x & =R 5

A

HIEMR (amino acids), 5 WHEFAFHIIEH.

455 (abbreviations) 10

WAE(E SBIPEK (translation  of
into) 9-11

FIHEMRT (amino acid

B

%8 3% (paromomycin) 77

& A (albumin), ULIMYE & A

Ha /- E T HEP (interleukin

I35 (1eukemia), i 110

Fe N T e s JE A (semiprocessed retrogene) 111

HUMERE (cytosine) 6, 7

genetic information

sequences)

I gene) 43-44

sy (AY) B8 (conservative  transposition) 105-107

fi ] (doublesex (- dsx ) gene)97-98

¥ 1) (angiosperms), C {H 125

ifid[X (coding regions), 42-44

I3 W H 1 o gm i L A

X [ PF8E (al ternative splicing) 97-98

AT BV (transformed distance method), FT &G
#k1t) 65-66, 68, 81

AZ S (variant repeats) 87

F KA (epidermal growth factor, EGF) 94

F ALK £ K (phenogram) 68

FAL: (phenetics), GBS RY 68-69

R4 M7 (conservation biology) 77-81

AR (pyruvate kinase), [F] DMl 88

I k4K (coincidental evolution)99, Y WA EHEAL

i EEFEA (virogenes) 120

N T A () K P % % (horizontal
baboons to cats)120-121

5 &1 (virion) 108-109

I FLEhII C {H (mammalian C values) 125

Wi L 30 4 B RE AR 1) 36 4% 2% 9 (mammalian
genetic code)10-11, 34

W R B W £k R Ak 3 A 4 (mammalian  mitochondria
genome) 52-53, 87-88

AN EA (invariant repeats) 87, 88

RNEEMATHe (unequal crossing  over) 12-13, 1278

PRI 4L L (concerted evolution and)92, 99-103

FEH 4 K/N5 (genome  size  and) 88
ZRH 1 (globin) 92

transfer from

mitochondria

160

ZMEHEEE (alignment) 34-37
FLAE SRR EF A 1 (in cow and langur 1ysozymes) 47-48

AR (amino acid replacements) 25, % WAER X &%

WA WA 5525 (Australian marsupials), 20 T 24EM2%% 77

i B iR i A 2 AR (Tow
gene) 116

AN (untranslated region)?

AR #3 K (rates of nucleotide substitutions
in) 28, 30-31 42

AN IR AR 3 241 %) 13 (unweighted pair group method
with arithmetic mean, UPGMA) 6465, 68-69, 72-74, 78-81

ANTERAE B H (hemimetabola) 82

ANEEF 7] BF (nontranscribed spacer, NTS) 99

C

Y I (operator) 8

9\ ¥ (operon) 8-9

¥eAVER 14> 25847 (operational taxonomic units, 0TUs) %
ARG

40 (composite) 111 ] (X)) 41 (flanking sequences)

A B AL 5 (protein

density  lipoprotein receptor

coding genes and)7-8, 25

I TR 0K (rates of  nucleotide substitution
in)45, 50-51

i (insertions) 11-14, 34, 116

NJFH (insertion sequences) 107, 124

IS1 106, 107

1S4 105

KRR} (hylobatidae) 73

KJE45%H (length  abridgment) 115

K AKuiE & (longterminal repeats, LTRs) 109, 116, 128

KINH BOEEAA K/ (long term effective population
size)22

K H /e 1) E 2 F % (long interspersed repeated
sequences),

[7] LINEs128-129
B K% (superfami ly) 88, 73 W& K KK ik

B MEHER (overdominance genes) 17, 18-19, 45
UTER ({k) (silencing) 55 % W DhfElk



VIR (silent  substitution)1l

Jl A (maturase) 97
HSILK (overlapping genes)96-97
HH (duplication)  [ZEAY (types of)83

FSIE (duplicate genes) o3 WAL AL
JeThAELL (nonfunctionalization)89-91
A A (duplicative
T3 WAL ) PR3

4 (recombination) 16, 100, 117

L (recombination enzyme)9

B I (recombinator gene)9

Y14 (archosauria) 72

FEH UL (vertical evolution), 57K FHHLNHN 99

1 A% (orthology) 90

4l & (homozygotes)

35 M5 (codominance and) 18

T M5 (overdominance and) 16

AiE LR (purifying selection) 17, 45, 47-48, 52 HWAHHE
RAL

B S FE R R (alcohol dehydrogenase ( Adh )  gene)

transposition) 105-106

R EZF)Y (nucleotide diversity)25-26
UM % AT (inosine) , NHARIVLEF 56

e g A= i 2536 Al (erythropoietin gene) 43
e AR s 25 5L A (luteinizing hormone gene) 43
e HFOR Bt i 22 36 Xl (thyrotropin gene) 43
£ 7 (promotors)7, 9, 79, 115

{7 X (promotor region) 7

D

BRI, AR (Darwin, Charles) 72-73
IE/R I FE X (Darwinism) 26

KER (rats), B REHE A 50

REFEWE} (gorillinae) 73

Hfi A (haploid) 16, 17

Higz DU DNA (single  copy DNA)98-99, 126-127
Fi— DNA (unique DNA)126-127, 129

PP (monocotyledons) 53-54, 129

JH [ B (cholesterol) 116

A EEHIE 7 (protease inhibitors)

W R K 86-87

% (protein(s))

FER % (gene families)87-89

BRAR M (globular) 84-85

TN ERELE S (internal  domain duplications in)85-87
HI & F 431 (intorn  encoded) 97-98
HEHR ) (mosaic) 93-94

F

161

15 C(protein ¢)93

5 A itk (protein domain), Wik

{5147 (inversions) 11-12, 116

{7 IR (allele(s)) 16, 25

LB M (codominant) 18-19

17311 (deleterious) 11-14, 34-35, 52, 114, 116
[ 5E (fixation of)20-20, 22-25, 28
1% % (loss of) 20-20

HipE () (neutral) 22-23, 55 W k58 4%

B4R (wild type)22

LERLFERISNR (allele frequencies)16, 17-19
9% %)) (fluctuations in)18-20

255 (polymorphism and) 24-26

IG5 B i o 1 2 AR AR ] (Tow
AR 116

KK 2RI 2L R (lowly expressed  genes) 56-57

Hiifh (transversions) 11-12, 30-32, 33-34

Ri9¥4% (point mutations) 11

i3 (pattern) 53, 55

M (dot matrix method), MUFZetEHESIH 1) 35, 36, 41
Lk 254 JE ] (electrophoretic alleles)25-26

5E 1) 1%E P (directional selection)18

ST E A (leghemoglobin), N7 T+ 84-856

%iphi (telomere) 125-126

W EE B 4 (short interspersed repeated sequences), [d]
SINEs128-129

W4 IR (split genes)83

Z 5K (polyploidy) 83, 129 5 WIEH A ER

Z “dith” (multiple “hits” )31-32

Z RN F % (multigene families)88, Y WAL 5Kk

WpEHEAE (concerted  evolution)98-103, B WA £Z&
g5t 3¢ ) B (polymerase chain reaction, PCR) 78-80

