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AFLP (Amplified Fragment Length Polymorphism) #&34&&Z h &% % A&
alignment, sequence A 3|35

allele Ak

allozyme %44 B i

alternative splicing 2R3 5 H BT H » HRwk
alternative hypothesis #3L{% 3%

analog Fa1X4h

apomorphy (adj. apomorphic) #7414

autopomorphy (adj. autopomorphic) 474U

Bayesian inference analysis B # K3 & X, 547

bifurcating M X 4% 89

biogeography %4 438 £

biosystematics 4 4 % %%

branch-and-bound analysis % 4%- & %€ 75 #7

branch swapping ##k X %

Bremer support index Bremer K % #F B35 2 + B decay index
bootstrap analysis 7] F X B IAR 541+ BRI AT 5 B X0
character 451

clade % 5-%%

cladistics % 7 $25

cladogenesis X 5 7 #%

cladogram % A-#f

classification % #2

clone 74k 5 LM%

cloning #7%&

coalescence B4 #84

coding region #%5 &

codon % #5-f

codon bias % #&-F1& A 1 45

codon usage % %11 A

competent cells 4E 4a e

concerted evolution 1 F] %1k

congruence — E £

consensus tree, strict B A& — B

consensus tree, majority rule % #t— B M4}

consistency index (CI) — 245 #

convergent evolution #%[F]/E1L o 48 ¥ %35 © parallel evolution, homoplasy, secondary loss
data matrix (plur. data matrices) & #4E %

decay index 345 ¥ FiBIEH . A Bremer's support index
degenerate f§4f &4
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discrete method 8 3z 4% #7%

distance matrix ¥E&f4E [

distance method E## /%

DNA fingerprinting DNA 45 4C

DNA hybridization DNA #&4&

domain &

epistasis 3L &8

evolution JEALZ

evolutionary significant unit (ESU) #E/L# & $4x

exon /MEE-F

exon shuffling 7188 T #:4%

Felsenstein zone Felsenstein &

fitness i J& 1%

frameshift mutation #E#% % %

GenBank, NCBI % Bl B 5212 & ¥ S A B Hk &

gene expression & K & #,

gene flow # B R %)

gene tree F& B 41

genetic distance %1% IE 3

genetic variation 1% % &

haplotype # #!

heterogeneity & & 1%

heuristic search method E#LFR4 F 7k 5 FF X4 F %

homology [F]/RIE

homoplasy JF Bl /RAB4ME 48 % 4 33 : parallel evolution, secondary loss, convergent
evolution

horizontal gene transfer 473 B #% 2%

hybridization, DNA %4

inbreeding L # X AL

inbreeding depression i X FiR ; ¥ X T

introgression & B 4 A

intron N&F 5 NEF

isozyme [5) 2 Hig

likelihood analysis 482 2K & 547

lineage, evolutionary At % % #F 5 /HIL A B¢

locus (plur. loci) % 43 & B

long branch attraction (LBA) &A% 3] 3 %

MADS-box genes MADS & #

marker, genetic iB1%¥4% 32

maximum likelihood (ML) #x A2 1

maximum parsimony (MP) A &% ; S E[AM%

microsatellite #4447 2 88 5 f%IE 28

model #4m ; A
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monophyletic group (n. monophyly) #/R#f o 48 # % 39 : paraphyletic group, polyphyletic
group

motif X &

neighbor joining (NJ) analysis #8373 3 547

nearest neighbor interchange (NNI) #f 3 4% 3 #47%

node & 2k

null hypothesis J &1 3% 5 EB3% o 484 & 3 : alternative hypothesis

numerical taxonomy ¥ 4 #8 %

open reading frame (ORF) Ff3E4E

operational taxonomic unit (OTU) 4 #83& 5 $ 4

orthology (adj. orthologous) & % FFl /R ; R 4#E R kA&

outgroup #NE¥ o AB¥ &3 | ingroup

parallel evolution “F47/#1t - 48 ¥ %33 : secondary loss, homoplasy, convergent evolution

paralog 2Rt

paraphyletic group (n. paraphyly) 1] % 2% < 48 ¥}.% 33 : monophyletic group, polyphyletic
group

parsimony (adj. parsimonious) f§ #J

parsimonious informative character B ff £ & & 2 454%

PAUP* (Phylogenetic Analysis Using Parsimony *and other methods)

phenetics ABLME 7 FE £

phenogram 48 R 45t 4%

PHYLIP (the PHYLogeny Inference Package)

