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BANBZDT No ZZR ‘  Comout
. —_ s ompute
> XAVD4YVERDICRD E= P
INHIRREINDELSCHD
31 D5 X9 —54k cluster analysis
» Gaps/Missing Data Treatment : Complete deletion 2D FDNFE, TNSOROBMUES 3 SIEEMEE TN D (LT
& MX: Alignment Explorer (bacteria_16S.fas) =EOEED W< OHhDIIL—F (IS4 —) ([CHETBHE
Data Edit Search Alignment Web Sequencer Display Help g
Y- EELEERY «OXO XA +®ar Q9 () sHEc ot
DNA Sequences ITransIated Protein Sequences | e b
Species/ Abbry * & on, 3%
s totmmrscnronn s §ONARo o ORRRO o RRCAA : P e iv
- B ' e i
""" ] RN =
e ' £ AR T
9. Chlamydophila pneumorCCT T AAGT CETTEACT CAACCTA- -FTTATAGBGE - - - - - - / / j //// —
i1 ounceocoussimiv ARG OBOCR - - - - - - o P ; 7777w A A AN
3 oemimrerionn ogo RN o IR I C -l ] A/ — F ¥ MR/ — F)
14.Burkholderiamslei CCAGAAGTGEECTAGTCTAACC------BCAAGBE------
15. Escherichia_coll CETARCO------TTHCEEE- - - - - - (b) (©) (d)

16. Pyrococcus horikosh BB TEABBCC - - CBATCT - -------COTTCEBEE- - - - - - d e

17.Saimonells enterics NAAGAAGTAGETAGCTETAROGD - - - - - - FTCEEE- - - - - - o AN R 2 HRHR o
M | ] A Er
Pty Y- T
193 ' A

s . kot F2¥T-FY  Zpugn AIvu-p g el
VBEE. FrvITEEBOY A L EERL TCREBZERT D ] L
(a) - FREEMORE O EESNOBERAHEN (© b 0B,
NELELTAREMALZbO, () BESOHEAHKN L © ok
BEOf AIEZL2 80 TRLAEOLY IS, L HELDT, 20
LAt Ts I EdTED,
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10 OUTDIEE &, XS5 5 INTOERRME2,027,02580FHET D

RIEBEIER T DTEHDUSRY U VTEIC(E
o UPGMA

® SAREEIE

& SIE

o N1k

RE. BABAENH S

UPGMA (FiRERER. FENEREEE)

Unweighted Pair Group Method with Arithmetic mean
U EROEMIDNSBEHEDHSBEEIT DI EICLDBEONDIBFHZER. RS
BRRED—&
L OERED—EMEMRESIND IO, BIRZBEHFOSND
L —EBRREBAETHELBRZTHDID, ELRE—FEDRENVETH DO,
{ERENRBE TRLBD EE(FER 2 ILEEZTLIPTL.

Sokal & Michener (1985)

IR EDETER
(a) ) (©)
2 413 2 3 3
12 |16 LY | 14 16 (,4,2)| 20
24 |16 2 24
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ELRENRGE TRG 35 35
UvrAD 7 = B3B3z Bz R

M. mobile
_I'_\— M. pulmonis
0.05 M. synoviae
M. hyopneumoniae 7448
[{M. hyopneumoniae 232
M. hyopneumoniae J
— Mesoplasma florum
M. mycoides
I M. penetrans
Ureaplasma parvum
M. gallisepticum
\_\—‘:M. genitalium
M. pneumoniae
Ca. Phytoplasma asteris OY

Bacillus subtilis

Enolase® 7 = ./ B&HcS % B L\ = s

| M. hyopneumoniae 232
Lowm hyopneumoniae 7448

M. hyopneumoniae J
M. pulmonis
M. synoviae
M. mobile

——— M. mycoides
Mesoplasma florum

DB & LB U T Ureaplasma parvum D
BB T TV BIEE TEENBREL
TuWwas

Ureaplasma parvum

M. penetrans
M. gallisepticum
M. genitalium
M. pneumoniae
Ca. Phytoplasma asteris OY

|-

Bacillus subtilis

(Oshima & Nishida, J. Mol. Evol., 2008)

Salmonella enterica N
r-707410FU7

Escherichia coli

Burkholderia mallei

Bacillus subtilis

Campylobacter jejuni
wr i £-FOFANDFUT

Helicobacter pylori

Deinococcus radiodurans

Chlamydophila pneumoniae

Thermotoga petrophila
Thermales-

Thermotoga maritima ThermotogalesB #i&

Thermus thermophilus
Sulfurihydrogenibium azorense
Sulfurihydrogenibium sp
Hydrogenobaculum sp AquificalesB #B&
Hydrogenobacter thermophilus
Aquifex aeolicus