Z R WAL (poly (A)  addition site)6-7

L RIS (polyadenylation signal) 7-8, 90

Z 4% DU DNA (mul ticopy singlestranded DNA, ms DNA) 109-110
Z R TIPIFE (polygamous species), A BRI 21
ZA& (P « M%) (polymorphism) 20-20, 24-26

FEK AR 5 (gene conversion and) 127

density lipoprotein receptor),

AR L FE X (heo  Darwinism  and) 26
iUl (neutral theory and)26-27
E

= R JF B B R A7 s (twofold

sites) 34-35, 44-45
TAM RIS R B R A (dihydrofolate reductase gene) 113

A4 (dichromatism)89-90

ZIFEHE R R (binomial probability function)19-20

degenerate nucleotide



% (translation) 7, 9-10, 77

FHPERCR (translational efficiency),

RGN B 55-57

i EF (retroviruses) 107-110, 115-116

SRIR B (retroviral sequences), WYEK 120

S () 4% (retrofection) 111

R (retrogenes) 111-112, 122, % W | 5% 541
0T (semiprocessed) 111

SR (retropseudogene) 111, 112-116
ik (evolution) 115-116

74 (retrosequences) 108-109, 110-111, 121-122, 128-129,

T3 LSRR,

FORAEFER JERHIE (diagnostic features)111

A (types) 111

JRAF (retroelements) 107-110, 121-122

4325 (classification) 108-109

n B HEL 842 (possible evolutionary pathway) 109-110

S (retroposition) 103, 105-107, 107-108, 129

$T1E EIHE R4 ) 520 (effects on host genome) 115-116

R AT (retrotransposons) 107, 108-110, 129

copia 108-109

DIRS 1 108-109

S 3% (retrons) 108-110

SR BE T (retroposons) 108-110, 128-129

cin 4

KT ( cin 4 factor)128

D KT (D factor)128

F [A¥ (F factor) 128

G AT (G factor) 128

73 WP

G3A 126-127 T1RHF({ factor)128
Ingi 128
L1 149-150 [{R3E K (pseudogenes of) 128

R2 XIF- (R2 factor)128

S & H9F (anticodon) 56-57

JREESEA (retrotranscripts) W R 341

S5 (reverse transcriptase) 1085-109, 111, 128

JRELTE A (cycloheximide), B (% — 1) WEfZIF LA 77-79
“HeEERI ok BET” ( “nonviral retroposons” ) WL %)%

AEALIR JELER 2 A1 FE 8] (nonmuscle tropomyosin gene) 113

JESEPH DNA (nongenic  DNA) 129

C it 5 (¢ value paradox and)125-127

HI4E+F (maintenance of) 131

Ik 1 IF % 7 BB 47 &5 (nondegenerate nucleotide sites)35-36,

44-46

R X e (nonsynonymous substitution) 11-13, 91 3 WAL R

B

A5 IL A (calmodulin gene)

162

% (rates) 42-45, 52-54

EFEIRIE 5 (selection intensity and)45-47
55 [A) X 5 B (synonymous
Pk 8 5 B 8 TE] 1 (between  two
sequences) 33, 34

AE A XA 51 (nonsynonymous site) 46, 53 WA AL aL, —HF I
(A

JE#H S E S (aneuploidy) 83, 129 3 WAL

J%4) DNA (junk DNA) 127-128, 131

i (baboons), ¥ 25K B ) 4 (R K68 120-122
I3HEE A (taxonomic units), FRAETPI, WAERAEPIZ» 2K 58
A

S B fhift (segregation distortion) 117

B TFIEA (segregator gene)9-10

substitutions versus)45-46

protein coding

43 (divergence)

PpRlgE b (concerted evolution and) 102

%15 8 7 41 18] 1Y) (between nucleotide sequences)31-32,
32-34, 44-45

AU [A] (divergence time)42

47 (estimation of) 70-71

NE# (of humans and apes)49, 72-73

D TIRGKH (molecular phylogeny) WARLZAH
T E Y (molecular paleontology) 77-80
itk (molecular evolution), X 5 4
T2 A 1P 22 B (neutral
evolution)26-27, 46

295 (molecular drive) 101-102
Y (molecular biology)5

- () % (molecular clock (s)48-52
SHE eI PkEL (challenges to hypothesis)49
NSHEF I L (comparison
RS REHIY EL (comparison in mice and rats)50

mE R 5 R KK WL (comparison in rodents and
primates)51-52

HIHE M 5 (relative  rate test and)49-50

i R A [K)AS 5 (variation among lineages)50-52, 71
stk (cladogenesis), #JEL 118-119

F13%#¢ (negative selection) 17, Y WA F 5348

B 47 f5 (attachment site)9-10

HEH T (complex transposons) 107

ST (replication slippage) 12-13, 14, 101-102, 131
S () 8 s (replication transposition)105-107, 128

S HITFIEE (replicator genes)9-10, 125-126

theory of molecular

in humans and monkeys)50-51

[op}

FELEL M (calcium binding module), fKHi4EA: 25 K (1) 94

BE R 8 1 (calcium

dependent regulator protein),



WEE L 85-87

Wi (probability)

“ 35 (binomial) 19-20
[ (fixation)  22-23

T EHA A (interferon genes)  42-43
Home 3
W R M A g S (glyceraldehyde 3 phosphate

TRAZ TR B e A (rate of
nucleotide substitutions in)43-44

i IE[E B2 4E (hypercholesterolemia) 116

i E 4211 DNA (highly repetitive DNA 126-127

WU 741 (dispersed sequences) 127-128

[ 3k e 41 (localized sequences 126-128
mKERIENFEN (highly  expressed gene)  56-57
B2 P (Gram positive bacteria) 123, 124-125, 132
222 [RBIPER (Gram
7y (i) 5547 (donor site)8, 116
LyREPR I (functional constraints)
Byfgik (functional domain)83
L[> (consensus sequence) 25
5 M (codominance) 18-19
P78 R G I BE 25 KRRV (distance matrix methods for tree
reconstruction)64-67, 68-69
T N5 (for humans and apes) 74-75
i EP)%: (paleotology), 73111 77, 80
W4 (archaebacteria) 123
[ 52 (fixation) 16, 19-21, 22-25, 26

SEALEER] (allele) 20-21, 22-25, 28

PrAIEAE S (concerted evolution and)101-102
il JE A% (fixation probability)20-21, 22-23, 24-25, 45
[éil 5 i ] (fixation time)22, 23-24
%A1 (conditional) 23
JeE Y (photosynthetic cyanobacteria) 7677
IRIRELH] (rolling
H

