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& Weka GUI Chooser

Program Visualization Tools Help

b WEKA

The University
of Waikato

Waikato Environment for Knowledge Analysis
Version 3.8.3

{c) 1999 - 2018

The University of Waikato

Hamilton, Mew Zealand

0 et

Applications

Explorer

Experimenter

KnowledgeFlow

Woarkbench

Simple CLI

To WEKA e&ivor g covita AOYIGUIKOD Yior unyovikn padnon o
eEOpLEN dedOUEVOV.

Méow tov WEKA EXxplorer o ypnotmg pmopel vo eKTELECEL EPYOGIEG
wpoemesepyaciag 0e0OUEVOV, KT YOPLOTOINoNG, aVAALONC GLGTAd®Y,
aviALoNC  KOVOVOV  CLGYETIONG, EMAOYNG  YOPOKTNPICTIKOV Kol
OTLTIKOTOINONG TV OEO0UEVDV.

Ym. Alddktopeg: Xaocann Mapia Kovotavtiva
Xaoamn Aaptmpivi



.II | PAPER - Notepad
, , y File Edit Format View Help
I vo onpovpyncovpe 1o EPmeLpo cOGTNNA grelation PARA

oto Wweka amorreitol éva apyeio To omoio va

éXEl llOp(Pfl ARFF, CS\/, C45, Binary — dattribute SEX {man,woman}
PAPER.arff
dattribute AGE numeric
@attribute MONOADENOMA {yes,no}
dattribute POLYADENOMA {yes,no}
H mo vanelﬁuévn qu(pﬁ Otpxsf(DV etvon o ARFF. dattribute TYPE {no,A1,B1,C1,D1,€1,F1,61,A2,82,C2,02,E2,F2,62}
Evtog tov ARFF apyeiov mpémel n mpodn ypopuun va Eexvd pe t AEEn 3attribute DHU numeric

@relatlon Kot 10 OVOH(X oV nspwpa(p?,l 10 U,pXSI.O. dattribute DESCRIPTION {no,small,medium,large}

. . . , . , . dattribute SURGERY {0,1,2,3,4}
21 ovvéyelo akoAovBel n MNAwon Tov tediov Eekivovtag Kabe medio pe

™ AéEn @attribute <oévopa attribute> <tomog attribute>.
Metd ™ MAmon TV TapapéTpwy, akolovdei n dNAwon TV dedOUEVOY,

4 4 I r woman,63,yes,no,E2,68,medium,2
Le ™ ogpd mov Exovv dMNAwBOel Ta media. vonan. 3 o yes.£2. 103, large 1
woman,53,no0,yes,F2,68,small,®

woman,53,no,yes,E1,75,medium,@

Adata

H dnlwon tov dedopévmv mpayuotonoteitat pe (@data kot akolovbovv ot sonan, 48, yes, no, £2,110, nediun, 1
’ ’ , , , woman,67,yes,no0,C2,135,large,1
TIWES o1 omoieg ywpilovral pHetalhd Tovg e KOULLOL. ioman, 67, yes,no,C1,110, small, 2

man,55,yes,no0,B2,175,medium,1
woman,72,yes,no0,C1,157,medium,1
woman,59,yes,no,A1,184,medium,1

Ym. ASdktopes: Xaodnn Mapia Kovotavtiva
paper Xaodmn AaptpLvi



paper

Open File: emloyn apyeiov ARFF tov dedopévov

ATEKOVION TOV TOAPUUETPOV TOV GLVOAOL JEOOUEVOV.
2€ 0VTO TO CMNUEI0 UTOPD VA APALPEC® TOPAUETPOVS TOV
dev ypetdlopot kabmg emiong Kot vo emAEE®D U TOPEUETPO