Pyrococcus horikoshii

SHE
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JOFFGFUT 60°C % ] ‘ = e = & i i
REHIEIC & BRI EMER
[RIBERSBKPTEENL? 55 1\ 65 °C e MRS o] N—
27 /INTFTUTF 65°C Jm ANALYSIS
-T2 75°C g > Phylogeny tatistical Mathod - M, s ¥
BedEr A ONRSEE 60°C 7] X . PHYLOGENY TEST
E£@m0 H—FEr—A 80°C > Construct Maximum parsimony Test of Phylogeny > Nane
=R POATTIIR 85" : o —
% FPoOATIvIR 85 C, T > &ﬁ@@b‘imén% SUBSTITUTION MODEL
7 L7400 80°C o B - G
o _ r [ Substitutions Type -+ Nudeotide
| EOF+«&5F 124 105°C it > ﬁ DATA SUBSET TO USE
k- H—EJOF92R 88°C = \Ia- I3 Gaps/Missing Data Treatment —  Use all sites
H—EIwAHA 88°C -
A S IIFUS L T0°C LI.I g-“_j' TREE INFERENCE OPTIONS .
L MP Search Method - | Subtree-Pruning-Regrafting (SPR)
}(9/]‘;}737\ 88°C \q m’ Mo. of Initial Trees (random addition) — 10
H—ETSAT 60°C | MP Search level 1
=EWISEE 55°C éi Max No. of Trees to Retain 100
MA& ) LSs 40°C \5 SYSTEM RESOURCE USAGE
A& /AL 3T | || _
i 7 Hel X) Cancel oK
BT R - - Test of Phylogeny : None =
¥EESR
- fﬁ + Gaps/Missing Data Treatment : Complete deletion
B B
. HE B5°C > Compute
{IA—R—VEITAEORMRR ® Ho1 2EBROFTREAE B 38
37
39

BEFE (RKEHE. Maximum parsimony)

U ZEZSNBINTORFHOPN S, BREORIEOHHIREIPLBVWEDZEERYT D
A&

U BRINDEMECHERBRERDOHEHA. WERBIR/\ORGHZRAT S

(@ (b) ()
1:C 3:T 1:C 2:T 1:C 2:T
C—T C—T
C—T
C—T C—T
2:T 4:C 3:T 4:C 4:C 3:T

L REHPETE. BURMNOR USMIIC2BU LOBBRIRED E (ZEBH) | #
EBZRDIEDDD
REKPEC X DREHEE (X, EVDEFIDNLEEIBU L EDICRETRE

o

SEBEEIEIC & 2 R ERL

> Phylogeny
> Construct Neighbor-Joining Tree
> REBENRREIND

+ Test of Phylogeny : None
« Model/Method : Jukes-Cantor

» Rates among Sites : Gamma Distributed

« Gamma Parameter : 1

Phylogeny Reconstruction |

Option

ANALYSIS

Scope

Statistical Method
PHYLOGENY TEST

Test of Phylogeny

SUBSTITUTION MODEL
Substitutions Type

Model /Method

Substitutions to Include
RATES AND PATTERNS

Rates among Sites

Gamma Parameter

Pattern among Lineages
DATA SUBSET TO USE
Gaps/Missing Data Treatment

SYSTEM RESOURCE USAGE

Number of Threads

No. of Bootstrap Replications —

Setting

= All Selected Taxa
=+ Neighbor-joining

=3 Bootstrap mathod
500

- Nucleotide

=  Kimura 2-parameter model

= d: Transitions + Transversions
=+ Gamma Distributed (G)

= | 1.00

= Same (Homogeneous)

