Sample Quantiles

Normal Q—-Q Plot of Time Random Effects Normal Q—-Q Plot of Normalized Residuals by Sample

SamplelD

0.006 A e -2 012
I I I
T 9 10
£ 24 -
0.003 1 5 o -
c — -
T 27 =
< 5 6 7 8
- 2 - - 2
0.000 g / /: 2
2 ] -
S ] > -2
o 1 2 3 4
€ 07 —
° S 2 _
_ ] (@ TTTTTTTTTTITTTTTITTTTTT
0.006 7 , , 2 012 2 012
1 0 1 Normalized Residuals
Theoretical Quantiles
Raw Residuals by Sample Normalized Residuals vs Fitted Values by Sample
| | | | -0.2 0.1
\ \ 1111 1111
10 F"j:"""l 9 10
9 R I 2 7 e, [
8| o o - - g 0 ®ire T
7 r---{®@1f o 5 27 - —— -
6 R 1 et--; R s - W 1 2
5 EEE T EEEEEEE I e B <+ —¥4+fo
4 et N = * * a [ 72
3 feeee- INC T e, 2 2 3 4
S ] %o I
2| o - - S | O P
1 S i | SRR : < 5,31 - ol
I I I I IFTTT I77I T T TTT T TTT
-04 -02 00 02 04 -0.2 0.1 -0.2 0.1

Residuals Fitted values



Sample Quantiles

Normal Q—-Q Plot of Time Random Effects Normal Q—-Q Plot of Normalized Residuals by Sample

SamplelD

0.006 A e -2 012
I I I
T 9 10
£ 24 -
0.003 1 5 o -
c — -
T 27 =
< 5 6 7 8
- 2 - - 2
0.000 g / /: 2
2 ] -
S ] > -2
o 1 2 3 4
€ 07 —
° S 2 _
_ ] (@ TTTTTTTTTTITTTTTITTTTTT
0.006 7 , , 2 012 2 012
1 0 1 Normalized Residuals
Theoretical Quantiles
Raw Residuals by Sample Normalized Residuals vs Fitted Values by Sample
| | | | -0.2 0.1
\ \ 1111 1111
10 F"j:"""l 9 10
9 R I 2 7 e, [
8| o o - - g 0 ®ire T
7 r---{®@1f o 5 27 - —— -
6 R 1 et--; R s - W 1 2
5 EEE T EEEEEEE I e B <+ —¥4+fo
4 et N = * * a [ 72
3 feeee- INC T e, 2 2 3 4
S ] %o I
2| o - - S | O P
1 S i | SRR : < 5,31 - ol
I I I I IFTTT I77I T T TTT T TTT
-04 -02 00 02 04 -0.2 0.1 -0.2 0.1

Residuals Fitted values



Sample Quantiles

Normal Q—-Q Plot of Time Random Effects Normal Q—-Q Plot of Normalized Residuals by Sample

SamplelD

0.006 A e -2 012
I I I
T 9 10
£ 24 -
0.003 1 5 o -
c — -
T 27 =
< 5 6 7 8
- 2 - - 2
0.000 g / /: 2
2 ] -
S ] > -2
o 1 2 3 4
€ 07 —
° S 2 _
_ ] (@ TTTTTTTTTTITTTTTITTTTTT
0.006 7 , , 2 012 2 012
1 0 1 Normalized Residuals
Theoretical Quantiles
Raw Residuals by Sample Normalized Residuals vs Fitted Values by Sample
| | | | -0.2 0.1
\ \ 1111 1111
10 F"j:"""l 9 10
9 R I 2 7 e, [
8| o o - - g 0 ®ire T
7 r---{®@1f o 5 27 - —— -
6 R 1 et--; R s - W 1 2
5 EEE T EEEEEEE I e B <+ —¥4+fo
4 et N = * * a [ 72
3 feeee- INC T e, 2 2 3 4
S ] %o I
2| o - - S | O P
1 S i | SRR : < 5,31 - ol
I I I I IFTTT I77I T T TTT T TTT
-04 -02 00 02 04 -0.2 0.1 -0.2 0.1

Residuals Fitted values



Sample Quantiles

Normal Q—-Q Plot of Time Random Effects Normal Q—-Q Plot of Normalized Residuals by Sample

SamplelD

0.006 A e -2 012
I I I
T 9 10
£ 24 -
0.003 1 5 o -
c — -
T 27 =
< 5 6 7 8
- 2 - - 2
0.000 g / /: 2
2 ] -
S ] > -2
o 1 2 3 4
€ 07 —
° S 2 _
_ ] (@ TTTTTTTTTTITTTTTITTTTTT
0.006 7 , , 2 012 2 012
1 0 1 Normalized Residuals
Theoretical Quantiles
Raw Residuals by Sample Normalized Residuals vs Fitted Values by Sample
| | | | -0.2 0.1
\ \ 1111 1111
10 F"j:"""l 9 10
9 R I 2 7 e, [
8| o o - - g 0 ®ire T
7 r---{®@1f o 5 27 - —— -
6 R 1 et--; R s - W 1 2
5 EEE T EEEEEEE I e B <+ —¥4+fo
4 et N = * * a [ 72
3 feeee- INC T e, 2 2 3 4
S ] %o I
2| o - - S | O P
1 S i | SRR : < 5,31 - ol
I I I I IFTTT I77I T T TTT T TTT
-04 -02 00 02 04 -0.2 0.1 -0.2 0.1

