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H M5: Alignment Explorer (bacteria_165.fas) =B X
| Data Edit Search Alignment Web Sequencer Display Help
DY Tam W o'l

DNA Sequences | Translated Protein Sequences |

[Species/ by
« Rguifex aeclicus

1
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3. Sulfurinydogenibiun szozense MNBNBBNNSSNEEEEE- BN
0 EEEENEEEEEE- BE
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D5 X9 —54k cluster analysis
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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
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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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JOFANIFUT 60°C = 7] = a3 [C K2R : % [ M5: Analysis Preferences =B8] %
RISERERKPTEENL ? o LB 5 RIS SRIBEER o
U7 INTFUT 65°C o o Praapey Recmusin '
— - 75°C % > Phylogeny Statistical Matho.d Maimum Parsimony
FEIE A OAESRHR 60°C =i . ) :::t:ﬂ";:i;;r:; .
S0 H—FEh—7H 80°C » Construct Maximum parsimony | o o st
2R = ~FOATIVIR 85°C - N s :
- = E \ Substitutions Type Muclkeatide
= ZILTF0/ R 80°C ik - > REBENRTIND Dot Stent 0 U E :
r iz 06/ Migsing Data Treatment amplate daletion
I EOF« o519, 105°C s ﬁ
k- H—E7O5722R 88°C _\Ia- I3 Lr::“l“r:[f:‘r:‘r:ﬁ:"?mlﬂm Class-Meightor=Interchangs (CMI) an Random Trees
"j'*E:l‘)‘j]R 88°C B No. of Initéal Trees (randem addton) 10
L AZSIREFUBL T0°C ‘E X o o Canowe | K gemcel] 7 v |
A&/ TWHA 88°C 5 L]
H—ETISAVT 60°C |
BEIFEE 55°C o « Test of Phylogeny : None
AEIHILF 40°C | | - .
X Zrae Ry » Gaps/Missing Data Treatment : Complete deletion
AZJAEUILL BT°C | o -
EaFh > Compute
HER b
G52 ﬁ
@ &
HE B5°C
B = e B = -
ATA—R+—VELLABEDOBRR W B9l 2EPROFTREAH © 38
37
TR S : : 29 SERSE AL & 2 R Z VERL ‘ B Ao P e
REE (RKEHYE. Maximum parsimony) KIB0 Oz | o @ FRBLTE: O S| =
= e s |
- - . . = mE b A st . > Phylogeny oo totod wgiorpie.
L EZSNDZINTORBBOPH S, REOEILOBHIROLLLBVWEDZEZEIRT D Pty Too
vy » Construct Neighbor-Joining Tree " Basta e
/.
L [ — N ~ > 7 N=] k- 7 5 H-‘E \ AR Nuu;mtler madal
n ESIOELECRELEROBERR. RERMI R \ORGHERETS > REBBNRIEND s
Gamma Distributed [G)
‘Sar-n.- (Harmgerous)
(a) (b) (C) (GapsMissing Data Treatmant  Campiete deletion
1:C 3:T  1:C 2:T  1:C 2:T < coroue] (X owen]_70en]
. T f Phyl :N
C—T CoT esto ylogeny : None
C—-T * Model/Method : Jukes-Cantor
C—T C—T + Rates among Sites : Gamma Distributed
2:T 4:C 3:T 4:C 4:C 3:T + Gamma Parameter : 1
» Gaps/Missing Data Treatment : Complete deletion
U REETE. BUEIDOEUSBAIIC 20U EOBB®ENRRED E (ZEBHR) | #
. . » Compute
EERBCTENDD P
U REMDEC L DREEHRE(E. EVOETIHLLERINFEMUIZEDICREINRE
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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
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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
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Jukes & CantorHh' 19694 (CIRE LT e 4| - .0 pr. pr,
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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 -
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Oprions Summary

R | o

ABHEERIC K 2RI E1ER 2 ‘ e

|gekction

Phylogeny Rocanstruction
All Selected Taxa
Meighto — ining

|Scope
|Statistical Method

Phylogeny Test

Teet of Phylogsny Baatstrag mathod
No. of Bootstran Replications 1000

S ok on Model

> Phylogeny ISubotiutions Ty Mugieotids
!wdelzmm Kirtura 2-parameter madel
» Construct Neighbor-Joining Tree Setmtiutong 1o Il (AT Rk b E.T A R
Rats Gamma Distributed (G)