W AR (Hardy

1847 (sponges), C{H 125
HFMESE (seaside sparrow)80-81
A B T (composite transposons) 107
KR (nucleotides)
21 A% (composition) 131
Z e (diversity) 25-27
DNA J##1 " [t) (in DNA sequences) 6
JEFRUE (nonstandard) 7
R NA FE41% 17 (in RNA sequences)2
FrtfE (standard) 7
KA (nucleotide sequences)28-37

dehydrogenase gene) 113

negative bacteria, 123,132

b EE L 45-47

circle replication)130-131

Weinberg equilibrium) 17
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2 PEHEEL (alignment) 34-37
M (dissimilarity) 36
43U (divergence) 31-32, 32-35, 42

rRNA  77-78

AU (similarity) 36

% H iz B e (nucleotide
substitutions) 11-13, 28-35, 42-59, 64, 91-92

[F15 (backward) 32

THERAF T 1 J5UA (causes of rate variations)45-47
JF K1) (coincidental) 32

a1 (convergent) 32
AF¥g 5 (humans  and  apes and) 74
R FIRFC I — S FE A (Jukes and Cantor ' s one
parameter model)28-31, 32-34, 41
KA KW S B R Kinura s two
model) 30-32, 33-34
FL A b5 g i v i g P (in
langurs) 48
P 2R AR 1 (in mammalian mitochondria)52-23
I (molecular clock hypothesis)48-52
£ (nultiple) 31-32
[A] ST B AERE ALY, 5 (nonrandom  usage  of synonymous
codons and) 55-59

P35 DNA 7 4 [ ) % H - (number
sequences) 31-35
PIAEG RS 7 A )R8 H (number
sequences) 32-34

Wi B A w g S 41 (8] % H (number between two protein

coding sequences) 34

VAT (parallel) 32, 48
LR A (pattern  in pseudogenes) 53-55
FPAZSER 4L 1) (in plant nuclear genomes)53
R (rates) 42
A MU 2s DNA F K338 (rates in organelle DNA)52-53
MR SF (rate variations)45-47
UUERIY (silent) 11-12
PR AR (species comparisons)49-52
YIRh o AL T 5 (species
and) 71
[6] X ] (synonymous) 11-13
B TR B 1) P 2 BB (two
nucleotide substitution)31-34
BE TR — S HY (one
substitution)28-30, 32-34
AR (rate  of nucleotide substitution)24-25,
28, 30-30, 42
AR S (nucleotide sites), 5 L5 B A

parameter

lysozymes of cows and

between two DNA

between two noncoding

divergence time estimations

parameter model  of

parameter model of nucleotide



i H:-2 7 (degeneracy classes)34-35

& 48 (nucleoskeleton) 131

7
WA A L7 2& K (ribosomal protein L7 gene)113
TR 11 L30 BEA 113
B A 1 L32 BEA 113
T2 HE4A RNA (ribosomal RNA) UL rRNA
¥ /IMA& (nucleosome) 47, 131
AT B Y B g 0 ) R 7 (submandibular gland  type
protease inhibitor) Py &Rk # & 86-87
MAEFE (chimpanzees) 72-76
21 7 % (erythromycin) 107
LI R HE (red
W% (monkeys) , #% 1T R # g 2 50-51
‘H #p DNA (complementary DNA) JiI, cDNA
TR (s1ipped mispairing)12-14, 101-102,
131 53 WAL HIIE i
FA55h4) (annelids), ¢ {8 125
AR DNA 9§ 8 (circular DNA viruses)109-110
[F|%Z (backcrosses) 79
[7] 3 (palinodromes) 126-127
FRAE (mutations in) 14
PRI 5 (recognition sequences and) 37-38

pigment gene)89

strand

HUEIAFH A (mechanical incompatibility), ¥R RS 119
Wz H LK (actin genes)43

WBhEH a (actin a)43, 50

EhE 1 B (actin B)43, 50, 113

WLT 55 H 3L K] (myoglobin gene) 84-85, 88, 92 5 WLER & I 3E K
I R #id K (rates of nucleotide substitutions in)43
WERE A5 FE A (myosin light chain gene) 113

VRS (creatine kinase), [R1ZhMH 88

LIRS M JEK (creatine kinase M gene) 43, 44

FE B (gene(s)), o3 WAF e B R Bl RE R 26 A 4w 11X (coding
regions) 7-8

“TEMI” ( “dead” ), WABFER

€ X (defined) 7

HNJE T (exogenous) 106-107

X (%) (flanking regions)8

FSEE R M (highly repetitive)88

KPS (horizontal transfer)119-122

164

REEEN (lowly repetitive)88

ANEEF X (1) (nontranscribed regions)8

T H AH IS 1K) (orthologous) 90-91

3 (overlapping) 95-97

SEAT AR (paralogous) 90-91

BT (processed) 111-112

HEH 1 (repeated) 87

(KCER (silencing of)55 J3 WIAThREM

Wiz (split)83

5] )% 4 %A 57 (substitution rate variations among)47
P I 3 K A5 57 (substitution rate variations within)46
Al #5514 (transcribed) 8-10, 129

A # 5% X () (transcribed regions)8

A (types) 7

ABPEX (35) (untranslated regions)7-8

F:HFFKIA (gene expression), N LR 15 116

LR #E 4 (gene duplication)38-39, 83

73 WL DNA 52, A, Ah A

58421 (complete) 83

FERA T (estimation of date)90-92

PRI (internal) 83

Tehfeik 5 (nonfunctionalization and)89-91

84311 (partial) 83

LR (1)) #EK: (gene elongation)85-87

FENZ FE1E (gene diversity)24-25

FEN 704k (gene splitting), #A LY 63

FEN 4> = (gene  sharing)97-99

FEKZK K (gene  families)87-89

B 3EAE (concerted evolution)98-103 53 WL k4L

iR (globins) 192-93

FEK 454 (gene structure) 7-10

R E B (protein
P IE (regulatory genes)9-10
T2 RNA fK)HE DA (RNA
FERIMA (gene  frequencies) WLAEN & R
FEH (gene tree) 63

JEIRI# e (gene substitution)22-25, 31-32
[ 2 ME% (fixation probability of)22-23
I 2 I 7] (Fixation time of)23-25

WL IR X (neo
244t 5 (neutral theory and) 26-27

IR (rate of) 24-25

HEIA A (genotypes) IE 17 17-18

FEEFE (genic  selection) 18-19 3 WAL E M
[# EME# (fixation probability)22-23

FEK AR (gene  conversion) 127

PpEIE1L 5 (concerted evolution and) 100-102

coding genes)7-9

specifying genes)9

Darwinism and) 26



J717) (direction) 101
AL H 1 (nonallelic) 101
FLN 41 (genome (s)) 123-128 55 WAARIAL, ki AL N 4]

C1H (c values) 123 53 WIHEHF 4 K/
TR 454 (eukaryotic structure)126-129
ME P GC &5 (GC content in bacteria and) 131-133
AL FEHE (genetic resetting)118-119
JEFE R DNA 5 (nongenic DNA and) 131
40 i 2% (organelle) 52-54
Xt~ %% BE 5% (transposition effects on)115-116
HHEZN P 4144k (vertebrate organization) 132-138
R4 FEH (genome duplication)83, 129
FERI4 K/ (genome size) 88
DNA B4 5 (DNA duplication and)83