=+ Complete delfetion

» 3

?) Help

x| Cancel

+ Gaps/Missing Data Treatment : Complete deletion

> Compute
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T |pl-6) p6 ad -

EBHEEE (neighbor-joining method. B8 TNJX) 41 3 42
F a e _ - N
: : TR T 51 & 2 ASERSBIRICH B EIRE L TOER I,
Saitou N. and Nei M. (1987) () ¢ ZNTEESI & 3. B2 & 3 DEBMEIFES %
5 REEERENCERT S PILTUXADD S 2 SRIFE \Fy TN, (ETLHTERCA
L ZITVXLADEBEET "2 TORORSDEHIRIG ERBDBDELSBNRO
I—HEXRUWEWSEECEDLTLD v ZCTSEFRES2 & 4DERRERICHDIERELTHDE. ETOHERE
L SRNCERRZEZR/NCT D RROIV-—DESNDEFRSKEL (B, <05 FRESTKKRIZENTEXT
&, RELHDCHERBEVRBBNESND I ENDD D TLD)
1 2
o (0.1)
w5 1 |2 |3 |4 ] 2.\(9_1;\ //' \\ﬁ__L\(E).U 3
T \\ A [ oS WS
5 4 B - '\“ ‘/_."
3 |01 |03 L \ -3 iﬂf‘l, 4 / 0.3)
4 |04 04|05 3 ) . N i
L SHBEMENEL. BHORBRITE (BRAEHKIE |RIUE NAERE) TE
Y BT BERORMBEREL XY SHEAENNICRIEREE DRBOT— 9ty FORS ZEHTRTHS
v RICEEDEIIN., ZAROKRTORHNDIEBMERICHDEREL T, REGER n UPGMAEEHD . SERESERIRTORENE CRETELT D (DRIt
ERCHBEBRORSESHELRT DIREE) T EERELT ICBERMBEES LN TES
JC69 |4 G €T * IN93 L4 6 c 1 44
X Al - & o o
Jukes & CantorHh' 19694 (CIRE LT e 4| - .0 pr. pr,
5L, COEEYARAGCTT Gla - a « T;{g;‘%;ir'f‘%@fgS Glre - pr g
H5RAIUDENMERaTEVWCELRTD ¢|la o - =« AC C";ng,\é"tb% C|pr, Br. - ww
ERELTWS, ’ >t . T |pr, Br, Tw -
T|lae ¢ a - ag, o, CBHRY D EIRE e e
LTW3, o in -
rSyyyave oct, /.
K80 A G C T (r5y28-Y3Y T
il- a B B ) agp/a,=mg/m ,ThHdEHasegawa, Kisino and Yanoh'1985F(CIRE L
Kimura H"1980% [CIRR L E G s B f%§§.5§:\~7§§ Ejgﬁ(#?@ ZETIL (HKY) EZ LW,
Tl YA YD DELEE o« - SYVE(C e \
Z’mcta(:{&%ucmgz * clg p - a Eiﬁfﬁ%ﬁ’ﬁ&u Agég%;gﬁ —MRESRIRERTTREE T )L (general time-reversible : GTR)
£ \J s N =] ~
T| B8 B a - Ba(,SYRIN=I3Y) EDB From ™. To A C G T
3. —MRIC, SVIVIVD
BHERZOPTLN, A - RateycFreqc RatesgFreqe  RateyrFreqr
T92 C Rate cFreq - RatecgFreqe RatecrFreqr
ng;??Uf?EZEE)‘EK?Qg:EJf;?}; 1 | 4 C; ;5 ﬁ[lT 5 G RateygFreqy RatecgFreqc RategrFreqr
—fi% [ T o ‘m=EYHI= - e -
(GECHERE, g%b\(i’é‘%)e Glal-8) - p& p-6) T RaterFreqy  RatecrFreqe  RategrFreqg i
=nstnZzRAW3, clpiu-6 pg - a-6) RateXY (JIBE Y D SIBEXNDOBITRE. FregX (JIEEX DIEE

e U. RateXy= RateYX &9 % (Ih%z "RREIKRERTIEE) [time-reversible]
EED) (Tavar e, 1986, Posada and Crandall, 1998)




