14 .Bayesian
evrimsel analizi



ann BEAUR

{Data | Taxa Model Priors  Operators  MCMC |

Clear Dares| |Guess Dares| Dates specified as | Years 9 | Since some time in the past 18

HMame Crate Height Leguence

NYCHO Q@3 0 0 ACCTCADCCACGAAT CCCCAC CTTOCAATCAGCT TCTOCAATCTCTCOCAMAACT ACAT & ‘ I'Hfl ﬂ ﬂu“ Dates

SEDS@E91 0 0 ACCTCADCCACGAT OO CAGCT TG CAAT CAGCT TETCCAATC TG TCTGAAACT ACAT +

BE11600894 0 0 ACCTGACCCAGAATCCCCAGCTTCEAATCAGCTTCTTCAATCTCTCTGGAACTACA

BE15471897 0 0 ACCTGACCCACAATCOCCAGCTTCAMTCAGCTTCT TCAATCTCTCTCCAACTACA The date is given by a numerical field in the taxon label that is:
SEDZ@E91 il 0 ACCTGACOCAGAATCOCCAGCTTGGAATCAGCT TCT TCAAT T TG TCTIGGAMCT ALK ‘

MAD 133 0 0 AT A DA CAA T CCAGCTTOCAATCACCT TCT TCAATCTG T CTGLAAAT ALK = ~ I

BE1061@00 0 0 ACCTCACCCACAATCOCCACCTTCCAATCAGCTTCTTCAATCTCTCTGGAACT ACA s @ Defined by its order | last )
BEG4RO1 0 0 ACCTTACCCAGAATCCCCAGCTTCGAATCAGCTTCTTCAATCTGTCTCGAACTACA

BE14536@98 0 0 ACCTGACCCAGAATCCCCAGCTTGLAATCAGCTTCTTCAATCTGTCTGGAACTATA

BRGE190@ED 0 0 ACTTGACDCAAAAT OO CCAC CTTOCAATCAGCT TCT TCAAT CTICTCT COAMCT ACAT C: D!ﬂ"!d h"ll a pf!ﬁi

WW12342064 ] 0 ACCTGACCCAGAAT COCCAGCT TGCAATCAGCT TET TCAATC TG TETLAMALT AICA

BE9II@EE 0 0 ACCTGACCCAGAATCOCCAGCTTGGAATCAGCTTCTTCAATCTGTCTGAMALT, ™ Add the following value to each:  1900.0

BE1S6@ES 0 0 ACCTCACTCACAATCCCCAGCTTGCAATCAGCTTCTCCAATCTCTCTGAAACTACA

52T ] O AT A ALAAT AL T T CAAT AT TCT OCAAT CTL T CT CAAACT ALA s . E ﬂ

BEGOA @02 0 0 ACCTCACCCAGAATCCCCAGCTTCGAATCAGCTTCTCCAATCTGCTCOGAAACT ACAT -.unless less than:  &.

SE02@IE 0 0 ACCTCACCCAGAATCCCCAGCTTGGAATCAGCTTCTCCAATCTGTCCGARMCTACAT

BE11@01 0 0 ACCTCACCCAGAATCCOCAG CTTGGAATCAGCTTCTCARATCTGTCCGAAACT ACAC _inwhich case add:  2000.0

BEI32@02 0 0 ACCTCACCCAGAATCCCCAGCTTCCAATCAGCTTCTCCAATCTCTCCCAAACTACAT

MONZ 588 0 0 ACCTCACCCAGAATCCCCAGCTTCGAATCAGCTTCTCCAATCTCTCCCAAACTACAT

BE11465894 0 0 ACCTCACCCAGAATCCCCAGCTTGGAATCAGCTTCTCCAATCTCTCCOAAMCCACAT, (Cancel ) ES0K)
BE12805E95 0 0 ACCTCACCCAGAATCCCCAGCTTGGAATCAGCTTCTCCAATCTGTCOCAAACTACAT o

SE1D@ES1 0 0 AT AL CACAAT O AL CT TO AR TCAG T TCACCAATCTOTCCCAAACTACAT +

R e Jaw

Translatien: | None

m [ sgmere data - sampla priar only

Alignmaent: 35 taxa, 629 sites

| Generate BEAST File...|

=

Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.
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BEALRI

(Data  Taxa Model | Priors  Operators  MCMC |

Substitution Model:

Site Heterngeneity Madel: | None T2

Mumber of Camma Categories: E

Partition into codon positions | 3 partitions: codon positions 1, 2,3 184

[ Unlink substitution model across codon positions

] Unlink rate heterogensity model across codon positions

{ Use SRDO5 Model |

[_| Fix mean substitution rate

Mean substitution rabe: 1.0

Molecular Clock Model: | Striet Clock

Alignment: 35 raxa, 629 sites

[ Generare BEAST File...|

-3

CYaX) BEAUL
[Data  Taxa | Model Priors  Operators — MCMC )
Length of chain: 100000
Echo state to screen every: 100
Log parameters every: 100
Log file name: RSVA.leg
Trees file narme:  ASVA trees

Substibutions trees file name:

Alignment: 35 taxa. 629 sites

[_! Create tree log file with branch length in substitutions:

REVA(subst).trees

Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.
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Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.
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Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.
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000

TreeAnnotator v1.4.6

Burnin:
Posterior probability limit:
Target tree type:

Node heights:

100

0.0

_Maximum clade credibility tree 4]

_Median heights |4

Target Tree File:

Input Tree File:

Output File:

not selected { Choose File... )

RSVA.trees ( Choose File... )

RSA_MCC.tre ( Choose File... )

( ouit ) ( Run )

Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.
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Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.



19.Populasyon
genetigi
parametrelerinin
tahmini



806 LAMARC File Converter
_—

Information on 1 Data Files
ward.phy format:Phylip data type:DNA/SNP interleaving:Sequential
3
Data Partitions
_regien Edit data model for Region 1: mtDNA
name: miDNA ) i
Datatype for this region DHA
contiguous segment M Data Model Fa4
D Use default data model for this region/segment Yes
name:D-loop C Number of Categories 1
data type:DNA =
# sites:360 A Aunto-Correlation 1
T TT Ratio 2
population parsed data B Ease Frequencies (A C G T) 0.3207 0.3371 0.1120
| Nuu-Chah-Nulth 63 samples of type data type:DNA SNP 0.2218 <cale=
ke ik T " fm:,.arﬁI:::;rd ohy e ’ / R Relative mutation rate 1

11:03:51: Log Window for Lamare Converter. Use menu item "View > Log Verbosely®
to change verbosity.

11:04:47: Starting parsing of ward.phy. This can take a while.

11:04:47: Done parsing ward. phy.

oS

Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.



Population Theta GrowthRate
Sampling strategy (chains and replicates)

Eest Val (MLE) Thetal Growthl
Percentile 0.060816 246.0408
E HNumber of replicates 1

Q0% 0.005 0.033104 21.63394
Initial Chains 5% 0.025 0.037098 71.87632
1 Number of chains (initial) 10 0% 0.050 0.039484 a7.41281
2 Number of recorded genealogies (initial) 500 75% 0.125 0.043920 137.8771
3 Interval between recorded items (initial) 20 50% 0.250 0.040423 178.5456
4 HNumber of samples to discard (initial burn-in) 1000 MLE 0.060816 246.0408
—————————————— al%e 0.750 0.075975 334.9648
Final Chains 75% 0.875 O.0B8E014 454 .10918
5 HNumber of chains (final} 2 90% 0.850 0.105897 591.3140
6 MNumber of recorded genealogies (final) 10000 5% 0.875 0.117583 640 .8860
7 Interval between recorded items (final) 20 00% 0.095 0.140588 720.0054

& Number of samples to discard (final burn-in} 1040 Thetzl: Thata for Nuu-Chah-Nulth

Growthl: Crowth for Nuu-Chah-Nulth

Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.
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Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.



19.SusbstitlUsyon
1liskilendirme



Ty X, X,

(@)

]

S1

=52
33
54
S5
=56
37
58
=39
310
31
S12
513
314
315
316

Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.



Part I1. For an extreme asymmetrical {(and generally wvery
unlikely) tree.

Iss.c 0.6817
T 11.7056
DF 261

Prob (Two-tailed) 0.0000
95% Lower Limit 0.2749
45% Upper Limit 0.3920

Sequences ranked from the best to the worst.

MastuwrusLanceolatusCOX 1
BosTan rusCOX 1

Seqg_Name Mean_ Phi Hum_Insignif
PanTroglodytesC0OX]1 00,1584 10
HomoSapiensCOX1 0,1495 12
PongoPygmacusC0X]1 00,1282 12
GallusGallusCOX1 0,1131 20
AlligatorMississippiensis 0,1124 20
BosTaurusC0OX1 00,1008 20
EalaenopteraMusculusCOX1 0,1085 20
MasturusLanceoclatusCOX1 0,0897 22

Balaenoptera™ usculusCOX1
—— HomoSapiensCOX 1
L PanTroglodytesCOX1

PonzoPypmaeusCOX 1

GallusGallusCOX 1

Hum_Insignif conditional on c = 15.

AllizatorMississippiensisCOX 1

Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.
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