A% (of eukaryotes) 125-126

LEGNTE H 31k (evolution in bacteria) 123-125
WAL (mechanisms for increasing)129-131
DAL N (regional increase) 130-131
LRI ZH 1) B HE (genomic rearrangements), 52 1] % Jig Kl {2 g (1)
116
HEA A s (genome doubling) WAk P41 H 52
FERI A Ut (genome hypothesis) 55-56
FER B4 (Toci) 16
ERRERZ M (gene diversity at)24-25

% A1) (polymorphic) 24-25 %3 W2 &bk
WK (hormone gene) 43
UG 4317 (Giemsa banding) 134
HHESMFE R (vertebrate genome),
AR A ZME 132-138
ik i 2% (echinoderms), ¢ {8 125
FEEH (dose repetitions)87
)G 4R (processed genes), 111-112
T WAL
L JEEE (processed  pseudogenes) 111, 112-116
H1#E1k (evolution of) 115-116
)54 (processed sequences) 111
34k (methylation) 55
5825 (crustaceans), ¢ {8 125
F% %R (methionine) 10
FA gk FR AR & iR (formy lmethionine) 10, 77
FEOIR 55 iR i % JE [ (parathyroid  hormone gene)43, 44
FURIREREE 1 B (thyroglobulin B )50
fRFL K (pseudogenes) 44-45, 50-51, 75-76, 87, 90, 92-93,
102-103, 122, 128, 56, 85-86, 100, 103-104, 105-107, 119, 141,
W% H R B K A (pattern of
substitutions)53-55
BT ST (processed) 89, 111-116, 122

T3 W5

nucleotide

165

T3 W F AR B
M A% R & # 3 R (rates of nucleotide substitutions
in) 44-46
B IE R AR S5 7% (resurrection by gene conversion) 102
AN (unprocessed) 89-91, 122
[a]Fg 741 (intervening sequences), W& T
i H:2 7 (degeneracy classes), TR /& 34
k%% (meiosis)9-10, 100-101, 125-126, 131

A (crossing  over), ANZEAN, WAZEMATH
f# B} (veast) 53 . saccharomyces cerevisiae

[A] S %8 7 i) 31 B AL Y. ] (nonrandom usage of synonymous
codons) 55-57
rRNA FE£ K (rRNA gene) 88
A ¥ 85 K7 (transposable elements) 116

SikBEI (structure genes)7 5y WL oW HE 1St (1156 [A,
RNA ) HE A
T RiAAH 1 (in plant mitochondria)52
AT (in prokaryotes) 8-9
LEAN T % 5% (transcription in bacteria) 7-8
R AAE (structural module (s)83, 59 ik
M (truncation), MILJEMEFER 112-113
GBI ALE R = W () W AR T B (metallothionein II
gene) 44
B 4 75 iR (Vesuvian mode of evolution) 114-116
AL 4545241 (synthetic theory of evolution)26-27
7B (cladogram), X BEEALH 68, 72
AR (evolutionary rate), THREEPRHI 5, 45-47
¥ (clades) 71-72
N 5% (humans and apes) 73
Y RY (cladistics), 5ERAIEST N 68-69
48454710 (neighbor  joining method), H T REGHIH 1 67
K (L) BE R & Al 5L [N (argininosuccinate synthetase
gene) 113
R (k) BEFI R 2R (argininosuccinate lyase)98-99
i %5v: (distance  methods) 69
B e % (distance index), ZRMEHEFIH T 36-37
W8 HAME R IX 48k (complementarity determining regions,
CDRs) 45-46
Yo () 2 A (deterministic  models) 16

A% iE S (absolute  fitness) 17
W2 (pteridophytes), C {H 125
K

JFiEHEZE (open reading frames, ORFs)52, 107, 109-110, 128
i (%) ZhA ¥ (mobile elements) JLnJ#% HEK 1~

n] ¥ 5% KT (transcribed genes), JERIZHA7E 129

Af E23 JA ¥
elements) 106-110, 119-120, 123-124, 129-130

(transposable



i€ X (defined) 105
PR AL (donor site) 106-107
¥ 01 By 3k 4k 3 )1 %% (evolutionary dynamics of copy
number) 119-120
R IA 5 (gene expression and)115-116
#HANJT41 (insertion sequences) 106-107, 123-124
P-M%#5 (P M dysgenesis and)117-118
J s A F- (retroelements) 107-110
BT (target site) 106
W51 (transposons) 106—-108
TBERHIE (null base), ZePEHEFIH ) 34-36
MEZERE B R4S (frame shift mutation) 14, 89-90
EH (insects)c {H 125
L
W R (blue
W4 (cyanobacteria) 77-78, 123, 124-125
FENFER (hominoidea) RAKH 72-76
HUUPESE S (similarity index) &HEHFECH K 36
), C{H 134-135

pigment gene)89

fif ( Cyprinus carpio
K4 (rifampicin) 77
VN (1igase) 37
§E#5 % (streptomycin) 77
Pif5tk (diploid) 17, 19
Wi (amphibian), C {f 124-125
¥ (dysgenesis), 2¢Ff 116-119
$48% (gap (s)) 14, 34-36

f/ME (minimization) 36-37
K[ (terminal) 35-36
4580 (gap penalty) 36-37
7 N s o A (triosephosphate
gene) 113
TEPE —liR% (phosphodiester bonds) 6-7
WM Houh B Wl £ (FE ) K K (phosphoglycerate
kinase (PGK)multifamily) 111, 113
%3 F (lepidoptera)81-82
REKHK (primates) , L ITERP HH 2 51-52
G FEIER (green
LR (gree  algae) 7T7-78
&% 2 (chloramphenicol) 77
YUK 1L (ovomucoid gene), S5 1 85-87
7 H4) (gymnosperms) , C {H 125
M
M (cats), REIIRINEEEER KPS 120-122
M A % 5% (feline  leukemia retrovirus) 109-110
Jik} (felidae) 120-122
AL (cap  site) 7-8, 111
Bl (enzymes)

