III. A HELYETTESÍTÉSI MODELL MEGHATÁROZÁSA ÉS FAÉPÍTÉS 
TÁVOLSÁGALAPÚ MÓDSZER:

0. Neighbor Joining, Poisson correction, uniform distribution, Bootstrap a default értékekkel
No. of Taxa : 20

Data File : C:\Documents and Settings\Cito1\Desktop\microcystis.meg

Data Title : rendezett

Data Type : Amino acid

Analysis : Phylogeny reconstruction

Tree Inference : ==============================

->Method : Neighbor-Joining

->Phylogeny Test and options : Bootstrap (1000 replicates; seed=64024)

Include Sites : ==============================

->Gaps/Missing Data : Complete Deletion

Substitution Model : ==============================

->Model : Amino: Poisson correction

->Substitutions to Include : All

->Pattern among Lineages : Same (Homogeneous)

->Rates among sites : Uniform rates

No. of Sites : 111

No Of Bootstrap Reps = 1000
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1. Neighbor Joining, Poisson correction, Different (Gamma distribution-t) 0.25, Bootstrap a default értékekkel
No. of Taxa : 20

Data File : C:\Documents and Settings\Cito1\Desktop\microcystis.meg

Data Title : rendezett

Data Type : Amino acid

Analysis : Phylogeny reconstruction

Tree Inference : ==============================

->Method : Neighbor-Joining

->Phylogeny Test and options : None

Include Sites : ==============================

->Gaps/Missing Data : Complete Deletion

Substitution Model : ==============================

->Model : Amino: Poisson correction

->Substitutions to Include : All

->Pattern among Lineages : Same (Homogeneous)

->Rates among sites : Different (Gamma Distributed)

->Gamma Parameter : 0.25

No. of Sites : 111
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2. Neighbor Joining, Poisson correction, Different (Gamma distribution-t) 1, Bootstrap a default értékekkel
No. of Taxa : 20

Data File : C:\Documents and Settings\Cito1\Desktop\microcystis.meg

Data Title : rendezett

Data Type : Amino acid

Analysis : Phylogeny reconstruction

Tree Inference : ==============================

->Method : Neighbor-Joining

->Phylogeny Test and options : None

Include Sites : ==============================

->Gaps/Missing Data : Complete Deletion

Substitution Model : ==============================

->Model : Amino: Poisson correction

->Substitutions to Include : All

->Pattern among Lineages : Same (Homogeneous)

->Rates among sites : Different (Gamma Distributed)

->Gamma Parameter : 1.0

No. of Sites : 111
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3. Neighbor Joining, Poisson correction, Different (Gamma distribution-t) 5, Bootstrap a default értékekkel

No. of Taxa : 20

Data File : C:\Documents and Settings\Cito1\Desktop\microcystis.meg

Data Title : rendezett

Data Type : Amino acid

Analysis : Phylogeny reconstruction

Tree Inference : ==============================

->Method : Neighbor-Joining

->Phylogeny Test and options : None

Include Sites : ==============================

->Gaps/Missing Data : Complete Deletion

Substitution Model : ==============================

->Model : Amino: Poisson correction

->Substitutions to Include : All

->Pattern among Lineages : Same (Homogeneous)

->Rates among sites : Different (Gamma Distributed)

->Gamma Parameter : 5

No. of Sites : 111
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4. Neighbor Joining, p-distance, Bootstrap a default értékekkel

No. of Taxa : 20

Data File : C:\Documents and Settings\Cito1\Desktop\microcystis.meg

Data Title : rendezett

Data Type : Amino acid

Analysis : Phylogeny reconstruction

Tree Inference : ==============================

->Method : Neighbor-Joining

->Phylogeny Test and options : Bootstrap (1000 replicates; seed=1167)

Include Sites : ==============================

->Gaps/Missing Data : Complete Deletion

Substitution Model : ==============================

->Model : Amino: p-distance

->Substitutions to Include : All

->Pattern among Lineages : Same (Homogeneous)

->Rates among sites : Uniform rates

No. of Sites : 111

No Of Bootstrap Reps = 1000
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5. UPMGA (unweighted pair group method with arithmetic mean), Poisson correction, gamma distribution 1, Bootstrap a default értékekkel

No. of Taxa : 20

Data File : C:\Documents and Settings\Cito1\Desktop\microcystis.meg

Data Title : rendezett

Data Type : Amino acid

Analysis : Phylogeny reconstruction

Tree Inference : ==============================

->Method : UPGMA

->Phylogeny Test and options : Bootstrap (1000 replicates; seed=76574)

Include Sites : ==============================

->Gaps/Missing Data : Complete Deletion

Substitution Model : ==============================

->Model : Amino: Poisson correction

->Substitutions to Include : All

->Pattern among Lineages : Same (Homogeneous)

->Rates among sites : Different (Gamma Distributed)

->Gamma Parameter : 1.0

No. of Sites : 111

No Of Bootstrap Reps = 1000
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KARAKTER ALAPÚ MÓDSZER

6. Maximum Parsimony, Bootstrap a default értékekkel – az átlagolt fát a Bootstrap consensus tree tab-ra kattintva kapjuk meg

No. of Taxa : 20

Data File : C:\Documents and Settings\Cito1\Desktop\microcystis.meg

Data Title : rendezett

Data Type : Amino acid

Analysis : Phylogeny reconstruction

Tree Inference : ==============================

->Method : Maximum Parsimony

->Phylogeny Test and options : Bootstrap (1000 replicates; seed=3204)

->Search Options : CNI ( level = 1) with initial tree by  Random addition (10 reps)

Include Sites : ==============================

->Gaps/Missing Data : Complete Deletion

No. of Sites : 111

No Of Bootstrap Reps = 1000

CI = 0.700690

RI = 0.312203

RCI = 0.218757(for all sites)

iCI = 0.699862(for parsimony informative sites)

iRI = 0.312203(for parsimony informative sites)
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