S AMF BRI

AATAA J (AATAA - box), L2 BERIFIRILGS

domesticus (5 H1) 82

Acholeplasma laidlawii (GGHH &S J544) 132

Achyrthosiphon magnoliae(MfH )82

ACTH ZE[R (ACTH gene) 44

Actinobacteria (i{Zk ), 132

Adh, L P it S

Aedes (fHJ=) 137-138

Aegilops bicornis (W ff1L=F-%E) 38-39

Aegilops sharonensis (Y 11I7EHEL) 38—-39

AIDS (3L %) 58, 108

Allium cepa( ¥Z), C {H 126

Alu J¥4 (Alu  sequences), {K# 5 IF 8 1 2 A KL ) (in

low density lipoprotein receptor gene)116

Ammodramus maritimus (EEMEA)80-81

Amoeba dubia (Jo{HAETEH),  C1{H 125

Amoeba proteus (KA 1), C

means (BEWE) C 18 125

Anthrobacter luteus 132

Artemia salina (—FH7E504)81-82

Bl Zj (Bl family) 114, 50 Alu J341
CREAT ) 132

B Rtk

Bacillus subtilis (RiFFFH) 132

Boa constrictor(f¢), C {H 125

Bombyx mori (57x)82, 128 B

Birk B4 (1 §EHIHI 5~ (Bowman

inhibitor), A MBI E K 86-87

CAAT B (CAAT box) 7-8

Carcarias obscurus

Acheta

1H 125 Amphiuma

Bacillus brevis

chromosomes) 129

owman Birk type protease

(&),C1H 125

cDNA (F %k DNA) 60, 105, 107-109, 111

CDRs (P HAMAE X J5K) 45-46

Clostridium innocuum (BOIRZEFAFT B2 —) 132

Clostridium pasteurianum (EFCZEAIMR H), WERIE A 85-87
perfringens (P IENEM ) 132

CRJFFIIIREE . fek ), C {H 125

Clostridium
Coscinodiscus asteromphalus
cox [ FE[H (cox 1 gene)97-98
Cu/Zn #8 & 4k W I Ak B & [ (Cu/Zn superoxide dismutase
gene) 112-113

C R EILIA (type  C virogene), /K V-#5%5 120-122

C1H (C value(s))143-144, 53 WHEER ALK/l (bacteria) 123

174

L% W) (eukaryotes) 124-127
CfHFEW (C  value paradox)124-127, 1131
Cyprinus carpio  (fifl) 134-135
C fH(C values)125
Dasyurus maculatus (BfZL560) 80
Dictyostelium discoideum(MtER @2 —)137-138
R AT (retrotransposons) 108110
CRI B — ) 125-127
DNA S WAz R P 4« A
H 4k (complementary), . cDNA
KEEM (double  stranded) 6-7, 40
F £ il (foldback) 125-127
FEHE A (highly repetitive)125-127
JR4 (junk) 131
g #4 (middle  repetitive)125-127, 129-130
gekifAk (mitochondrial) 79-81
kLR (nongenic) 126-127, 131
A (nucleotypic) 131
40 i 2% (organelle) 52-54
ek Vs (originating in  plasmids) 123-124
B (repetitive) 126-129
T (satellite) 127, 129-130, 131
“HFLA” ( “selfish” )115-116, 131
HifE Dl (single  copy) 126-129
H.— (unique) 126-129
DNA  DNA Z%AZ (DNA  DNA hybridization) 37, 39-40
AN5%2F1 (humans and apes and)40, 76
DNA %2 (DNA duplication) 114, 116, 127-128, 53 WAL &1
DNA £ 20 (DNA polymerase) 14, 131
DNA 44 (DNA amplification)79, 130-131
DNA & | (DNA - replication)9-10, 129
DNA &% (DNA repair)51-53, 106-107, 111
DNA J7%1] (DNA sequence) 6
MR (nucleotide substitution)28-35
PCR 31 (PCR amplification)77-80
Z AW EE (polymorphism measurement) 25-26
FRIAL AT (restriction site)37-39
DNA %5 %} (DNA sequence data), X{4> T R4 Kk B I 60
DNA H1 47 [R5 J3 (DNA
(Him) 129-130, 137-138, 15, 101, 113-114, 128

Dipodomys ordii

mediated transposition), JLAE5 &

Drosophila



P RFAEFra /K 4% (horizontal transfer of P
elements between species)121-122

Zefhs 3 (hybrid  dysgenesis) 116-118

R T (retrotransposons) 09-110

Drosophila mauritania CEgfi—F) 121-122

Drosophila melanogaster (S d)82, 106-107, 116-119,
121-122

1 Jd 2 Wi A% IR 2 FE . (alcohol  dehydrogenase
diversity)25-26

AFIB A PFH 5 (alternative splicing and)97-98
C1H (c value)125

[A] S %A 7 i) 31 BE AL . ] (nonrandom usage of synonymous
codons) 56-574

TRNA ZE£ X (rRNA genes) 88

Rsp  JEPIEEAZ (- Rsp  locus)127-128

A % 5 K7 (transposable elements) 105, 107-108, 119-120
tRNA JE£ A (tRNA  genes) 88

nucleotide

CRUEIE—Fl), =% A DNAL27-128
Drosophila saltans CREifi)E—F) 121-122

Drosophila sechellia (Mg —Fh) 121-122

Drosophila simulans CGRugJE—F) 137, 140

Drosophila willistoni (JLlfifE—Fh) 118-119, 121-122
Drosophila yakuba (RI#) 121-122