isomerase

pigment gene)89

166

SR (al lozymes88
[F] T (i sozymes) 88-89
PR #IEE (restriction) JLER &IV ) VA TR
18 IR 707 B (Mendelian segregation) 19
/R F X (Mendelism) 26
(pyrimidines)6, 11-12
#A¥ (codon) 9-10
A% RS i (nucleotide substitution in)11-13
[F] L) (synonymous) JLIR] SO A% 5-28 24 10
AR (usage pattern)55-59
M — R BELR (codon
G 1jik (codon family) 10
e BRET 3L R (immunoglobulin genes) 43
m A4 [X (hypervariable regions)45-46
MBS (internal  domain duplications)85-87
I AR R R SO X N (nonsynonymous
synonymous substitutions in)45-46
P BT HE A (rates of
in)43
K4 (extinetion), ZEf7IER 20-21
53 H (hymenoptera) 129
KA W Z B R Kinura © s two
model) 30-32, 33-34, 41
N
W AEPEY" (quagga) 80
PG4 (south American marsupials), WM KR WHLERE
88-81
M E#lE S (internal  repeats)83, 114
P FE2E 24 (endosymbiotic theory) 77-78
W& T (intron(s)) 7-8, 25, 52, 58-59, 83, 85-87, 93-94, 103,
al4 a 97-98
A FHE N (exon insertion into) WAME TVRA
132K (loss of)84-85
1% H (number of)8-9
[*I4H4 (phases of) 95-96
W& T9mhd i 8L 5 (intron
+597-98
WP IR (endonucleases) 97
WU M R sk W B P 41 (endogenous
sequences) 120-122
W ARG (internal
% %9 B (pararetroviruses) 108-1108
R ARG ” (“sticky ends” )37
52 (bird), C i 125
B2 (guanine) 6-7
SR (urokinase) 93-94
JR ¥ ) (prourokinase) 94

anticodon pairing)56-57

versus

nucleotide substitutions

parameter

encoded proteins), A% [PfH:

retroviral

transcribed spacer)99



PR — il 2T 5 W B R 35 AL B 7 3 B (urokinase
plasminogen activator gene)43
JRWEENE (uracil) 7
5 142 (rodents)
A R #0342 (nucleotide substitution rates)50, 51-52
SRR (retropsendogenes) 113
HE I  (thrombin) 87
BT (prothrombin) 93-94
MLEFPRALE (Kringle  module)93-94
P
84725 (reptiles), 72
C{H (c values)125
BC ¥ (gametes), FEHLIEFE 20-21
eI BN LECRE (random sampling of gametes) 19-20
VEPCHEIE (matched bases), %FF 34-36
R4 (purines)6, 11-12
PH#% (splicing), AZIHI) 97
Pt ¥ oh 6€ (splicing  function) WL $f £ AL A3
(splicing sites)8, 37, 85, 97-98
SP1#73% ¢ (balancing selection) 18-19, 20-21, 26
PATHI % (paralogy) 90-91
%0 (battleneck) 22, 27
HHAA ST E (Pribnow box) 8-9
W iE AL %6 (universal genetic code) 10, 34-35
Q
WIEE /&% (expected heterozygosity) 24-25
AU (initiation  codon)
T (migration) 16, 20
HI9%5#% (provirus) 108-109
A mRNA (pre  mRNA) 7-8, 111
A=Yt (prebiotic evolution)5
A& 35 1 B (preproinsulin - 1 gene) 103, 111-112
AR S 2 R 1T 2L K] (preproinsul in I gene) 103, 111-112
oo WE W OBE R X OB R BB M At (hydroxanthine
phosphoribosyltransferase gene)43
4k [KF (enchancers) 115-116
IR (strong bond) 6
P15 (excision repair) 14
Z8E (hydrogen bonds), & B AMEFENC T 6
X g (regional duplication)83
X I = 41 (localized repeated sequences)125-128
AL (convergent evolution)80
HUFf (sampling), BAHL 19-20
451 (aldolase) , [F] L 88
Wil A FL[Al (aldolase A gene)43-44, 50
#’k (deletions) 11-14, 34-35, 52, 114, 116
fiffi2 RNA fUFE[X (RNA - specifying genes)7, 8-10, 88, 125-126,
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Pk AL M

T MR
FEAAR /N (population size)19-20
3 (effective) 2022
[H EMEE 5 (fixation probability and)22-23
B {41548 5 (random genetic drift and)20-21
PEARSME (population  splitting), FEE4MEE 63
FEARIBAL % (population genetics)5, 16

A FER A% 484k, (allele frequency changes)16-17
AR KN (effective population size)20-22
FEKF #: (gene substitution)22-25

HRZEH (natural selection)17-19
B R 3L (neo
i S ARE P (neutral mutation hypothesis)26-27
2 &M (polymorphism) 24-26
BEALIG AR (random genetic drift) 18-20
R
Yty A (chromatid) 110-101
BettfA (chromosome) 83
FER AR 5 (gene conversion and) 100-102
HLEIAFIZ M (mechanical incompatibility)83
NENAZH 5 (unequal crossing  over and)69, 71

Yett{A 5 (chromosomal duplication)83, 129-130

Darwinian theory)26-27

4y (partial) 83
P8R 4 i (heat  shock proteins)98-99
A KE BB = 4 X (human gorilla

chimpanzee) 73-76
ALK (human genes)
A N A (codon
TR IE % (nucleotide substitution rates)5l
JRAE AR (retropseudogenes) 113
NE} (hominidae) 72-73
ANEM RS KB (human  phylogeny) 72-76
W (1ysozyme) 87

Y IEIEFE (positive selection in)48
W2 (5 £ 1)) (sarcodina) C {H 125
FLA= (cows) , HP I B Bl 48-49
FiEE A (lactalbumin) 87
FLE &l (lactate dehydrogenase) 103
[A T (isozymes) 88-89
FLE & A FL 08 (lactate dehydrogenase A gene) 43-44, 50
FLIR i U B FEA 98-99
BARE ) (mol Lusks), €} 125-126
5948 (weak bond)6
S
BRI T3 R V% (Sattath  and
WAEARR FR ik
=AM (trichromotism) 89-90

usage patterns)56-58

Tversky’ s  method)



=K (trisomies)129-130
HAE )P4 (dispersed repeated sequence) 127-129
iR R H (color
A (pigment protein), AREUEIK) 89
% (sharks), C i 125-126
3% 77 17) (upstream direction), DNA F#%1) 1
R HFMELE (dusky seaside sparrow)80-81
Y (origin of life)5
KIS IE (growth  hormone  gene)43-44, 50
AT BRI ] 128
JE[H (somatostatin 28 gene)43
HRKF T4 (growth  factor module) 94
A5 (reproduction) , H Z A1, WL HARES:
P (recognition sequences)37, 39
AR [ 2% (generation  time effect)51-52
WA (Fitness) 17-19, 127-1289 53 WL [ 4R 1 4%
2%} (absolute) 17
XS (relative) 17
e PN (thermophilic bacteria) 131, 137
W 544 Mu (bacteriophage Mu) 105, 107-108
WE R AR Dx174 96
W B A, 2 )8 124
W 4s 248 2L K] (contractile system protein gene)43
ZARERAL (acceptor site)8, 116
M H (diptera)81-82
4% DNA (double stranded DNA)
I PAT 4584 (antiparallel structure)6-7
DNA-DNA 7225 (DNA  DNA hybridization and)40
JabE%%E (lagging  strand) 55
7 54% (leading strand) 55
HFa et (thermal  stability)40
WP FEY) (dicotyledons) 53
IKIE R %% (horizontal gene transfer) 119, 119-122
JKFEHEE (horizontal evolution) % W [RIHEAL
Wi FE & (direct repeats)105
i BEESY: (sequence  distance method), NP2k EHEEL H )
35-37
MBEY: (dot matrix method)35-36
Wi PEESVE (sequence  distance method) NP Ze PEHEEL )
35-37
“IEFER” ( “dead  genes” ) WLABRFEK
DY ] JF A% 1 R A7 & (fourfold
sites)34-35, 44-45
PO sS4 (four  point codition)66-67
B PRIEVERZTF (4 thiouridine)56-57
FABMAKIEIA (relaxin  gene)43
BRI ERUE (rate
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sensitive pigment proteins)89

degenerate nucleotide

constancy assumption)48-49, 91

FENLAHC (random  mating) 17

B AL (stochastic models) 16

244t 5 (neutral theory and) 26

BibLigi {4545 (random genetic drift)16-17, 18-21, 48-49
BARZFAUFT IR (clostridia) 132