ATEKOVIOT CTIYUIOTVRTOV TNG ETAEYLEVTG TAPAUETPOV

Ontikonoinomn Tov dedopévav T KAAoNS €000V oV Exm eMALEEL

# Weka Explorer — O kS

J Preprocess | Classity | Cluster | Associate | Selectatributes | visualize |

| Openfile... ] OpenURL. || Open DB... I Generate.. | Undo L Edit... I Save.. |
Filter
| choose ”None H Apply | stop
Current relation felected attribute )
Relation: PARA Aftributes: 8 hName: SURGERY Type: Mominal
Instances: 118 Sum of weights: 118 Missing: 0 (0%) Distinct: 5 Unique: 1 (1%)
tributes Ma. | Label | Count | Weight
10 15 15.0
21 92 92.0
l Al J l None J l Invert J { Pattern J 3 2 3 20
4 3 2 2.0
No. | | Mame 5 4 1 1.0
1] sEx
2[ ] AGE
3 [ MONDADENOMA
4 (] POLYADENCMA
5] TYPE S J
I
6] DHU Tass: SURGERY (Nom) T¥] Visualze Al
7 (| DESCRIPTION

2 @ SURGERY

Remove 15
& H
s |

Status

0K Log # P

Ym. ASdktopes: Xaodnn Mapia Kovotavtiva
Xaodmn AapmpLvi
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>tV kaptédo Select Attributes
LUTOP® VO ATEIKOVIC® TIG TTLO
GNUAVTIKEC TOPAUETPOVS TOV

OEOOUEVAOV IOV

« Weka Explorer - A
[ Preprocess T Classify T Cluster T Associate ISeJecta.ttributes T Visualize ]
Attribute Evaluator
| Choose J|CfsSuhsetE\ral-P 1-E1 |
Search Method
| choose J|Bes‘tFirs‘t-D1 N5 |
Attribute Selection Mode Attribute selection output
@ Use full training set Evaluation mode: evaluate on all training data A
_ r
(_) Cross-validation Folds 10
1
=== Attribute Selection on all input data ===
(Mom) SLURGERY Search Method:
Best first.
Start Stop Start set: no attributes
Search direction: forward
Resuit list (right-click for options) B

Stale search after 5 node expansions
Total number of subsets evaluated: 36
Merit of best subset found: 0.21

Attribute Subset Evaluator (supervised, Class (nominal): 3
CF5 Subset Evaluator
Including locally predictive attributes

Selected attributes: 3,4,5,7 @ 4
MONOADENOME
POLYRDENOMZ
TYPE
CESCRIPTICON

SURGERY) :

EIN

Status

OK

Ym. ASdktopes: Xaodnn Mapia Kovotavtiva

Xaodmn AaptpLvi



@ weka
v G classifiers
» (@ bayes
» (@ functions
> [ 1y
> [ meta
> [ misc
v % rules
(" DecisionTable
5 JRip
"] OneR
5 PART
ZeroR
v (& trees
(" DecisionStump
“| HoeffdingTree
J4g
LMT

‘ | RandomForest
" RandomTree
"I REPTree

AAyop1Buog Karnyoptonoino;]g
dedoUEVOV

gl

PREE

I

B

& Weka Explg

[ F'rep-roces(T Classify T 9Iuster T Associate T Select attributes T Visualize ]

Classifier  ——

_[ Choose J|ZeruR

Test options

Classifier output

() Use training set
(_) Supplied test set Set...
(® Cross-validation Folds 10

() Percentage split % 66

[ More options...

