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0@ BEAUti 2: Standard
gacogl Tip Dates  Site Model  Clock Model  Priors  MCMC |

Link Site Models Unlink Site Models Link Clock Models Unlink Clock Models Link Trees Unlink Trees

Name File Taxa Sites Data Type Site Model Clock Model Tree
noncoding primate-mtDNA 12 205 nucleotide noncoding . noncoding noncoding
1stpos primate-mtDNA 12 231 nucleotide ~ lstpos 1stpos 1stpos
2ndpos primate-mtDNA 12 231 nucleotide  2ndpos 2ndpos 2ndpos
3rdpos primate-mtDNA 12 231 nucleotide 3rdpos 3rdpos ; 3rdpos
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BEAUti 2: Standard
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00 BEAUti 2: Standard
Partitions  Tip Dates  Site Model Clock Model MCMC
p Tree.t:tree Calibrated Yule Model
W birthRateY.t:tree Camma initial = [1.0] [-e,%] | Calibrated Yule speciation process birth rate for t:noncoding
Alpha 0.001 " estimate ;‘::
Beta 1000 ~ estimate ;'::
2.00
A 1.5¢
Mode ShapeScale -
0.500
Offset 0.0 u'n‘;.:bo 0.00500 0.0100 0.0150 0.0200 0.0250 0.
2.5% Quantile 0.00 mean 1.00
5% Quantile 0.00
edian 5.24e-299
95% Quantile 2,97e-20
97.5% Quantile 5.682-09
P gammaShape.s:1stpos Exponential initial = [1.0] [-ee,%¢] = Prior on gamma shape for partition s:1stpos
P gammaShape.s:2ndpos Exponential initial = [1.0] [-o0,00] Prior on gamma shape for partition s:2ndpos
P gammaShape.s:3rdpos Exponential initial = [1.0] [- 00, 00] Prior on gamma shape for partition s:3rdpos
P gammaShape.s:noncoding Exponential initial = [1.0] [-ce,0¢] = Prior on gamma shape for partition s:noncoding
P kappa.s:1stpos Log Normal initial = [2.0] [0.0,]
) kappa.s:2ndpos Log Normal initial = [2.0] [0.0,e¢]
P kappa.s:3rdpos Log Normal initial = [2.0] [0.0,]
P kappa.s:noncoding Log Normal initial = [2.0] [0.0,00] HKY transition-transversion parameter of partition s:noncodii
+ Add Prior




[ JON BEAUti 2: Standard
- Partitions  Tip Dates  Site Model Clock Model MCMC
T R ~
P birthRateY.t:tree Camma initial = [1.0] [-o,¢] = Calibrated Yule speciation process birth rate for t:znoncodin
P clockRate.c:clock Uniform initial = [1.0] [- 00, 00] substitution rate of partition.c:clock
P gammaShape.s:1stpos Exponential initial = [1.0] [-ee,¢] | Prior on gamma shape for partition s:1stpos
P gammaShape.s:2ndpos Exponential initial = [1.0] [-e0,0¢] | Prior on gamma shape for partition s:2ndpos
P gammaShape.s:3rdpos Exponential initial = [1.0] [-o0,2] | Prior on gamma shape for partition s:3rdpos
P gammaShape.s:noncoding Exponential initial = [1.0] [-e0,0¢] | Prior on gamma shape for partition s:noncoding
P kappa.s:1stpos Log Normal initial = [2.0] [0.0,¢]
P kappa.s:2ndpos Log Normal initial = [2.0] [0.0,¢¢]
P kappa.s:3rdpos Log Normal initial = [2.0] [0.0,¢]
P kappa.s:noncoding Log Normal initial = [2.0] [0.0,e¢] = HKY transition-transversion parameter of partition s:nonco
v

human-chimp.prior Normal
Mean 6.0 | estimate
Sigma 0.5 ~ estimate o
Offset 0.0
| Tipsonly
| Use Originate

monophyletic

0.800
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0.00 I T T T T T 1
4.00 4.50 5.00 5.50 .00 £.50 7.00 7.50
2.5% Quantile 5.02 mean 6.00
5% Quantile 5.18
edian 6.00
95% Quantile 6.82
97.5% Quantile 6.98