T

WHER 1% o W (glycoprotein  hormone a
JE LS Down’ s syndrome) 129

FHEIR AV (character  state methods) 69
PR 54 (somatic mutations) 11

B (substitution) WAL ¥k, 2 PR #e
2 52 I 1H] (conditional fixation time)23-24

P IER (regulatory gene) 7, 9-10, 125-126

BREIEHE A (ferredoxin),, W& 85-87

[E]) LI (isozymes) 88-89

[F] X #45F (synonymous codons) 10

JEBEHLNH (nonrandom usage) 55-59

[A] X % #t (synonymous substitutions)11-13, 55-59, 91,97 % I,
B TR

5 AER] ) . (nonsynonymous substitutions versus)45-46
M (rates) 42-45, 52-54

Wk 8 A5 g i 4 1) ) (between two protein
sequences) 33-34

FERI ] R A5 5% (variations among genes) 47

/] A £ (synonymous sites)46-47 %3 WL IUF faj JFA7 55
[R] Y5 XEE DNA (homoduplex  DNA) 40

[AY5 41 (homologous sequences), 43I 42

A B (isochores) 52, 156, 158

R FE A 7 E (gene location within) 134, 136

A2¥H (origin) 136-138

J4% (mutation (s)) 11-14, 16, 20-20 53 WAZ R4t
A (advantageous) AT F AR

5E X (defined) 11

ke (deletions) 12-14

HEZER B)) (frameshift) 14

AR GC &85 (GC  content in bacteria and) 132-133
F# i (hotspot) 14

i (insertions) 12-14

FPERK (neutral) WP HERAL

& (point) 11, 53-54

PRI (somatic) 11
“¥[f) 43 47i (spatial distribution)14

H & [ (spontaneous) 53-55

A X [ (synonymous) , WLIF] 5L,
A (types) 11

FAF [P T (hotspots of mutation) 14
RAZHK (rate of mutation)23-25, 45, 46-48

subunit)51

coding

[F] SO



A BB (nutationist hypothesis)137-138
RAFER, (mutation pattern)53-55
R RS (inferred phylogenetic trees)62-63 75 L& %t
w
A% BE (deoxyribose) 6
Tt S A% M A% TR (deoxyribonucleic acid), L DNA
Wi (2%) (topology) , UL R Gok
w
M EE 1T EE A (outer memberane protein I gene, omp
A) 56
45T (exon(s)) 8, 25, 83,93-94, 97
ASXFRI (asymmetrical) 95, 103
A (classes) 95
1k 5 (domains and)83-85
“%[f) 43 4fi (spatial distribution)8-9
SRR (symmetrical) 95, 103
HMEFAE (exon  insertion)92-93, 95
4B T4 (exon duplication)84-86,92-94, I, DNA &L, Jik
HEE
bh 5T 1E%) (exon shuffling)83, 92-96
Bk 5 (mosaic and) 93-94
HILL PRI (phase limitations)93-96
AR MR (exogenous genes) 106-107
hpESR ) BE (external transcribed spacers)99
5E A A (holometabola) 81
A TS IR (protein
143-144, ) W& HHE A
M2 H1 1) (in chloroplasts)52
FLANE P (in
I 2R 1 (in mammalian mitochondria) 52
KA 2 e (nucleotide substitution)11-14, 32, 34
BRI (in
B d R (substitution rates)42-45
B )3 5 (transcription in eukaryotes)8
TEIAZ A P IR 5% (transeription
T/ DNA(satellite DNA) 127, 129-130, 131
Fa e ik $E (stabilizing selection) 18-19
TR R G M (unrooted phylogenetic trees)61-62, 69
FHR (rooting), 70-71
Joali 2K (agnathes) 91-92
CfH(c values)125
Jo XS+ (nonsense  codon) JL£& 11440+
Jo X 57F (nonsense mutations)11-13
PIFh o3I ] (species
fti7F (estimation) 70-71
N 5% (human and ape) 72-76
YyFi# (species trees)62-63

proteins

coding genes) 7-9, 102, 123-124,

eubacteria)8-9

plant mitochondria)52

in prokaryotes)8-9

divergence times)
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YIFPFE % (speciation), #5JE5 118-119
i X 5E4% (missense mutations)11-13
X
FYKH (phylogeny)5, 49, 60-81

FHIER AT (character—state methods) 69
S (clades) 69-70
Ry 24EY7- 5 (conservation biology and)80-81
P %57 (distance approaches) 69
FEHE AL A R AEARIIE  (in- gene
dating) 90-92
N 5% (humans and apes) 72-76
7 FHHE R (impact of molecular data)60

Rk 54444 (mitochondria and chloroplast) 77
1Y (molecular paleontology) 77, 80
PIFh IS TR T (species
AY# (phylogenetic tree(s))60-72
INPER (additive) 61-62
P4 X 5 (bifurcating nodes)61-62
/38 (branches) 61
53k (branching pattern)61, 73 WL b &
1 (branch length)61, 69-70
5E X (defined) 61
AR A5 (external nodes)61
FEH (gene) 63
IKFIER 2 5 (horizontal gene transfer and) 121
#EIL (¥ (inferred) 62-63, 69
PR i (internal nodes) 61
%174 (maximum parsimony) 67
2 XA S (multifurcating nodes) 62
A1 25 (nodes) 61
5ty (reconstruction methods) 64-68, 55 WL R G A4 4t
H T A2 W (for relative
F MR (rooted) 61-62
TR AR (rooting unrooted trees)70-71
H REEM /04 (scaled branches)61
YyFh (species) 63
#4hE (topology61-66 7 WA ST 4 i
JEM (unrooted) 61-62, 67-68, 70, 76-77
TR )43 (unscaled branches)61
AN A X (cytokeratin endo A gene) 113
A% DNA (organelle  DNA), FREF i, 52-54, b WAk {4
A
4 i . 3% C(cytochrome C)48-49
Mt C FEA (cytochrome C gene)48-493, 113
I % (cytotype) 117
4114 (bacteria)
GC %74 (GC content) 131-134

duplication event

divergence time estimation)71

rate test)49-50



S R 41 R /NI E4E (genome size evolution in)123-124
M 4% 851~ (bacteria transposons) 107-108, 115-116
FUEJT I (downstream direction), DNA J#41) 6