{ (Nom) SURGERY

5

Start Stop

Result list (right-click for options)

Avaxdtepo GuVOLOL EKTOIOEVOTG LE TO
GUVOAO EAEYYOV

MetafAnt) e£6dov

Ym. ASdktopes: Xaodnn Mapia Kovotavtiva
Xaodmn Aaptpivi



Weka Explorer

Preproces

J4% prunsd tree

;1 (113.0/26.0)

Humber of Leaves : 1

Size of the tree : 1

Time taken to build model: 0.01 secconds

=== Evaluation on training set ===
T
S

Time taken to test model on training data:

23:46:45 - trees RandomForest

2350:11-r

Correctly Classified Instances 92 77.9661 %
Incorrectly Classified Instances 26 22.0339 &
Kappa statistic 0

Mean absolute error 0.1434
Root mean sguared error 0.2724
Relative absolute error 95.5108 %
Root relative sguared error 959.9048 %
Total Number of Instances 118

=== Detailed Rccuracy By Class ===

TP Rate FF Rate

Precision Recall FRC Area Class

0,000 0,000 2 0,000 2 2 0,500 0,127 i
1,000 1,000 0,780 1,000 0,376 2 0,500 0,780 1
0,000 0,000 2 0,000 2 2 0,500 0,068 2
0,000 0,000 2 0,000 2 2 0,500 0,017 3
0,000 0,000 2 0,000 2 2 0,500 0,008 4

Weighted Avg. 0,780 0,780 0,780 2 0,629

=== Confusion Matrix ===

a b c d e <-- classified as
015 0 0 0] a=10
0% 0 0 0] b=1
o8 00 0] c=2
o 2 00 0] d=3
o1 00 0] e 4



& Weka Explorer

J45 pruned tree
: 1 (118.0/26.0)
Number of Leaves

S5ize of the tree :

Time taken to build model: 0 seconds

e onbsion o v i J48, split 66

Time taken to test model on test split: 0 seconds

23:46:45 - trees RandomForest

23:50:11 - trees J48 Correctly Classified Instances 33

235202 - trees RandomTree Incorrectly Classified Instances 7

23:55:45 - trees REPTree Happa statistic ]

23:55:58 - trees LMT Mean absclute error 0.145

23:56:30 - trees 148 Root nEan squared error 0.2566
. Relative absolute error 93.2223 %

23:56:45 -frees J48 Root relative squared error 95,1732 %

Total Humber of Instances 40

=== Detailed RAccuracy By Class ===

TP Rate FP Rate Precision Recall ROC Area PRC BArea Class
0,000 0,000 2 0,000 0,500 0,050 0
1,000 1,000 0,825 1,000 0,500 0,825
0,000 0,000 2 0,000 0,500 0,075
0,000 0,000 0,000 0,500 0,025
0,000 0,000 0,000 0,500 0,025

Weighted Avg. 0,325 0,825 0,825 0,500 0,890

=== Confusion Matrix ===

<-- classified as
a=

b
c
d
e




Weka Explorer

=== (Classifier model (full training set) ===

RandomForest

Bagging with 100 iterations and base learner

weka.classifiers.trees.RandomTree -K 0 -M 1.0 -V 0.001 -5 1 -do-not-check-capabilities

Time taken to build model: 0.08 seconds

S RandomForest

Time taken to test model on training data: 0.03 seconds

Correctly Classified Instances 118
Incorrectly Classified Instances a

Kappa statistic 1

Mean absclute error 0.05¢
Root mean squared error 0.110%
Relative absolute error 36.0603 %
Root relative sgquared error 40.54146 %
Total Number of Instances 11g

=== Detailed Accuracy By Class ===

TF Rate FF Rate FPrecision Recall
1,000 0,000 1,000 1,000
1,000 0,000 1,000 1,000
1,000 a,000 1,000 1,000
1,000 0,000 1,000 1,000
1,000 0,000 1,000 1,000
Weighted Avyg. 1,000 a,000 1,000 1,000

=== Confusion Matrix ===

a b <-- classified as
15 0

1)
o
o
1)




Weka Explorer

AGE < 66.5
| AGE < 64.5 : 2 (L/0)
| BAGE »= £4.5 : 1 (1/0)
AGE >= €6.5
| AGE < §9.5 : 0 [L/0)
| AGE »= €5.5 : 2 (1/0)

