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segqfile =

treefile =

{a)

nolsy

verbose

Diverganca
Diverganca

model

Time

ic) (d)

Mgene
+  MNon-clock » .

clock
fix_kappa

Divemgenos
Divamganca

fix_alpha

v

Time

alpha
Malpha

npark

Divargenos

getSE

outfile =

runmode =

- ndata =

kappa =

ncatc =

nhomo =

RateAncestor =

Small_Diff =

cleandata

- 1icode

primates.phy

primates_unrooted.tre

mlb * main result file
9 * 0,1,2,3: how much rubbish on the screen
0 * 1: detailed output, 0: concise ocutput
* : user tree; 1: semi-automatic; 2: automatic
* 3: StepwiseAddition; (4,5):PerturbationNNI
7 * 0:JC69, 1:EBO, 2:F81, 3:F84, 4:HEKYS5
* R:TH2, 6:TND3, 7:REV, B:UNREST, 89:REVu; 10:UNRESTu
0 * O:rates, l:separate; 2:diff pi, 3:diff kapa, 4:all diff
5
0 * 0rno clock, l:clock; 2:local clock; 3:CombinedAnalysis
0 * 0: estimate kappa; 1: fix kappa at value below
5 * initial or fixed kappa
0 * 0: estimate alpha; 1: fix alpha at value below
0.5 * initial or fixed alpha, 0O:infinity (constant rate)
0 * 1: different alpha's for genes, 0: one alpha
6 * # of categories in the dG, AdG, or nparK models of
rates
0 * rate-class models. 1:7K, 2:rK fK, 3:7K ME({1/K}, 4:T7K MK

* 0 1: homogeneous, 2: kappa for branches, 3: N1, 4: HZ

* 0: don't want them, 1: want S.E.s of estimates

1 * (0,1,2): rates (alpha=0) or ancestral states

Te-G

0 * remove sites with ambiguity data (l:yes, O0:no)?

0 * {(with RateAncestor=1. try "GC" In data,model—=4 Mgene—4])

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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2. Agacg
topolojilerinin
test edilmesi
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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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$Td: consel.c,w 1.15 2004/11/11 08:14:09 shimo Exp §
reading hivAIN.rmt..........
E:10

R:0.5 0.598915 0.69983 0.799745 0.89966 1 1.099891 1.199E3 1.29974 1.39966

E:10000 10000 10000 10000 10000 10000 10000 10000 10000 10000
M:15

generate the identity association

CM:15

MC-TEST STARTS

centering the replicates

calculating kh-pvalue. .. ... .0 e aas

calculating me-pvalue. .. ..o ceaeaas

calculating the variances. .. .. ...ece0 a0
calculating weighted kh-pvalue. ..............
calculating weighted me-pvalue. .. ... .a.
MC-TEST DONE

calculate replicates of the statistics..........
EP-TEST STARTS - DONE

AU-TEST S5TARTS

sorting the replicates..........

calculating approximately umbiased p-values by MLE {(fast) fit-

time elapsed for AU test is t=0.05 sec
ALPHA:0.05 0.1 0.5 0.9 0.95

calculating confidence intervals. ..............
AU-TEST DONE

writing hivALMN. pw

writing hivALMN.ci

exit normally

TrEE-PuzzLE CONSEL
l & KH SH ELW ALT KH SH WKH WS5H
1 —1740505 1213 0098+ 0187+  0.0051 0.030 0094+ 0193+ 0094+ 0419+
2 —17405.90 1299 0.078+ 0176+  0.0027 0.044 0076+ 0159+ 0076+ 0396+
3 —17395.02 211 0260+ 0786+ 01147+ 0433+ 0272+ 0793+ 0272+ 0.76E+
4 —17401.24 B.33  0.158+ 0383+ 007044+ 0235+ 0164+ 0384+ OQled+ 0520+
5 —17404.03 1112 0072+ 0229+  0.0097 0.072+ 0072+ 0.227+ 0072+ 0322+
6 —17392.91 0.00  LODD+  1L.00D+ 04437+ 0826+ 0728+ 0960+ 0681+ 0961+
7 —1740149 B58 0178+ 0376+ 00587+ 0281+ 0190+ 0370+ 0190+ 0578+
g8 —17396.14 .22 0316+ 0717+ 04770+ 0475+ 0319+ 0721+ 0319+ 0745+
9 —1740198 907 0170+ 0340+ O0460+ 0272+ 0175+ 033+ 0175+ 0551+
10 —1740852 1561 0.038 0078+  0.0003 0005 0.034 0072+  0.034 0216+
11 —1739972 &81 0117+ 0484+ 0.0085 0.042 0121+ 0487+ 0089+ 0380+
12 —1740866 1575 0.025 0.074+  0.0003 0.040 0.034 0064+ 0.034 0.225+
13 —17396.12 3.21 0128+ 0693+ 00580+ 0041+ 0135+ 0695+ 0135+ 0492+
14 —1740543 1252 0067+ 0191+ 0.0042 0074+ 0.0BZ+ 0077+ 0082+ 0393+
15 —1740824 1533 0.037 0086+  0.0009 0.033 0.037 0075+ 0.037 0227+

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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