Sanitise Headers

posterior

likelihood

prior
treeLikelihood.noncoding
TreeHeight.t:tree
treeLikelihood.2ndpos
treeLikelihood.1stpos
treeLikelihood.3rdpos
mutationRate.s:noncoding
gammaShape.s:noncoding
kappa.s:noncoding
kappa.s:1stpos
mutationRate.s:1stpos
gammaShape.s:1stpos
kappa.s:2ndpos
mutationRate.s:2ndpos
gammaShape.s:2ndpos
kappa.s:3rdpos
mutationRate.s:3rdpos
gammaShape.s:3rdpos
CalibratedYuleModel.t:tree
birthRateY.t:tree
human-chimp.prior
clockRate.c:clock

w screenlog
File Name

Log Every
Mode

Sort

[ Sanitise Headers
posterior

ESS.0

likelihood

prior

w treelog.t:itree
File Name

Log Every

Mode

Sort

|| Sanitise Headers
TreeWithMetaDatalogger.t:tree

1000

autodetect a
none B

primate-mtDNA.tre

1000

tree B

none B

e0e BEAULi 2:
. Partitions  Tip Dates  Site Model  Clock Model  Priors
Chain Length 1000000
Store Every -1
Pre Burnin 0
Num Initialization Attempts 10
W tracelog
File Name m
Log Every 200
Mode autodetect B
Sort smart B




Partitions

Tip Dates

BEAULti 2: Standard

Site Model

Clock Model

Priors MCMC

Chain Length

Store Every

Pre Burnin

Num Initialization Attempts

W tracelog

File Name
Log Every
Mode
Sort

Sanitise Headers

posterior

likelihood

prior
treeLikelihood.noncoding
TreeHeight.t:tree
treeLikelihood.2ndpos
treeLikelihood.1stpos
treeLikelihood.3rdpos
mutationRate.s:noncoding
gammaShape.s:noncoding
kappa.s:noncoding
kappa.s:1lstpos
mutationRate.s:1stpos
gammaShape.s:1stpos
kappa.s:2ndpos
mutationRate.s:2ndpos
gammaShape.s:2ndpos
kappa.s:3rdpos
mutationRate.s:3rdpos
gammaShape.s:3rdpos
CalibratedYuleModel.t:tree
birthRateY.t:tree
human-chimp.prior
clockRate.c:clock

1000000
-1

0

10

primate-mtDNA.lo

200

autodetect B
smart B
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MuTtationKarte.s: LSTpos
gammaShape.s:1stpos
kappa.s:2ndpos
mutationRate.s:2ndpos
gammasShape.s:2ndpos
kappa.s:3rdpos
mutationRate.s:3rdpos
gammaShape.s:3rdpos
CalibratedYuleModel.t:tree
birthRateY.t:tree
human-chimp.prior
clockRate.c:clock
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w screenlog

File Name

Log Every 1000

Mode ~ autodetect B
Sort none B

| Sanitise Headers

posterior 7
ESS.0 V4
likelihood 4
prior 7
w treelog.t:itree

File Name primate-mtDNA.tre

Log Every 1000

Mode ~ tree

Sort ~ none B

| Sanitise Headers

TreeWithMetaDatalogger.t:tree 4




[ NN ) Tracer
Trace Files: A Marginal Density | Joint-Marginal a4 Trace
Trace File States Burn-In
primate-mtDNA.... J00000 )0000 Summary Statistic posterior
mean -5515.4884
= fetond stderr of mean 0.2487
n stdev 4.0176
Traces: variance 16.141
Statistic Mean ESS median -5515.0556
posterior [-5515.... [261  [R| value range [-5531.8494, -5504.8478]
likelihood -5442.... 335 R geometric mean n/a
prior -73.432 113 R 95% HPD interval [-5523.3461, -5508.1268]
treelLikelihood. Lstpos -1383.... 502 R auto-correlation time (ACT) 3449.4716
treeLikelihood.2ndpos  -952.555 321 R effective sample size (ESS) 261
treeLikelihood.3rdpos  -2148.... 202 R number of samples 4501
treeLikelihood.noncod... -957.464 19 R
TreeHeight 85.181 235 R -
mutationRate. 1stpos 0.451 121 R
mutationRate.2ndpos 0.179 12 R 250
mutationRate.3rdpos 2.955 96 R
mutationRate.noncoding 0.34 18I R
gammashape.lstpos 0.477 105 R
gammaShape.2ndpos  0.553 76 R 200-
gammashape.3rdpos 2.998 98 R
gammaShape.noncodi... 0.249 88 R B
kappa.lstpos 6.424 86 R
kappa.2ndpos 8.681 79 R
kappa.3rdpos 29.35 42 R 150+
kappa.noncoding 13.619 69 R -
CalibratedYuleModel -47.452 320 R =2
birthRatey 2.547E-2 731 R 3
logP(mrca(human-chi... -0.744 4203 R g
mrcatime(human-chi... 5.95 2567 R "= 100
clockRate 1.165E-2 391 R
50
0_
-55635 -5520 -5515 -5500