Size of the tree : 114

Time taken to build model: 0 seconds

=== Evaluaticn on training set ===

Time taken to test model on training data: 0 seconds

Correctly Classified Instances
Incorrectly Classified Instances
Kappa statistic

Mean absolute error

Root mean squared error
Relative absolute error

Root relative sguared error
Total Number of Instances

=== Detailed Accuracy By Class ===

TP Rate FP Rate Precision Recall
1,000 0,000 1,000 1,000
1,000 0,000 1,000 1,000
1,000 0,000 1,000 1,000
1,000 0,000 1,000 1,000
1,000 0,000 1,000 1,000

Weighted Avg. 1,000 0,000 1,000 1,000

=== Confusion Matrix ===

<-— classified as
a =

FRC Area Class

1,000
1,000
1,000
1,000
1,000
1,000

a

RandomTree

Q Weka Classifier Tree Visualizer: 2355202 - trees RandomTree (PARA]
Tree view

prren =yes=no “IE30E <1185 RE] PELSL IS

e

R ©454I5 «IDRSI035 «ShESIS “EeESeS sy = re smmemge

«arEns <GbEEQS <1715

L

= e smmenirmyE BEETES = e smmecimyE <505 505

e el sl

-um-mn

RELETEE <EES r=EAS
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“455 455 =10 s INE
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paper

«m= Netailed Accuracy By Class ss=

TP Rate

1,000 0,000

1,000 0,000

1,000 0,000

1,000 0,000

1,000 0,000
Weigheed Avg. 1,000 0,000

Mo v KAdon e€6d0v 0 €yovpe:

> Precision
> Recall

)1

> Precision
> Recall
>

1,000
1,000
1,000
1,000
1,000
1,000

FP Bate Precision BRecall

1,000
1,000
1,000
1,000
1,000
1,000

= 100% (Axpipeia)

=100% (EvoucOnoio)
> F-Measure =100% (Precision and Recall)

=100%
=100%
F-Measure = 100%

10 TNV KAAoM 6000V 2 £YOVLE:

MeTpikég agroroynong avd kiaon (WEKA)

F-Measurs MOC ROC Area PRC Area
1,000 1,000 1,000 1,000
1,000 1,000 1,000 1,000
1,000 1,000 1,000 1,000
1,000 1,000 1,000 1,000
1,000 1,000 1,000 1,000
1,000 1,000 1,000 1,000
~. -
\ Vs

o Recall

Precision = 100%
Recall =100%
F-Measure = 100%

. Precision

T Vv KAdon e£6oov 1 éyovpe:

> F-Measure = 100%

Class a b e d & <— classified as
] 15 0 0 0 a1 a=1n
1 082 0 0 0] b=1
; 0 0 8B 0 0] c=2
; ) 000 2 01 d=3
4 . . .
200 0 0 11 ==4
<,
\
1
1
i
1
= 100% L
1
= 100% |
1
1
1
|
1
,I

INo v KAdon e€dd0v 4 £yovpe:

== Confusion Matrix =—=

YV YV VY

> Precision =100%
> Recall =100%
> F-Measure = 100%

/Kot ovvolwd yuo 10 poviédo dnhodh yu toug

Recall
F-Measure = 100% J

Accuracy: opBéTnTa CUCTAPATOG
TP +TN

TP+FP+FN+TN

Precision: akpifeia ouoTtipaTtog
TP
TP + FP
Sensitivity/Recall: euaiobnoia cuaTApaTog
TP
TP+ FN

F-Measure: ouvduaouég precision kai recall
2 * Precision * Recall

Precision + Recall

~

acOeveic mov eiyav xepovpykd anoteréopara (0,
1,2,3,4), é&ovpe:

Precision = 100%

= 100%

Accuracy = 100%

Ym. Alddktopeg: Xaocann Mapia Kovotavtiva
Xaoamn Aaptmpivi



book

Explorer

Q Classify T Cluster T Associate T Select atributes T Visualize ]