£fF 1 (ciliophora), C 14 125
“FEHK (ciliates) 77-78

I 4EpE K (fibronectin) 93-94
Room A B o A
patterns) 37, 38-40, 79-81
BRI B (restriction map)37-39, 38-40, 41

PRAIAL M5 (restriction  sites)37, 99-101

PRl 1% A DI A% BRI (restriction endonucleases) 37-40

Bam I 38-39

Bbv 137-39

Bgl 11101

EcoR I 37, 39, 100

Hae IM137-39

Hind 1137, 100

HindIII38-39

Hinf I 37-39

Hpa I 99-100

Nei I 37-39

Not I 37-39

Pvull 101

AR (recognition sequences)37-39

PHEAL ST (splicing  site)37

Fh AR v (sticky ends) 37

2 Fi 44 DNA (mitochondrial DNA)79-81

2RI AEL R4 (mitochondrial genomes) 10, 95-96

ML A2 Y5 (endosymbiotic origin  of) 77

i FLBh 1) (mammalian) 52-53

FE#) (plant) 52-53

LR ARIR AL BT (mi tochondria genetic code) , WMiFLaNIM) 10-11
ZMEHELE (alignment) 34-37

MiBEY: (dot matrix method)25-36

5 BE 257k (sequence  distance method)35-37

JRIEES (adenine) 6-7

MXE S JE (relative  fitness) 17

AN HR DI (relative  rate test)49-50

NS (for humans versus monkeys)50-51

NI KB (for mice versus rates)50

M 2% R K2R (for rodents versus primates)51-52
BRI L T (mosaic proteins)93-94

/NA R (parvalbumin) , &I EE & 86-87

N TN UA% RNA (small nuclear RNA), WL snRNA JE K
T RNA (small cytoplasmic RNA), M. scRNA F&[X
/MR (mice), B TR % 50
PpEHEK (concerted  evolution)92-93,

(restriction fragment

AT

98-103
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AL & & (evolutionary implications)101-103
HLiil (mechanisms) 100-102

DB RK T (atrial natriuretic factor)50

B /R 3 (neo
{517 RNA (messenger RNA), UL mRNA

{5 B AL (informative sites)67-68, 75-76, 81

EAERL (pongidae) 73 JEIE W Rl (ponginae) 73

PR SE (sex determination), A% %, 97-98
PESIEIEN (sexlethal (- sx1 ) gene)6-7

Jh g (thymine) 1-3  1E#¢ (selection), W HARILEHE
HEFRH R (selectionist hypothesis) 136-137

LRERE (selection intensity), TR ERER Y, 47
EFAN I (selective advantage) WA F|58AF

[HEMEE 5 (fixation probability and)22-24

[ e TR 5 (fixation time and)23-24

EFEH P (selective neutrality)55 5 WA P RAR
THZERE K (pattern  of  nucleotide substitution
under) 53-54

EFEF U (selectionism) 26

5o 32 SO (neutralism versus) 27

Ifi. 2145 17 (hemoglobin) 48-49

1H% (Constant Spring) 85

Darwinian theory)26-27

Icaria 85

ML2r 2% (1L K] (hemoglobin genes) 92, Y WLER AT 3L K

FII T IR HiE K (rate of nucleotide substitutions in)43
MyE [ 82 A (serum albumin) 43, 85-86

P E S (internal domain duplication)85-86

i £F 4 (fibrin) 93

i £F 8 IR AT (Fibrinolysis) 92

L4 25 1% )5 (plasminogen) 93-94

P8I A (internal domain duplication)85-86

fiL 2T 85 (A )5t (fibrinogen) 94

r 5 (r gene)43

My %[ (blood coagulation)93-95

Y

B2 Y i 2% R JE K] (proopiomelanocortin gene)50, 113
WL RIZH R 1 DNA (subgenomic circular DNA)52
W Fh (subspecies) 80

WE e M omE o T 1 R (nicotinamide
dinucleotide (NAD") 89

AR H12% (euglenozoa), C 1H 125

(AK) WA 1 (crystallins), JEPK 452 97-99

#%4% (wobbling) 56-57
A BN HE DY (wild
22-25

A% (Langurs) , [ #5 48-49
-4 AA KL K 4H (chloroplast genomes) 10

adenine

type allele), — FEARRIZENTFEIBHAR



Iy A2 YR (endosymbiotic origin of) 77-78
i E (substitution rates)52-54

AKH8: DNA [¥) RNA 2280 (DNA  dependent RNA  polymerase),
JLRNA £ il
& S IREHMEMRI FIEILEE (s adenosylmethiomine

dependent methylase) 107

MM Vi 45 45 & 41 (vitamink

binding module)93-94

JEE 1 (trypsin) 85, 87, 93-94

JE 5 2255 (insulin gene), T AZ TR IR &S 4o % 4344
AFIBEE(A and B chains)46-47

C BRI (C  peptide gene)46-47

Jo B 2 A LA IR TT4E B (insulin

gene)43, 50

Wi E KK (proinsulin gene), LM% 46-47

BAE FEHE (genetic resetting) 119

ik 2351 (genetic polymorphism) W2 451

AL 20 (genetic code) 9-11

4 9 (degeneracy of) 10, 55

I LB M2 ki A& ) (nammal ian mitochondrial) 10-11, 34-35

G (universal) 10. , 34-35

ZHFHi# (hepatitis B virus)109-110

CIRAEREZ AR + WIEFEA (acetylcholine receptor r subunit

gene) 43

54t )it (heterochromatin) 129-130

G (allozymes) 88, 89

SR XUEE DNA (heteroduplex DNA) 40

A (translocation) 116

K7 IX #[H (factor  IX gene)93-94

4 5F 5247 (exon localization)8-9

N AR EE A7 (Responder locus), i (D.