4q =me
Bootstrap ° \—‘ A2 ] e s
SEBEESEIC S BRI LR 2 | -
u B LRt oStz I 2 57%
U REEOERICAVEY S/ BESIZAEICEBMUYYTUVI)L, 22 > Phylogeny [ e
DODUBYTIT—IDSHESNDIREB/HNITTT —5 ORBHBERIFT DHEXRE > Construct Neighbor-Joining Tree
R > RTEEEIERREIND
datal MNDRQAALOQALKQIEKQFG « Test of Phylogeny : Bootstrap
TOT—% ggggg i EEESIS{II}ESIEIE¥§3§5 + No of Bootstrap Replications : 1000
datad: QIEKQF « Model/Method : Kimura 2-parameter model -
N\ « Substitutions to Include : Transitions + Transversions
datal: OE QAR . . N
ST datas . EHEDAK + Rates among Sites : Gamma Distributed
ks data3: LISNKNS « Gamma Parameter : 1
datad (MLSOMEKFAKAFLEAQAKAK o .
+ Gaps/Missing Data Treatment : Complete deletion
s TOEBINT—HYDRIERUICERDZET. T—PT0DEINES VY AR > Compute
EEUTER
« BALHZE[QLEE> THRL > File — Save Current Session — fkadaily &W5 27 71 ILZTRE 46
> . . . 0 47 48
B1%  (Maximum likelihood estimation) (Felsenstein, J. Mol. Evol., 1981)) REE(L?
o BESINZIHECECFHEORINEEND TLE) KD, RODLEDOSUVVE N . — e =
F;ﬁ%?ZZ; $ ® o BOLEOBE u BBEFIHELVNERE LR TEROT — 91185 N3 HE
oo ’ ) o B F—HCHTBETILOLTEEODREERT
u SRS U BEHDOBRICET DEXRETILZRELICLT. LEZSHETD
L #QEFEHEENSVWCE — ERET CAEASRIE R & R 4= R N
%ﬁzm(i{fﬁ—iiﬂﬁ’\ﬂ t NJ fﬁc‘:fﬂiﬁi lJT *)JHH%%)IJD‘:'K %n%*ﬁ)&m ]0 @G)j’r \J l\Z%"TDT%b\] @\ %b\g @erc:t é
UTHEUERBBOLEZSTE L. LRI DI EZRDIRT
— RBHEFR (heuristic search) nEFII
r . . IO V%EESEIAMVERRATEREEDL 1:9 OLLERTES,
3
D, D LEL, = (1/10) x (9/10)° = 0.0387
18R 4 zopEEER

(T) D, (T)

- - 2 ABERR &
D, D, =

c

o

BDoh o5

\ 3REDBNEDN

(i) = D f(s5)Pr(DP.c(D)P,, (DIP,4(D)P,1(D,)

-

EFIL2
(ZOIA VEE>=04Y FRATERE BN EHRTHS,
AEL, = (1/2)1° = 0.000977

L1>L0 THBZENS, BIBDOADETEIROHRN (BHS5ULWLWETIL)
EVWSZEICRBRDERT
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S ETIVER BAEIC KB RBBEER -
» Models = -
. . » Phylogeny
» Find Best DNA/Protein Models ] o
- Y » Construct Maximum Likelihood Tree
> REBEIRIIND . o
> REEEHIRREIND
« Tree to Use : Automatic
+ Gaps/Missing Data Treatment : Complete deletion
> C ¢
mpute
omp « Test of Phylogeny : None —
Table. Maximum Likelihood fits of 24 different nucleotide substitution models . Model/Method : G I Ti R ibl del
Model Parameters BIC AlCc InL (+) (+G) R AfIA) AT odel/Method : General Time Reversible mode
TN93+G a7 22022.299 21726.161 -10826.017 n/a 042 1.33 0.242 0.181 « Rates among Sites : Gamma Distributed with Invariant sites (G+l)
GTR+G 40 22023.441 21703.303 -10811.577 n/a 042 1.33 0242 0.181 . No of Discrete Gamma Parameter : 5
TNY3+G+ 17 10824943 0.12 054 1. 242 0.181
93+G % 22030159 21726020 -10824.943 0.12 054 11.33 0.242 0.18 « Gaps/Missing Data Treatment : Complete deletion
GTR+G+l 41 22031.038 21702900 -10810.372 0.12 055 1.33 0242 0.181 o ) )
TO2+G 34 22031146 21750.000 10845451 n/a 041 131 0211 0211 * ML Heuristic Method : Nearest-Neighbor-interchange (NNI)
« Initial Tree for ML : Make initial tree automaticall
- AIC (FBIERERE) = -2 /L + 2k (k B85 X— o) o Y
: o= BIC (N XIBEHBIE) = -2 /ol + k In(n)  (n : BAE) + Branch Swap Filter : Very Strong
InL : B FHETILORES ZTEY 272D DEE > Compute 50
51 52

Rates among Sites : Gamma Distributed with Invariant sites

nREECS. P/ BEHIDOPTE. BEHES (TR STBWLWEMNFEAET
HD. BEHNBRIT DEMIEIERSNTWS

L ZFIT. BEME THYSIHDHICEDW LTI, (98T ZETIL(Yang,
1994) &< FIAEND

L ZOELSRBRETIVEFRTZHE. + G &EXRicSNd

U ATTIUHELTE, EFEOHEHLRETED (BERSDKSVICEELTS
<ERW)