Open file J l Open URL J l Open DB J l Generate J Undo Edit J l Save J
e_J|None |l Apply J Stop
lation Selected attribute
on: PARATHYR Aftributes: 10 MName: RESULTS Type: Nominal
25 118 Sum of weights: 118 Missing: 0 (0%) Distinct: & Unique: 1{1%)

Mo | Label | Count | Weight

1 adenoma 56 56.0

2 no 16 16.0

All J l Mone J l Invert J l Pattern J 3 thyr 5 50

4 yperplasia =25 350

| | Mame 5 ca 5 50

l;| SEX 6 lemfadenas 1 10
] AacE

] ADENOMA

1
2

3

4[] YPERPLASIA
5] TYPE
6] HU
7] DHU

8[| DESCRIPTION
9 [ ] SURGERY

0 B4 RESULTS

‘
o

| Class: RESULTS (Nom)

|7 visualize Al |

Remove

Ym. ASdktopes: Xaodnn Mapia Kovotavtiva
Xaodmn AaptpLvi



& Weka Explorer - X

Preprocess H Cuuster | Associate | Select atributes | Visuaiize |

Classifier
Choose |J4B-C 0.25-M 2
Test options. Classifier output
@00 ==t —_— SURGERY = & o2 (10) & Weka Classifier Tree Visualizer: 22:03:06 - trees.J48 (PARATHYR) — O X
() Supplied test set Set..
Humber of Leaves : 11 Tree View
(U Cross~validation Folds 10 (
— 5ize of the tree : 18
() Percentage split % 66
[ Blorelophion s ] Time taken to build medel: 0.02 seconds J 48
=== Ewvaluation on training set =—
{Nom) RESULTS '
i i Time taken to test model on training data: 0.02 seconds
Start I Stop J
=== Summary ===
Resuit list (right-click for options)
Correctly Classified Instances 29 75.4237 %
Incorrectly Classified Instances 29 24,5763 % = =1
Kappa statistic 0.8038
) Mean absolute error 0.12
/ﬁwmmahwhm Root mean sguared error 0.245 -
eTIn scuman Wedow, Relative absclute error 53.5165 %
Save result buller Root relative sgquared error 73.58209 %
Delete result bulfes(s) Total Number of Instances 113
Load model «=£8 =50 =yes  =no
Save model === Detailed Accuracy By Class ===
Re-evaluate model on cumrent test set / /
Re-apply this modef's configuration TP Rate FP Rate FPrecision Recall F-Measure MCC ROC Area PRC Rrea Class
Visualize classifier emors 0,946 0,323 0,726 0,946 0,822 0,641 0,866 0,728 adenoma - _
0,813 0,020 0,867 0,813 0,839 0,815 0,962 0,860 no
0,200 0,008 0,500 0,200 0,286 0,298 0,795 0,238 thyr
0,600 0,072 0,778 0,600 0,877 0,574 0,875 0,693 yperplasia P . 4G =125 »125 =167 s 1ET
0,200 0,000 1,000 0,200 0,333 0,440 0,837 0,273 ca
0,000 0,000 2 0,000 2 2 0,7al 0,020 lemfadenas / \ / \ / \
Weighted Zwg. 0,754 0,178 2 0,754 2 2 a,877 0,719
e e et e o@ULD|  adonoms @0) ypamiasia 051 adnoma (17060 asenema (L] yomiesi (.0
a b c d e £ <--classified as
55 0 0 3 0 0] &= adencma
113 0 2 0 0| b=no
2 1 1 1 0 01 c=thyr
12 1 121 0 01 4= yperplasia
4 00 0 1 0] e=ca
1 0 0 0 0 0] £= lemfadenas
v




e
Weka Explorer — X

RandomForest

Bagging with 100 iteraticns and base learnsr

weka.classifiers.trees.RandomTrese -K 0 -M 1.0 -V 0.001 -5 1 -do-not-check-capabilities (