Drosophila nasutoides

Echymipera80

EGF (epidermal growth factor, 3 A RT) 93-94

Erysiphe cichoracearum( —FPEL}H), C1H 125

Escherichia coli (KJAATH)37-39, 59, 76-77, 123-124, 132-133

i NJF4 (insertion sequences)106-107

[A] S % % 7 i) 31 B AL . (nonrandom usage of synonymous

codons) 55-57

TRNA ZE£ X (rRNA genes) 88

A % 85 K7 (transposable elements) 105-107, 116

Euplotes aediculatus( /MEUFANJE) 137-13/

GT-AG HLM (GT  AG rule)8, 90

GC %74 (GC content)57-58

AN Y (in bacteria) 131-134

[6] i Bt 5 (isochores and) 134-137

GC e (GC box) 7-8

GC RAZ ) 1 /7 (GC mutational pressure)132-133

Gallus domesticus(¥¥), C1{H 125

Galycine max (K&.)84-85

Gorilla gorilla(KIEFRE)72-76

Haemophilus aegyptus (R LA g2 —) 37-39

Haemophilus influenzae (Ji/Br& 4T ) 37-39

(FLIR AT Bz —) 132
7 gene) 105-106

(-Lghg), C {4125

Lactobacillus viridescens
Lac  Z3EHF( Lac

Lampreta planeri
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Lilium formosanum (&¥EHE),

LDH, L1 P it ==L

C1H 125
LINEs (long interspersed elements [ 15 7 FF45 0%, K 84 A
T 128-129

CPNERR R ) 132-133

mRNA  ARiE KPS (alternative splicing and)97
Zitid[X (coding regions)7-8

Mycobacterium tuberculosis (Z5#% AT ) 132-133
Mycoplasma (£ J5 44 )&) 132

Mycoplasma capricolum (3% J5/4)E 2 —) 132-133
Myxococcus xanthus Ki¥kFEE <), 3T 110

Na, K-ATP B B JE[K (Na, K ATPase B gene)44
PR E 2 — (FEE) ) C A 125
Neisseria cinerea (F&KEEZ—)37-39

I 43¢ 3 R 441

Micrococcus luteus

Navicula pelliculosa
Nicotiana tabacum (/4 &L) (chloroplast
genome) 52

C fH (C values)125-126

caviarum (G KK FE B2 —) 37-39
Ophioglossum petiolatum(—Ff JF%Z%), C {H 125
ORFs, MLITEEAMESE  OTUs, LARAEH 7 R AL
nova (REHJEZ —) 137-138

Pan paniscus (J&ZIEIE) 40

Pan troglodytes (BJE¥E) 72-76

anubis CHCHHIA) 57-58

Papio cynocephalus bz —Fi) 121-122

Papio hamadryas (3% K& Bh%h) 121-122
Papio papio (Jifh) 121-122
Paramecium aurelia (X% & 1)
Paramecium caudatum(EHL/E H), C
Parascaris equorum( M), C {E 125-126
PCR, WL S 30 R Y PGK 22 SR M (ol R H b R W il %2 5%
) 111, 112

Phalanger 80

Nocardia otitidis

Oxytricha

Papio

,C  {H 124-126
{4 124-126

Phaseolus vulgaris (G£%.)84-85

Philander opossum andersoni (JK#K4i fR) 80
Philosamia cynthia ricini (—7#fifk) 82
Physarum polycephalum(Zil g2 —) 137-138
Pinus resinosa (#&),C{H 125

P-M &4 (P M-system), 116-118

Pongo pygmaeus (5 RKFEHE)

Proteus vulgaris (35iEAZHAT 1) 132-133
(Nitif), C {H 125
(PO B ) 125
elements) 105-106, 107-108, 116-119, 53 W ] #% & [A]

Protopterus aethiopicus
Pseudomonas fluorescens
P A7 (P
?