phylogenetics 3% % %~

phylogeny 3% %

phylogram 3% % #f o 48 # %3 : cladogram

pleiotropism % zh fEME

plesiomorphy B 1E

polymerase chain reaction (PCR) & Hgi& &4 R J&

polyphyletic group (n. polyphyly) % JR%f o 48 #1433 * monophyletic group, paraphyletic
group

polytomy % A%

posterior probability 1% #4# %

prior probability AT %A% F

pseudo-resampling & F & B4k

random tree starting point method [ 4% A2 45 #1547 7%

randomly amplified microsatellite (RAMS) & #% 2 K4 & 78

RAPD (Randomly Amplified polymorphic DNA) EE#7 X DNA % At

rescaled consistency index (RC) £ #3H ¥ 2 — 245 #

retention index (RI) #%77 145 #

RFLP (Restriction Fragment Length Polymorphism) &8k & &K E % A4

rooted tree E-AR JRAst

secondary loss —=R-Z%& %k ° 48 ¥ %33 - parallel evolution, homoplasy, convergent evolution

synapomorphy (adj. synapomorphic) %4741t

systematics % #%
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taxon (plur. taxa) % 32%f

taxonomy % %8

tree bisection and reconnection (TBR) #t4% v7 B -3 &5 7%

tree island EILBt &

tree space &ALt % fil

unresolved tree F A% 2 JE ALKt

unrooted tree AR R A

UPGMA (Unweighted Pair-Group Method with Arithmetic means) >k /o i34 # 8%
vicariance #)#& £ 3L 5B %

xenology # 70 3F X -3 £ & Wy Bl 4 69 2 B

<zE—>
A L FE T LFL EARKABIRA > Fm AT FOXBRRA T B RERT 09813%
AMER R BEBBMAGEFFRRME B LGFEAT TR TF R HR
HER 2R ELRATELO TG BT SFLOFRER - sbRER "HA ML &
# % phylogenetic analysis #9%13% > L3 T - 584 ey &8 & E6 ¥ 4 803%7)
AT @

classification % #2

taxonomy % %2

systematics % #%

evolution JEALZ

phenetics A8t 2382 RE

numerical taxonomy ¥ 4 %83

biosystematics 4 4 % %%

cladistics % A7 #5 ; 4 X BALZ(FTEE,2001) 5 4 X AL (SEHE, 1994)

phylogenetics 3 %% ; A% F (T8 %, 2001) 5 72 4 % 4 (EHE, 1986) 4 %
Lo ZGAEAELHEE X, 1994) 5 EILL (T R, 1983)

f2 R 694 sLey FH2EER R F 0 #% phylogeny 89803F LA F S IRA > ML & LA © &
BT AL SR KEMIFI T B2 > b R Taiwania #) X F(e.g. Huang et al., 2002)4,
oL "M “RMA phylogeny 89%13% 0 T ThMEMHPAR ) TRIA BB A SR
20 FEEMRARET BARARMET S BT XE(wldh » B2 )% 4 phylogeny %1
RRRBER AL EHRAER R A" M 43E A development ATE A 0 R
AFGESBRALR LR FETEABRBEDW - Ak SEMR AR RHEAL”
T FAEEAERAEEELANEHR > AL LZASRERFETCHTZIA FHMER
(systematics #7 evolution) > R B B HMZA o H4€ phylogeny 8 FR R Eik R A » &Y
2R AR BB RGH G B RAMEAR - FER T REKH G ARSE ) MU
Tk R4 T34 —F  waes i EMe K& phylogeny 09i% & - Bt > £HEH
"% A2 ) R phylogeny 8% C U R LR AG Sy c AFHARAEEERZ
1A > {24857 phylogeny 89 FEL HR#h— > EHEAILERIESL ©

PE S 3
T AHMgUR > 1986 £ A AR EE. I AR BT IRAE.
{7 3 > 2001 © A RESEALET R P &Y F H k. #HE HiRAE.



Page 5 of 5

FHE 1983 - ZEMM S RERIE. 25 B HRA

A X (M) 0 1994 © BASCIRIE AR A M A, BASCH BREE N A MR 4],

B4 FEA 0 ANE- BB IRE (%) 0 2001 - TEEEE - A BBEARTHNTH
%o FHEHRAE

598 0 FRIE  MIBE(43F) 0 2003 HFAME - EAB T ARG -

S8ty 0 AR mIBRM(4R) 0 1994 © 5 X FREYIRR MOk o AR HRAL -

Huang, S.-F., R. E. Ricklefs, and P. H. Raven. 2002. Phylogeny and historical biogeography
of Acer I- Study history of the infrageneric classification. Taiwania 47(3): 203-218.