Time taken to build medel: 0.03 seconds

RandomForest

=== Evaluation on training set ===

Time taken to test model on training data: 0.02 seconds

Correctly Classified Instances 118
Incorrectly Classified Instances 0

Happa statistic 1

Mean absolute error 0.0815
Root mean squared error 0.1087
Relative absolute error 27.4023 %
Root relative sguared error 32.6534 %
Total Number of Instances 11ls

=== Detailed Accuracy By Class ===

TP Rate FF Rate Precision Recall ROC Area FRC Area C(lass

1,000 0,000 1,000 1,000 1,000 1,000 adenoma

1,000 0,000 1,000 1,000 1,000 1,000 no

1,000 0,000 1,000 1,000 1,000 1,000 thyr

1,000 0,000 1,000 1,000 1,000 1,000 yperplasia

1,000 0,000 1,000 1,000 1,000 1,000 ca

1,000 0,000 1,000 1,000 1,000 1,000 lemfadenas
Weighted Avg. 1,000 0,000 1,000 1,000 1,000 1,000

=== Confusion Matrix =—

<-— classified as
a = adenoma

no
c = thyr
d yperplasia
e ca
£ = lemfadenas




& Weka Explorer — >
[ Preprocess i Cluster | Associate | Selectatributes | Visualize |
Classifier
Choose ‘RandumTree -K0-M1.0-¥0.001-51
Test options Classifier output
® Use fraining set I | HU < 74 : no (L/0) Vet s i VUi L1 40 - UEESAMIGTIIEE VAT o AR
S . 00 View 3
O Supplied test set Set. | | HU >= 74 : yperplaé:l_a {1/0)
| SURGERY = yperplasia (1/0)
|

3
(_) Crossalidation Folds 10 SURGERY = 4 : ca (1/0)

() Percentage split % 66 Size of the tree : 126 RandomTree

- yes =m0
[ fllnsciin i ] Time taken to build model: 0 seconds

=== Evaluation on training sst == <615 815 =0 =1 ¥
[ {Nom) RESULTS .
i Time taken to test model on training data: 0 seconds “%ﬁ,’n A"%
[ Start ] l Stop J = AATZ 512 COBMONBLL = 2 = ol B¥ CBMOE B2 2 e

e ARRNANNSSSA

N . === Summary ===
Resuit list {right-click for options)
22:0130 - tr RandomF t Correctly Classified Instances 118 100 % erata e <9906 <#6855 <8262 —ometuze  =cneman <5655 romemuye <161535 11535 <DGA05 <86 <A
130 -trees.Randomrores Incorrectly Classified Instances a a % /\ / \ \ /\ I \ /\\ \ I / \ I\ /\ / \ /\ \
22:03:06 - trees.J48 Kappa statistic 1 Iﬂéﬁ TR 2 Ilhh lﬁ -IrilH
22:06:15 -tfrees. 143 Mean absolute error a <mms s o3 <smis e <nass
220619 -trees.J48 Root mean squared error [u] ‘ ' ‘ \ \
29:06:37 -trees LMT Relative absolute error 1} % L s L
29-06:42 - trees LMT Root relative squared error a % m5 ey
Total Humber of Instances 118 [\ /]\\

22:06:46 -trees LMT
22:07:21 -trees. REPTree === Detailed Rccuracy By Class === <t
22:07:24 -trees REPTree
220727 -trees REPTree TF Rate FF Rate Precision Recall F-Measure MCC ROC Area PRC Rrea Class
29-07-37 - trees RandomTree 1,000 0,000 1,000 1,000 1,000 1,000 1,000 1,000 adenoma

1,000 0,000 1,000 1,000 1,000 1,000 1,000 1,000 no
22.07:40 - trees.RandomTree 1,000 0,000 1,000 1,000 1,000 1,000 1,000 1,000 thyr