Wi B fa] (1) K 7 # % (horizontal transfer between

Drosophila species) 121-122



RNA {51 (messenger), M. mRNA
¥ox B WM B M
transcription)9-10, 111

B AL (pre
MR (ribosomal), i rRNA

/NMZIP) (small nuclear), Y. snRNA

#3551 (transcribed), 7-8

¥ (transfer), UL tRNA

RNA £ 2K (RNA polymerase), 7-8

RNA 22 2KHg 1, 7

P ALY (concerted evolution and) 102
RNA J#%1(RNA sequences)6-7

RNA 222K 117-8
RNA - FPA R i (RNA

(modification following

messenger), WL  mRNA

mediated transposition), L3R4 Hs

RNA e 5% A (RNA

splicing) 97

3745 (retrosequences and) 109-110

RNA  DNA 7% (RNA  DNA hybridization)

rRNA FE[A (rRNA genes) 81-82, 87-88, 101-102, 123, 130

M2 H 1) (in  chloroplasts) 52

P [F3E4k 5 (concerted evolution and)98-99

P FHA: 244 5 (endosymbiotic theory and) 77-78

AhER AT 655 (7] B% (external transcribed spacer)99-100

Al 4% 5% (7] B% (internal transcribed spacer)99-100
W LA RiAR - ) (in mammalian mitochondria)52

ANEL S 7] B (nontranscribed spacer) 99-100

YRR+ (in  plant mitochondria)52

#:3% (transcription) 7, 99

A% 3l 1Y PF $2 (alternative

transcript)

NEAN AT e (unequal  crossing  over) 100-101
Rsp FEK AL (Rsp  locus), LAY 2535 5 DR EAL
Rattus norvegicus (MK ), CAH 125
(BRI EERE) 124-125
[A) %% 1% 7 4 3k B HL S T (nonrandom usage of synonymous
codons) 55-57
rRNA FE K (rRNA genes) 88
A ¥ 85 K7 (transposable elements) 116
Salmonella typhimurium(FRAGFEVPTTEE) 119-120

Sarcophilus harrisii (4%7%) 80

Saccharomyces cerevisiae

Schistocerca gregaria(#g£d1), C{H 125

scRNA FEK (scRNA genes), #5% 7

Shigella dysenteria (SUER [CH), #iNJF4]  106-107

SINEs (short interspersed elements & - FF45 e, f6 HAE K
¥)128-129

snRNA FEK| (snRNA gene), %35 7-8

Staphylococcus aureus (& (AR 21K %) 107, 132

Streptococcus faecalis (ZREEERIA) 132
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Streptomyces griseus (& HF B2 —) 132
Strongylocentrotus (BRiFIH)E) 137-138
TACTAAC B (TACTAAC  box)9-10

TATA B (TATA box) 7-8, 90

Tetrahymena (JYHK 41 &) 10

Theropithecus gelada (Wi FEAb—Fl) 121-122
Thy 1 $iJ (Thy 1 antigen)50
Thylacinus cynocephalus (4$%i) 80
Trichosurus (7 JB4$5HE) 80

tRNAS 9-10

F B 5 (R SCE 7 1) BB ALY FH (abundance
usage of synonymous codons)55-57
KA~ W TG R 2 N (processed pseudogenes derived
from)112-113

tRNA FE[K (tRNA genes), 9-10, 87-88, 95-96, 123 -124, 149
M2 7 ) (in  chloroplasts) 52

I LB B4R 1] (in mammalian mitochondria)52

T RiAAH 1 (in plant mitochondria)52

#5% (transcription) 7

Trypanosoma brucei (fii [RHEMAH) 128

Ty KIF(Ty  elements)116

Ub 5 (Ub gene), 43¢ 7-8

Vicia faba (#x%)84-85

Xenopus (JIVHE) 114

P[4k (concerted evolution)98-99

Xenopus borealis (JNiEZ —)98-99

U2 —) 98-99, 134-135

and nonrandom

Xenopus laevis
C{H (c values)125
TRNA ZE£ X (rRNA genes) 88
Xenopus mulleri (JI\iEZ —)98-99
(EAK)77-78

a -flaEE %R (a
a - HEE (¢ tubulin)44

a  JEEENE (a TR AT TR 7K & 1, 98-99
» & A K ( a
gene) 84-85, 88, 91, 103, 113, 1134-137,

al 92-93

a2 92-93

S 3 AR (codon
K (family) 92-93

FIZ R % (rates of nucleotide substitution 1in)43,
44, 49

a l-PUEEAN (a1l antitrypsin)50-51

B bR (F) (B +—thalassemia)97-98
BT HEEIER (B tubulin gene)113

B - K &\ B A ( B
gene) 84-85, 88, 91-93, 102-103, 134, 136-137

Zea mays

fetoprotein gene)48a

enolase) X ¥ a

a - —globin

usage patterns)57-59

—globin



R0 W A (codon usage patterns)57-59

K (family) 92-93
WO A TR e % (rates of
in) 43, 44-45, 47, 49, 50-51

177

nucleotide substitution

Y-BREAERF (v globin gene)44-45, 92-93, 100
§—BRE LR (8 globin gene)50-51,92-93, 102-103
C-BREARK (Z  globin gene)92-93

B I-BRE AL (01 globin gene)58-59, 92-93
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