posterior

Type: (Rieal (hint (Clat
Setup... - Bins: 30 B




Tracer

Trace Files: I Estimates A UEGIE L | Joint-Marginal  Asd Trace

Trace File States Burn-In

primate-mtDNA....

Display: ~ KDE

Reload

R 15
Traces:
Statistic Mean ESS
posterior -5515.... 261 R
likelihood -5442.... 335 R
prior -73.432 113 R
treeLikelihood.1stpos  -1383... 502 R 12.51
treelLikelihood.2ndpos  -952.555 321 R
treelikelihood.3rdpos  -2148.... 202 R
treelikelihood.noncod... -957.464 100 R
TreeHeight 85.181 235 R
mutationRate.Istpos  |0.451  |120  [R|
mutationRate.2ndpo 22 (R 101
lutationRate.noncoding|EEINNN FERENENNEY
gammashape.1stpos 0.477 105 R
gammasShape.2ndpos  0.553 76 R
gammaShape.3rdpos  2.998 98 R Z
gammashape.noncodi... 0.249 88 R = pad 7.5
kappa.lstpos 6.424 86 R &
kappa.2ndpos 8.681 79 R
kappa.3rdpos 29.35 42 R
kappa.noncoding 13.619 69 R
CalibratedYuleModel -47.452 320 R
birthRateY 2.547E-2 731 R 51
logP{mrcathuman-chi... -0.744 4203 R
mreatime(human-chi...  5.95 2567 R
clockRate 1.165E-2 391 R

257
0 T T T T T
0 05 1 15 2 25

primate-mtDNA.log

Setup...  Legend:  None B - Colour by: ~ Trace

Type: (Rieal (hnt (Clat




Trace Files:

Trace File States Burn-In
primate-mtDNA.... 1000000 100000
= Reload
Traces:

Statistic Mean ESS
posterior -5515.... 2387 R
likelihood -5441.... 2349 R
prior -73.169 1379 R
treeLikelihood. 1stpos -1383.... 3189 R
treeLikelihood.2ndpos  -952.37 2885 R
treeLikelihood.3rdpos  -2148.... 1687 R
treeLikelihood.noncod... -957.267 1731 R
TreeHeight 83.827 1409 R

| mutationRate.1stpos  |0.45  [852  [R |
| mutationRate.2ndpos  [0.182  [714  [R]
| mutationRate.3rdpos  [2.949  [646  [R |
| mutationRate.noncodi... 10.346 1344 ___[R ]

gammaShape.1lstpos 0.496 889 R
gammaShape.2ndpos  0.575 911 R
gammaShape.3rdpos 3.022 726 R
gammaShape.noncodi... 0.244 1006 R
kappa.lstpos 6.235 719 R
kappa.2ndpos 8.5 1359 R
kappa.3rdpos 28.777 365 R
kappa.noncoding 13.478 875 R
CalibratedYuleModel -47.285 1755 R
birthRateY 2.561E-2 3805 R
logP(mrcathuman-chi... -0.731 9001 R
mrcatime(human-chi... 5.949 8655 R
clockRate 1.161E-2 1836 R
Type: (R)eal (hnt (Chat

Tracer

[l Estimates A Marginal Density Joint-Marginal ETCRIEE
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Show points
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[ NoN ] FigTree v1.4.3 - Primates.MCC.tree
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@® O @ DensiTree - Tree Set Visualizer /Usersjuser/Documents/Taming_the_BEAST/Tutorials-Git/Introduction-to-BEAST 2/precooked_runs/primate-mtDNA.trees
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