> REBENIRRIND

1
Pattemn among Lineages Same (Homogeneous)
Data Subset to Use

|GiapeMissing Data Traatrmant

« Test of Phylogeny : Bootstrap I

Compiata daletion

+ No of Bootstrap Replications : 1000
Model/Method : Kimura 2-parameter model
+ Substitutions to Include : Transitions + Transversions
» Rates among Sites : Gamma Distributed
« Gamma Parameter : 1
+ Gaps/Missing Data Treatment : Complete deletion

o TOEINFT—HYDRIEBUICARBIEXT, T—91T5DRNES VY AlTik » Compute
EHEUTHER
« BUIZ@EE> THRL > File — Save Current Session — Tkadaily &W5 27 7L TRE 46
47 48
8% (Maximum likelihood estimation) (Felsenstein, J. Mol. Evol., 1981)) REE(L?
o 8E B2 C & ICF /B DERIINES MEE KD, RODALEDSLVE . — o —
EENBMPTEICFREOMINRENS TR, 2RO, RELEOBE 5 BBIEFUNELVERE LR TEROT — 5718 BN BHE

KRBT 3AE
L EEY T S/ BEIOBIRICETIEERETIVERELZ LT, LEZHETD
L #HAFSHEENZWTE - NEERETERULBREEE . ZNERIR
UTHEUCRHBOLEZSHE L, BRI D ExRDRT
— RBHEFR (heuristic search)

1 A

LRI GES Y

(T) D, (T)

2 AEERR \‘
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o

BDoh o5

4. ZDORBEZERR

\ 3REDBNEDN

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

N F—HCHITRETILOHETEEDDORESAERT
10 @DICY RRZETO>TERN @, EN9 LBzEE
nEFIL]
QDA VEESEIAVERATIEREEN 1:9 OLLERTHE S,
LEL, = (1/10) x (9/10)° = 0.0387
o EFIL2

(ZOIA VEE>=04Y FRATERE BN EHRTHS,
AEL, = (1/2)1° = 0.000977
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M5: Analysis Preferences =B X

RERETILER

Dptians Sumeary

Options 8ummary

Option Selection ‘
> Models Analysis Wodel Selection (ML)

Tree to Use Autamatic [Neighbor—jining tree)
> Find Best DNA/Protein Models Statistical Method Wasxirmum Likelirond

Substitution Model

> EQEEEZ)\%E_—\ =Nnd Substioutions Type Mugleotide

Data Subset to Use
Gaps/Missing Data Treatment  Complete deletion

« Tree to Use : Automatic 2 [ | [

« Gaps/Missing Data Treatment : Complete deletion

» Compute
Tabde. Maximum Likelibood fits of 24 different nucleotide itetion models
Model Parameters BIC AlCe Inl () (+6G) R fiA) AT) AC) AG) AAT) AAC) fAG) ATA) ATC) ATG) r(CA) (CT) (CG)AGA) (GT) AGC)
GTR+G 40 22, 3 =11086.610 nfa 041 130 0.240 0.180 0.247 0.333 0.053 0,030 0.133 0.071 0.198 0.071 0.029 0.144 0.078 0.096 0.038 0.058
TN93+G 7 7 -11102.001 a'a 041 130 0240 0.180 0.247 0.333 0.038 0.053 0.134 0.051 0.198 0.071 0.051 0.144 0.071 0096 0.038 0.053
T92+G 3 7T -11118.445 n'a 040 129 0210 0.210 0.290 0.290 0,045 0,062 0,165 0.045 0.165 0052 0,045 0.120 0.062 0,120 0,045 0,062
GTR+G+1 41 -11085,169 0.14 0.5 1.29 0,240 0180 0.247 0,333 0,053 0,030 0133 0071 0.198 0071 0029 0.144 0078 0,096 0,039 0,058
TNO3+G+ 38 22581.156 II277.553 -11100.710 0.13 0.55 129 0.240 0.180 0.247 0.333 0.038 0.053 0.134 0.051 0.198 0.071 0.051 0.144 0071 0096 0.038 0.053
T92+G+1 3s 22584 811 22304.246 -11117.067 0.14 0.55 1.29 0,210 0.210 0.290 0.290 0,045 0,062 0.165 0.045 0.165 0,062 0,045 0.120 0.062 0.120 0,045 0,062
HEY+G i6 22622.193 22333615 11130748 n'a 040 134 0240 0180 0.247 0.333 0.039 0.053 0.189 0.052 0.141 0.072 0.052 0.102 0072 0.137 0.039 0.053

