostome O|O0|O]|O 48,800 49,600 1.0 4940 10 D
2175 TR MEEY |Echinodermata O| O] O| O 340,000 1,610,000 47 26,300 838 [¢]
2176 KEZR water—vascular system O 6,290 35,800 5.7 1,480 0.2 D
2177 BEE tube feet (@] 24,500 74,400 3.0 4110| 06 D
2178 RREY protochordate O|O0]| O 115,000 23,400 0.2 2530 20 D
2179 R notochord O 598,000( 263,000 0.4 28,600 109 D Ho BT TC
2180 ERBYMEFRBY |Chordata Ol O 214,000( 3,570,000 16.7 36,600 10.1 o]
2181 EHETY vertebrate O| O] O| O] 1,070,000 9,320,000 87| 597,000 433 B
2182 K vertebral column O 1,070,000| 473,000 0.4 36,600 192 D
2183 EREER tubular nervous system O 2,270 4,480 20 83| 00 D
2184 EEE Agnatha O 7,930| 68,500 8.6 3630| 03 D
2185 O Gnathostomulida (@] 61,700 26,000 0.4 1,160 1.1 D
2186 ot Pisces O O | 3,230,000( 14,800,000 46 88,500| 80.0 o]
2187 RERE Chondrichthyes O O 39,700| 188,000 47 9,150| 1.1 D
2188 EERE Teleostei O O 38,500( 419,000 109 40,100 20 D fh# 5T TB
2189 SESD swim—bladder O 3480| 190,000( 546 10,900| 06 D
2190 mEEY tetrapod O 280,000| 402,000 1.4 16,700/ 56 D
2191 AR Amphibia O O | 974,000 1,050,000 1.1 56,900 189 [¢]
2192 EJ ] Amniota O 7,590| 107,000( 14.1 2,150| 03 D
2193 [E3::E 0 3= Reptilia O O | 1,740,000( 1,030,000 0.6 44,800 315 [
2194 5% Aves O O | 2,880,000( 7,450,000 26 95,900| 620 o]
2195 ek Mammalia O O | 2,080,000 2,530,000 1.2 84,400 403 C
2196 BILEE Monotremata O 75,600 86,100 1.1 3260| 15 D
2197 ARE Marsupialia O 85,900| 108,000 1.3 11,600 1.8 D
2198 BEE Eutheria O 9910| 262,000 26.4 4350 07 D
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