Rates among Sites : Gamma Distributed with Invariant sites

n BROERE R V\EI(invariable site) & BIAHEE B EEiI(variable site) D2
DICHTITVRIFTBRETIL(+ | EXRR)

BRIEIC K 2R

100  Escherichia coli
100 Salmonella enterica
82 Burkholderia mallei
44 Helicobacter pylori

62 100 Campylobacter jejuni

93
” Bacillus subtilis
Deinococcus radiodurar
08 Thermus thermophilus
100 Sulfurihydrogenibium sp
Sulfurihydrogenibium azorense
100 Hydrogenobaculum sp
100 Aquifex aeolicus
97 Hydrogenobacter thermophilus
Thermotoga maritima
100 7hermotoga petrophila

Pyrococcus horikoshii

0.1

EROERICRDEVBREEND?

Chlamydophila pneumoniae

r-707ANOFU7

e-7OFANOFUT

Thermales8 &

AquificalesB &

ThermotogalesB &

SHE
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alanyl-tRNA synthetase® 77 = / B5fic5 %= B UL\ = R ZE1ER T D

> X=2— File = Open A File =

REIE Option Setting
r : \EE w GAP PENALTIES
Solmonels enterice > Tbacteria_alaS.fasy Z=&3% Gap Opens 12.00
o g . H H Gap Extend 0.00
Escherichia colf 100  Helicobacter pylori > How would you like to open this Hydrophobicity Multiplier 1.20
Burkholderia malel 10 Campylobacter jejuni fasta file? &EHINZDT gErr—
Bacillus subtilis 19 Chlamydophila pneumoniae > Align %2R Max lterations 16
Campylobacter jejuni Burkholderia mallei 9 = ADVANCED OPTIONS
Helicobacter pylori 33 94 Escherichia coli Cluster Method (Iterations 1,2) UPGMA
== oo N e _ fheration=)
7o ;( S >( S Cluster Method (Other Iterations) UPGMA
Deinococcus radiodurans 92 100 Salmonella enterica & fER Min Diag Length (Lambda) 24
Chlamydophila pneumoniae 43 Bacillus subtilis > Alignment EprorerfJ“F‘;ﬁ < — ~y—
Thermotoga petrophila Deinococcus radiodurans e Al t : '
16 . — 11— Alignmen
Thermotoga maritima Thermus thermo?hllus . g >( '( b 'j 1 Vi '\ 'j ‘:jfg?i'_g-é
Thermus thermophilus Thermotoga maritima > Allgn by Muscle
100 i —_ _
Sulfurihydrogenibium azorense % Thern'Totoga pet.rc?phna > Select all? EEHNBDT » XZa Data
Sulfuriydrogenibium 5 100, Sulfurihydrog e g > Phylogenetic analysis
ulfurihydrogenibiu =
o ¢ bg y & 8 Sulfurihydrogenibium azorense §~ » OK %}$-§- ylog y
fydrogenobaculum sp o . ) 23 - > Protein-codi leotide data? &
m 100 Aquifex aeolicus 2 > MuscleD&E SR \ rotein-coding nuclieotide datar
i REDA Y ROHREL
Hydfogenab.'acter thermophilus % 03 Hydrogenobacter tHETTE I m BANZDT No ZBR
Aquitexseaicia 29 Hydrogenobaculum sp % » Compute . _
Pyrococcus horikoshii Pyrococcus horikoshii > PSAVUAY RDEEAERENDS > XM1YVD14YVRIICRD
i | = WX Aevlyses Prifernces 56
<y - = _ i . . .
+ Phylogeny n IEEBIRRETIE A4 DT LA, P BERRETIE20x20 O
. . . 4751 ~ - 3 = ——T s = = -
» Construct Maximum Likelihood Tree T ERBTH. RateXY EFregX OEIFFRREIRERTIEEETILTH190 + 20
- N =210 &ERDEKRTT
> REBENERREIND
L ZZ T, BICRERRODD > TLWDHDBBEREORBRICENT. KEDT—
YZRAWNTHSH UBHIETESN/-RateXYFregX OfEZRAWCETILZEZTF X/
q
+ Test of Phylogeny : None BMBRETILE LTBWET

+ Model/Method : WAG model

- Rates among Sites : Gamma Distributed with Invariant sites (G+l)

» No of Discrete Gamma Categories : 5

+ Gaps/Missing Data Treatment : Complete deletion

« ML Heuristic Method : Nearest-Neighbor-Interchange (NNI)