. AIC (FStIERBIREE) = -2 /L + 2k (k :BE/S X—5H)
P BIC (N XIEMEBIE) = -2 /nL + k In(n)  (n : 1BAE)
InL : B B ETIORSETHES 27-0 DISIE

BAEIC &3 RBREER —
Test of Phylogeny More
» Phylogeny Substicution Maral
Substitutions Type Muckeatice
» Construct Maximum Likelihood Tree i il

Gamma distributed with Invariant shes (G4 =

> gﬁi@@b{?&i—\én% Na of Disarata Gamma Catagories §

ubmat to Lss
(Gags/Mssing Data Treatment Comglate deletion

Tree Inference Options

ML Hewrigtic Mathad Mearest-heightor-Interchange (MRI]
Iritlal Tren for ML Maka inftial tme automatically (Default = HVBiah.)
(Eranch Swap Fiter Very Strung
. System Resource Usag
« Test of Phylogeny : None e e ]

« Model/Method : General Time Reversible model

« Rates among Sites : Gamma Distributed with Invariant sites (G+l)
+ No of Discrete Gamma Parameter : 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 50

51
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)

BRIUEIC K DR 52

100  Escherichia coli rFOFARGFUP
100 Salmonella enterica

82 Burkholderia mallei
Helicobact: lori
24 lelicobacter pylori e FOFAIOFUP
62 100 Campylobacter jejuni

93 Chlamydophila pneumoniae

” Bacillus subtilis
Deinococcus radiodurar
) ThermalesB #B&
08 Thermus thermophilus
100 Sulfurihydrogenibium sp
Sulfurihydrogenibium azorense
100 Hydrogenobaculum sp AquificalesB #i&@
100 Aquifex aeolicus
97 Hydrogenobacter thermophilus
Thermotoga maritima
100 7hermotoga petrophila Thermotog

Pyrococcus horikoshii SilE

0.1

EROERICRDEVBREEND?




ftbDTTETIER LIS R E LU TH LS

UPGMA RETKIE

Salmonella enterica

Escherichia coli 100 Helicobacter pylori

Burkholderia mallei 10 Campylobacter jejuni
Bacillus subtilis 19 Chlamydophila pneumoniae
Campylobacter jejuni Burkholderia mallei
Helicobacter pylori 33 94 Escherichia coli
Deinococcus radiodurans 92 100 salmonella enterica
Chlamydophila pneumoniae 43 Bacillus subtilis
Thermotoga petrophila 6 Deinococcus radiodurans

Thermotoga maritima Thermus thermophilus

Thermus thermophilus Thermotoga maritima

100 Thermotoga petrophila

Sulfurihydrogenibium azorense _g ) o
sl o = 100  Sulfurihydrogenibium sp

ulfurihydrogenibium sp =1

8 Sulfurihydrogenibium azorense

Hydrogenobaculum sp o i )
Hydrogenobacter thermophilus o 1% AuTex e

yarog P & 93 Hydrogenobacter thermophilus
Aquifex aeolicus i 29

Hydrogenobaculum sp

Fyrococcus horikoshii Pyrococcus horikoshii

BBy §ss/eoyinby
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alanyl-tRNA synthetase® 7

BEBcHE R RiZERN T B
» XZ 11— File — Open A File

> Tbacteria_alaS.fas) Z&3\

» How would you like to open this
fasta file? &CEHNBDT
> Align 7Z&iR

b Z1ERK
> Alignment ExplorerH'f<

Max Memory in MB
Max Rerabions

othod (Revation 1.2)  UPGMB
othod (Other Reraton: UPGMB
i Diiag Larsgth (larnbes) b2}
Genetc Code (whon using cNA] Standard
[ Aigramen indoy MUSCLE Ciaton: Edgar, Robert C. (2004), MUSCLE
multighe Sequence akgnment with high accuracy and
hagh throughpet, Nuckess Ackls Ressarch 32(5), 1782-1797

T2AIAY

> XZa— Al t
=+ Allgnmen XA VD4V RICBTTS

» XZa— Data
» Phylogenetic analysis

» Align by Muscle
> Select all? EEHMNBDDT

> OK =189
> MuscleDBED 1Y RHOHEIL > Protein-coding nucleotide data? &
> Compute BHNBDDT No ZEIR

