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Fit in 1F
p.11 | mutation TN 521TH HARANSEECEEDRAE BAANEEBEEESDHRET
p.12| variation TH 524TH HARANSEEEFEEDRAE HARAANSEEGEFESDHET
p.13 | 11478 kineochore kinetochore
p.24 | EETH51TH G. T. Avery 0. T. Avery
p.25| 1902~1909mM A% Beteson Bateson
p.25 | THB2{TH cerevisae cerevis i ae
p.66 | HERI4TH 19tfc e 20t iR
p.712 | BREADIE TAENZS TAZEEAZS
p.83 | HEDERBAX41TH S EEFRAEE BEEEFRAS
p. 101 EE1147H fHratE R pE
p. 107 #MEEHETOT 11—l BhEi% Bh#k
p. 122 HE217H, 44TH T E EEEX
p. 126 2{TEmutagenesisDixnH Sa—4CIRA4R Sa— 49T RAA4R
p.133 DNA-DNANA DB A E— a3V DEEE DNA-RNA hybridization DNA-DNA hybridization
p.133 DNA-RNA \A JYHFAF—L 3 VDEEE DNA-DNA hybridization DNA-RNA hybridization
p.143 1478 monoal lel icDiEH E/ 7=y ¥/ 7=V
p.236 EFEDNAT—H/\4 EEEDNAT—%H /32 Databanks EFEDNAT—Z2 R—X Database
p.236 BADNAT—%H/\14 Databank Data Bank
p.248 THH2IEEH 245 /) LBEEEER 245/ LB
p.249 1478 NVF U L UERR NIFU MU
p.250 EKR147H Heamophi lus Haemophi lus
p.250 HETH,HITH transcriptiome transcr iptome
p.272 2T MEMEEHHERIU
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(p. 62, 68, 69, 188, 204, 205, 208, 216)

JAYRA4 VT F—iN—
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(T3 FEEYF) OFEEFEILE (p. 248) v yJo sy
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p.286 L EX, p.369%5 E% Ac/DY AT Ly Ac/Ds AT Ls
p.2877/ FX, p.336 G FX FLILEILD FLAEILD
p.287HE% carcinoma JE[E Bilfx
p.289 %, p.363 5% balanced selectiom balanced selection
p.291 L E% carcino carcinoma
p.291 & B%, p.369FH X CATassay CAT assay
p.2947% E¥, p.3627E % BE~TOEERK BE~ATOESRK
p.297HE%, p.357THEX doner splice site donor splice site
p299F5E% euchromatin® iR BEifgeH BEIE36E

p.300% E% HEEEMEA~TOYORFY HEEMEATOOOIFY

p.301Z E%, p.361GEL frequency—dependennt selection frequency—dependent selection
p.301 5 E% Go phase GO phase

p.3045 F%, p.343H X J IV a—R-6-Ik R KRB R I a—R-6-) Uik RER
p.305H % (EHBHA~ATOYOTFL) ELHD (EHEHIANTRIOITFV) ENHS
p.3055 %, p.364ZEX ANTRTSXZI— ANTATSRZ—

p.306 &L E% heterozygousity ZEIEESMH HIB& (heterozygosity& L TEEH)

p.306 L E%, p.361 A B

histon acetylation

histone acetylation

p.306 L E%, p.3617ZFX

histon modification

histone modification

p.308 5 E%, p.339A B

inositole triphosphate

inositol triphosphate

p.309 % E& ATSADUTHEICE-T RTSALUTHEIZEST
p.311 A% A INIEED=D A INOEEESED
p.313Z %, p.318%E%, p.3644ER, p.365E R 2HORTA y0RT4

p.315HE%, p.358 A B

nonsence mutation

nonsense mutation

p.3176E%, p.340HEX

parent—offspring comflict theory

parent—offspring conflict theory

p.318EE& BHICREEBIARE BHCRENEBIR R
p.318 % E§ EHERBET—5/\V) BUNDERBET R\ Y
p.3207CE% (217, p.356 5 ER, p.3634LER (217R), p.365 A+t Y Jotyi iy

p.3204 E& RNADRSAL 2 R RNADRTSAL VT RIGH

p.320H E%, p.355A B

protein phospholiration

protein phosphorylation

p.3225F, p.352H %

reciprocal recombinatiom

reciprocal recombination

p.324H E% IXVURETE IoYURELEE
p.325%5 E%, p.363 L EX segment porality gene segment polarity gene
p.329E EX UL TF L, BRK UL F ) L(ERIK)
p.331 2 B%, p.365Z E% translational regulatiom translational regulation
p.331 % BIRar &5 BgRaRVIZHITH
p.3315 %, p.355Z B¢ BT)G OrPZi

p.332 K EX V-type positiom effect V-type position effect
p.332HE%, p.3MAER visble trait visible trait
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p.333Z EX

AELI-AEEXR ALK

LR EEXRBHE

p.334H5E%, p.369FH EX 5-bromodeoxyuridiene 5-bromodeoxyuridine

p.3497 % TR S L ToRaT 5S4

p.3497F E% EHEM~TOYIORFY FHM~NTOIOTTFY

p350E&E% BENEEE(O—YATFY) BEEZBEE(O—YOIFY)

p.369FH E& 1R3EERMBEIR position effect FIEZNER position effect

p.3695 E% 183 EEIHFE[EARIZE mildly detrimental mui 3B E[ZEARIZEE mildly detrimental mutation
p.3705 % MADS7Rw /)L R MADSRvYH R

p3NEEE V—-type positiom effect V—-type position effect
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