127-128

T REM IR 485 R 1% (neighbor relation methods for

tree reconstruction)66-67, 68, 81

NE¥ I (for humans and apes) 75

HZERW A (differential reproduction), N HAREFE

48K (marsupials), 75 H A% 80

R RGH (rooted phylogenetic tree)61-62

HINEEFE K (functional gene), SN S RFERINT MY 112-113

%= R A (deleterious mutation) [ & ME % (fixation

probability)23

[l sE ] (fixation  time)17, 23-24, 45-46, 87

5 F 5¢ 4% (advantageous mutation(s)16-18, 26-27, 45-46,

48-49 Jj WIEIESE

[ e L% (fixation probability of)22-23

Il 2 I 7] (Fixation time of)23-24

LR % (rate of gene substitution)24

dependent calcium

like growth factor II

melanogaster)
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)% £ (advantageous selection) 17, 45-46, 7 WIFIEFE
1744344 (mitosis) 9-10, 100-101, 125-126, 131
AR KN (effective population size)20-23, 27
KH#i(long term)22
72 U F (sense codons) 10, 85
AL R # (nucleotide substitution in)11-13
#4551 (mutagens) 52-53, 131
13% (fishes), C fH 125
15k (domain (s)
5E X (defined) 83
A E 75 (exons and) 83-85 3 WAMNE TH K& H
Tifigff) (functional) 46, 83
SEHI) (structural) 46, 83, & WALFF
I H 5 (domain duplication)84-87
JEZEKE SR 3R 5 (ovomucoid gene and)85-87
i (prevalence of) 85-87
JE %A (prokaryotes)
P FHA: 244 5 (endosymbiotic theory and) 77-78
F 1 45 K K A (structural genes in)8-9
(tropomyosin), EWLH) 113
JRLERER 1 a % (tropomyosin a chain)
W BRI & 85-87
J5 A=A (protists) 77-78
¥ (apes), WIRGIKE 72-76
[ HESE (reading frame)6-9
Z
%41 (heterozygotes)
F:E M5 (codominance and) 18-19
HBEMH Y5 (overdominance and) 18-19
fic ¥ IBEALEE S (random  sampling  of gametes and) 19
J4Fh DNA (hybrid  DNA) WL 954U DNA
Zefh5 3 (hybrid dysgenesis)116-118
YiFi Y (speciation and) 118-119
R ALK (apolipoprotein genes)43-44, 46-47
HIREMA A 143,50-51
BREA A IV43-44
BIRE A E 43-44, 50
#2 (algae), C i 125
VHEEHL A (bog people) 80
HE 1 (bony fishes),C{H 125
E %44 (eukaryotes)
PR FHA: 244t 5 (endosymbiotic  theory and)77-78
JERI45H) (gene  structure)6, 84-85
FERIZH F & (genome duplication) 129
FER ALK/ (genome size) 124-127
N H TSR (454 (protein

J5 LB A

coding gene structure) 7-9



FA LA 454 (repetitive genome structure) 125-129
FLH (fungi) 77-78
HSERGM (true phylogenetic trees)70, 53 WL ARG I3
B (eubacteria) 77-78
C{H (C values)123-124
H1f#) GC &1 (GC content in)131-133
R HE U S AL (protein
IE#EHE (positive selection) 17, 45-46, 7 WAT FI AL
FLA- M MM % B P (in lysozymes of cow and
langurs) 48-49
Y JEAK (mycoplasmas) 123-124, 132
TRNA ZE£ K (rRNA genes) 88
KA+ (branch length estimations)69-70
E#H (orthoptera)81-82
FRRAM (Finger module)93-94
MR (plant genomes), B & 52-54
T E R AAFE N4 (plant mitochondrial genome)52-54, 77
B g R (substitution rates)52-53
JFhi (plasmids) 107-108
"1 DNA &35 (DNAoriginating in)123-124
Jiifk (plastids), MLH2E4k
HHEEE S DNA(niddle  repetitive DNA)125-127
5845 (neutral mutation) 17, 45-46, % WLiEFEH
[ @ ME% (fixation probability of)22-23
I 2 I 7] (fixation time of)23-24
LR % (rate of gene substitution)24-25, 45-46
& 1| %518 7 (stop codons, termination codons)8,9-11,85,
89-90, 97-98
HE4LFS 25848 5 (frameshift mutation and) 14
JggHi s P53 FE K (tumor antigen P53 gene) 113
RN (germ  Tine cells), WAL, R
Ra W ARIE I — S B B (Jukes
parameter model)28-31, 32-34, 41
RICTAIRFC AR (Jukes and Cantor’ s formula) 34
BRHT L (globin gene) J) WAL HARAY, Wflarik
e A7 E (chromosomal location)92
4k 5 (evolutionary history)92-93
K (families) 88, 92-93
C %4t (GC content) 134-137
AL Pk (intron loss  during evolution)84-85
HB % (superfamily) 88, 92-93
R AL (globin pseudogenes), B[ 89-91
T HLMHERE A K (major histocompatibility complex
genes) 102-103
F i R |/ XA R X # (nonsynonymous versus synonymous
substitution in)45-46
HALFEN (transformer ( tra
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coding gene in)8-9

and Cantor’ s one

) gene)97-98

F: 4 (transition) 11-12, 30-32, 34-35

#:3% (transcription) 7-8, 77, 111, 129

G IR (transcription initiation site)7-8, 102
R & EAT (transeription termination site)7-8
¥ RNA - (transfer RNA) &L tRNA

% (transposition) 101-102, 105-122, 129-130
£+ (#4) (conservative) 105-107

5€ X (defined) 105

T A (duplicative) 105-107

$T4E E IR %W, (effects on host genome) 115-116
IKFEHER#4FS (horizontal gene transfer)119-122
Zefhs 35 (hybrid dysgenesis and) 135-137

52115 (replicative) 105-107, 128

3745 (retrosequences and) 110-116

YyFi L (speciation and) 118-119

A R IR DL
and) 119-120

W] %% )8 KT+ 5 (transposable elements and) 106-110

HH (types) 105

% W51 (transposase) 106—-107

T JBEIE # AK (transposing bacteriophages) 107-108

W51 (transposons) 106-108

24 (complex) 107

4 (composite) 107

SHTE B IE AL R (effects on host genome) 115-116
Tn3 107

Tn9 107

Tn10 105, 116

Tn21 107-108

Tnb54 107-108

Tn1107-108

“HePE T IERE” (“transposon yeast” ), WL Ty T L
(centromere)

() 4l # (purple bacteria), a 43F% 77-78

A & 5345 (spontaneous mutation), fEz{ 53-55

HARi%EFE (natural  selection) 16-19, 131

A (advantageous) 17

B %1 (codominant) 18-19

5E X (defined) 17

[H EMEA 5 (fixation probability and)22-23

[ 52 i [A] 5 (fixation time and)23-24

(transposable element copy number

711t (negative) 17

BE/KLE X (neo  Darwinism and-)26-27
B (overdominant) 14, 16-17

1E/) (positive) 17,

aivE (purifying) 17
1537 [H] DNA (foldbackDNA) 125-127



“HFADNA” ( “selfish DNA” )115-116, 131
FLi&%) (repressor) 8
2 i [A 4k, (compositional assimilation), fRIER 5 115-116
MM (histone genes)8-9, 87
o R OB e 3 E (rate of
substitutions)42-44, 46-47
4111 (module (s)) 83, 53 WLizk
AN AL (outgroup), 73 ILAR LM

nucleotide
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- FHRIARM AR F ) (in rooting unrooted trees) 70-71, 74-75

B EEH I (in - transformed distance method) 66

1 2 21 2 VS I DR IO6G 7 (tissue plasminogen activator,
TPA) 93-94

e K293 (maximum parsimony methods), 64, 67-69, 79, 82
T N5 (for humans and apes) 75-76

FH T4 43251 (for marsupials)80