PSAUXY FOBRNEREND > ATYI1YROERS

Option

RALE (P /BEY)) (€L 23R40 oo

[Statiationl Mathod

Phylogany Tast
Test of Pryiogany Hane

Substitution Model
ISubstitutions Type

> Phylogeny e

» Construct Maximum Likelihood Tree
> REBEHIRRIND

Garmrra distributed with Irvariar siwes (Ge1)
crole Gamma Categories &

Lata Sulmul to Use

(Giape. Mizzing Data Trastmars

Camplsts celetion

Traa Infarence Options
ML Houristic Method
[Enitial Troe for ML

Hnamst-Hoightor-Iran rchange. (NN
Matke Initlal tme automaticaly ( Defalt = M. Biob.0

Mery Strong

« Test of Phylogeny : None

Number of Threads 1

« 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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ELETILDZER

L BEBIRERETTY(E4x4 DITHITURD. 7=/ BERREITSIIE20%x20 D
T E 722728, RateXY &FregX OFUIIRREIKREROIEEETILTH190 + 20
=210 £RBRDEKRTY

N 22T, BCRFBERODD > TLDDEBB ORI CcHNT, KEDT—
YEANTHSH UOHEENT=RateXYFregX DEZBWETILET I/
BBRETILE UTAHWEY

1 INS(E. EROT—IHhSERIESNE HRERVE, HDRO 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
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100 Escherichia coli = 0 H= 6 ' 100 Escherichia coli q 62
Alas%% L \ 7‘:: 99 Salmonella enterica T-jDT?f/ oz 99 Salmonella enterica Y-prOteObaCtena
‘1; ] (=N Campylobacter jejuni ~ = CH=1] T ML tree Campylobacter jejuni ! .
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74 Hydrogenobacter thermophilus
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B Many proteins phylogenetically close to the e-proteobacteria may be
encoded in the genomes of the Aquificales.
N - .pe e _ — A=) - Py ) ~ .
Ef_ < :?(ql.’lléglgsf Lﬁ(\‘:‘b‘?ﬁggz—?ﬁ 77\_ )7 EDRT, KRR B These results raised the possibility that a large horizontal gene transfer
0 i .
BT O oJRe ABNTNS had been occurred between the Aquificales and e-proteobacteria.
s = [ A - N 63 Phylogenetic analysis at single-gene level may provide only a limited 64
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understanding of an evolutionary history
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DnaE (DNA polymerase III)

| M. hyopneumoniae J

GyrB (DNA gyrase)

i M. hyopneumoniae J

B Phylogenic trees derived from comparisons of different genes do not always concur.

B This is probably due to lateral gene transfer, saturation for amino acid substitutions, or

highly variable rates of evolution of individual genes.

B Therefore, it is believed that comparative studies based on the complete sequences of

bacterial genomes should form the basis for phylogeny and, ultimately, taxonomy.

DnaE (DNA polymerase III)

| M. hyopneumoniae J

GyrB (DNA gyrase)

1 M. hyopneumoniae J

| M. hyopneumoniae 232 fagen I M. hyopneumoniae 232 | M. hyopneumoniae 232 fpon | M. hyopneumoniae 232
0.1 M. hyopneumoniae 7448 ' M. hyopneumoniae 7448 0.1 M. hyopneumoniae 7448 ’ M. hyopneumoniae 7448
s pulmonis_ Mhy M: synoviae Mhy — '/ pulmonis_ Mhy Mj synoviae Mhy
M. synoviae group — M. pulmonis group M. synoviae group — M. pulmonis group
2 M. mobile M. mobile M. mobile M. mobile
_|: Mesoplasma florum  Mmy ——— M. penetrans Mesoplasma florum  Mmy ——— M. penetrans
M. mycoides group Ureaplasma parvum M. mycoides group Ureaplasma parvum
—: M. genitalium M. gallisepticum Mpn M. genitalium M. gallisepticum Mpn
77 M. pneumoniae Mpn — M. genitalium group 77 M. pneumoniae Mpn — M. genitalium group
M. gallisepticum group M. pneumoniae ,_i M. gallisepticum group M. pneumoniae
— Ureaplasma parvum M. mycoides Mmy — Ureaplasma parvum M. mycoides Mmy
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