1,000 a,000 1,000 1,000 1,000 1,000 1,000 1,000 yperplasia

N 1,000 0,000 1,000 1,000 1,000 1,000 1,000 1,000 ca
1,000 0,000 1,000 1,000 1,000 1,000 1,000 1,000 lemfadenas
Weighted Avg. 1,000 a,000 1,000 1,000 1,000 1,000 1,000 1,000

=== Confusion Matrix ===

a b cd e £ <-- classified as
Re-evaluate model on cumrent test set S§ 0 0 0 0 0| a= adenoma
Re-apply this modef's configuration 016 0 0 0 01 b=no
Visualize classifier errors 0 0 5 0 0 01 c=thyr
Jalize tree 0 0 035 0 0| d= yperplasia
0o o0 0 5 0| &=ca
[ ] 0 1| £ = lemfadenas




MeTpikég a&roroynong ava khaon (WEKA)

Accuracy: op84TnTa CUCTHNATOG
== Detailed Accuracy By Class == == Confusion Matrix =— TP + TN

TP+ FP+FN+TN

TP Rate FP Rate Precision Recall F-Measure MCC BOC Area FRC Lrea Clasa a b cde £ . classified as
1,000 0,000 1,000 1,000 1,000 1,000 1,000 1,000  adenoma 6 0 0 0 0 0] &= adenoma
1,000 0,00 1, 001 1,000 1,00 L, 001 1,000 1,001 - 18 6 o8N b = no Precision: akpifeia cuoTAPaTOg
1,000 0,000 1,000 1,000 1,000 1,000 1,000 1,000  thyr 0 0 5 0 0 01 c=thyr _
1,000 0,000 1,000 1,000 1,000 1,000 1,000 1,000  yperplasia ) 0 035 0 0] d=yperplasia TP +FP
1,000 0,000 1,000 1,000 1,000 1,000 1,000 1,000 ca . L L L ) .
1,000 0,000 1,000 1,000 1,000 1,000 1,000 1,000  lemfadenas s v e = e Sensitivity/Recall: evaiobnoia suoTiuaTog
Weighted Avg. 1,000 0,000 1,000 1,000 1,000 1,000 1,000 1,000 LY ' L | £ = lenfadenas P
TP+ FN
F-Measure: guvduaaouég precision kai recall
e ool TTTTTTTTTTTTOmTommmmmmees 2 * Precision * Recall
T TV KAGom ££630v adenoma éxovps: '} { Tia v KhGon s£6500 N0 éyovpe: | 1 Mo ™V Khaon £630v thyr ! Freciston + Recall
i » - 1o | 1 €YOvpE! !
> Precision = 100% (Akpipeia) i > Precision = 100% i - e S e T e
1N Recall - 100% (Evaionoia) DS Recall  =100% e Precision =100% : ,” Kot cuvoMkd yio. 70 povtélo SmAadh yio Toud,
| . i ) = 1000 P = 1000 !
\»  F-Measure = 100% (Precision and Recall) | >  F-Measure =100% 1+ > Reall I aclevelc  mov  efyav  ovatopomafoloyikd
o N AP F-Measure = 100% .

aroteréopata (@denoma, no, thyr, yperplasia, ca,
lemfadenas) , éyovpe:

»  Accuracy =100%
Precision = 100%

| Fl(l mv kAdon e&6dov yperplasia SXOUHS F o TNV KAdon e€6dov lemfadenas sxouué\

| Sliscler = e 1> Precision =100% i /> Precision =100% iR
> Recall = 100% > Recall = 100% BRSNS Recall — 100% > Recall = 100%
R F-Measure = 100% > F-Measure = 100% DS F-Measure = 100% '\ »  F-Measure = 100% ’

________________________________________________________________

Y. Addktopeg: Xaoann Mapia Kovotavtiva
boelk Xaocamn Aapmpivi