« |Initial Tree for ML : Make initial tree automatically
« Branch Swap Filter : Very Strong

> Compute
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u InSE. EBEOT—INSERSNE TREREVR) HDRD T, empirical
model EF[ENKT

From . To A C G T
A - RateycFreqc  RateqgFreqs  RatesrFreqr
C RatecFreqy - RarecgFreqs RatecrFreqr
G RateygFreqy RatecgFreqce RategrFreqr
T RateyrFreqy RatecyFreqe RategrFreqg -
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ELETILDZEIR

r

% Tbacteria_pgk.fas) (Cl&. 148D/ 0 7 ZHBRDphosphoglycerate kinase
D7 =/ BEHIDNA>TVD

= alanyl-tRNA synthetaseD 7 =/ BEIIZBLVcD ERIRKIC. UTDOFREZAL
TRUEDFRHGBZER L. 7712 kadai2, & UTRE

+ Dayhoff : % (Dayhoff et al., 1978) - Test of Phylogeny : None

« JTT : #% (Jones et al., 1992) + Model/Method : WAG model

L RRBETILIRESNTVET
© RateXY (FBEEDempirical model DEBZMBWV., 7= /BEEFregX 3T —%
NOHETBETIE+ F EFIEFEINTELAVWSNTVEXT

« WAG :# (Whelan and Goldman, 2001) - Rates among Sites : Gamma Distributed with Invariant sites (G+l)
- mtREV24 := kJY KU 7 (Adachi and Hasegawa, 1996) * Noof Di.sc.rete Gamma Categories : 5 .
. HREV :L RO+ JLR(Dimmic et al., 2002) « Gaps/Missing Data Treatment : Complete deletion

« ML Heuristic Method : Nearest-Neighbor-Interchange (NNI)

* cpREV SRRk (Adachi et al., 2000) « Initial Tree for ML : Make initial tree automatically

Table. Mazimum Likelihood fits of 43 different amine acid ssbatitation modely

Model  Parameters  BIC AlCe mL (D (+6) I AR AN AD) AC) AQ) AE) AG) AH) AD AL} AK) AM) AF) fF) A5 « Branch Swap Filter : Very Strong
WAG+G+] n 20915356 29718300 -14832081 0.14 1.98 0.087 0.044 0.039 0.057 0.019 0.037 0.058 0.083 0.024 0.048 0.086 0.062 0.020 0.038 0.046 0.070
AREVAGHF 16 20920.010 29584446 -14746.025 013 1.47 0.072 0.063 0.033 0.056 0.007 0.029 0.100 0.081 0.023 0.058 0.093 0.072 D.021 0.082 0.030 0.050 + o~y -
r 2=t N D \ \ 7-\ \

WAGHGHI+F 46 29931832 29596268 -14751936 0.14 1.52 0.072 0,063 0.033 0.056 0,007 0.029 0,100 0.081 0.023 0.058 0,095 0,072 D.021 0.052 0,030 0.050 4 AlaS, ng(D 2ODRMHZELE LT, hROY—DEVCOVWTERLABSL
HREV+GHF 45 29937.535 29609.256 -14759.430 nla 0.84 0.072 0.063 0.033 0.056 0.007 0.029 0.100 D.081 0.023 0.058 0.093 0.072 0.021 0.052 0.030 0.050 . . . .

WAGHG 26 29946.621 29756859 -14852.365 wa 1.01 0,087 0.044 0.039 0.057 0.019 0,037 0.058 0.083 0.024 0,048 0.086 0.062 0.020 0.038 0.046 0,070 Please describe the tOpO'OgICG' difference between phlegenetIC trees of
WAGHGHF 45 29957705 29629428 -14769.524 wa 0.96 0.072 0.063 0.033 0.056 0.007 0,029 0.100 0.081 0.023 0,058 0.093 0.072 0.021 0.052 0.030 0,050 AlaS d Pak

AREV+G 27 30066203 29860.148 -14907.50% 0.13 1.55 0.065 0,045 0.038 0.042 0.011 0.061 D.061 0.064 0.027 0.068 0,102 0.075 0.015 0.029 0.068 0.049 ac an gK.

cPREV+GH 27 30082145 29885.089 -14915.475 0.14 1.84 0.076 0,062 0.041 0.037 0,009 0038 0.050 0.084 0.025 0.081 0.101 .050 0.022 0,051 0.043 0,062
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