Residuals Fitted values



&-Q Plot of Normalized Residuals Q-QPlot of Normalized Residuals by Time
5 £
-CEU 5 _ ° O | c [N I I N I O I B |
T 7. B = Time | Time | Time
-2 : . .
g 0 - -c% Time Time Time
w —14 - = . e s -2
S - - 2 Time Time Time
E | | | | | 8 -2 = T 1
b= -2 0 2 4 6 Q 20246 20246
(‘5 )
&> Normalized residuals § Normalized residuals
o
Plgt of Normalized Residuals by Treatmewormalized Residuals vs Fitted Values

£ 1%,
= ©
e 20 2 46 > | | | | | | |

I I T N I I N N | S 6 - ° |-
= Drug_B Drug_AB o 4 B
S 5 =1 -
c 3 = -2 o 2 -
5 Control Drug_A N o lge e o S u

= vi= < )

S _%EI//I’I/I |f(/|| = g Kl .I .I. — T
m S
Q 20 2 4 6 S -0.2 -0.1 0.0 01 02 03
§ Normalized residuals Fitted values
o

nalized Residuals per Time and Treatment

2 4 6 8
| - [ |

| |
Drug B Drug AB

00040906 %50000000 0 ,
Control Drug A

o Setttterravertrags

I
2 4 6 8

TTTT
N

N
11

Normalized residuals

Time



&-Q Plot of Normalized Residuals Q-QPlot of Normalized Residuals by Time
5 £
-CEU 5 _ ° O | c [N I I N I O I B |
T 7. B = Time | Time | Time
-2 : . .
g 0 - -c% Time Time Time
w —14 - = . e s -2
S - - 2 Time Time Time
E | | | | | 8 -2 = T 1
b= -2 0 2 4 6 Q 20246 20246
(‘5 )
&> Normalized residuals § Normalized residuals
o
Plgt of Normalized Residuals by Treatmewormalized Residuals vs Fitted Values

£ 1%,
= ©
e 20 2 46 > | | | | | | |

I I T N I I N N | S 6 - ° |-
= Drug_B Drug_AB o 4 B
S 5 =1 -
c 3 = -2 o 2 -
5 Control Drug_A N o lge e o S u

= vi= < )

S _%EI//I’I/I |f(/|| = g Kl .I .I. — T
m S
Q 20 2 4 6 S -0.2 -0.1 0.0 01 02 03
§ Normalized residuals Fitted values
o

nalized Residuals per Time and Treatment

2 4 6 8
| - [ |

| |
Drug B Drug AB

00040906 %50000000 0 ,
Control Drug A

o Setttterravertrags

I
2 4 6 8

TTTT
N

N
11

Normalized residuals

Time



&-Q Plot of Normalized Residuals Q-QPlot of Normalized Residuals by Time
5 £
-CEU 5 _ ° O | c [N I I N I O I B |
T 7. B = Time | Time | Time
-2 : . .
g 0 - -c% Time Time Time
w —14 - = . e s -2
S - - 2 Time Time Time
E | | | | | 8 -2 = T 1
b= -2 0 2 4 6 Q 20246 20246
(‘5 )
&> Normalized residuals § Normalized residuals
o
Plgt of Normalized Residuals by Treatmewormalized Residuals vs Fitted Values

£ 1%,
= ©
e 20 2 46 > | | | | | | |

I I T N I I N N | S 6 - ° |-
= Drug_B Drug_AB o 4 B
S 5 =1 -
c 3 = -2 o 2 -
5 Control Drug_A N o lge e o S u

= vi= < )

S _%EI//I’I/I |f(/|| = g Kl .I .I. — T
m S
Q 20 2 4 6 S -0.2 -0.1 0.0 01 02 03
§ Normalized residuals Fitted values
o

nalized Residuals per Time and Treatment

2 4 6 8
| - [ |

| |
Drug B Drug AB

00040906 %50000000 0 ,
Control Drug A

o Setttterravertrags

I
2 4 6 8

TTTT
N

N
11

Normalized residuals

Time



&-Q Plot of Normalized Residuals Q-QPlot of Normalized Residuals by Time
5 £
-CEU 5 _ ° O | c [N I I N I O I B |
T 7. B = Time | Time | Time
-2 : . .
g 0 - -c% Time Time Time
w —14 - = . e s -2
S - - 2 Time Time Time
E | | | | | 8 -2 = T 1
b= -2 0 2 4 6 Q 20246 20246
(‘5 )
&> Normalized residuals § Normalized residuals
o
Plgt of Normalized Residuals by Treatmewormalized Residuals vs Fitted Values

£ 1%,
= ©
e 20 2 46 > | | | | | | |

I I T N I I N N | S 6 - ° |-
= Drug_B Drug_AB o 4 B
S 5 =1 -
c 3 = -2 o 2 -
5 Control Drug_A N o lge e o S u

= vi= < )

S _%EI//I’I/I |f(/|| = g Kl .I .I. — T
m S
Q 20 2 4 6 S -0.2 -0.1 0.0 01 02 03
§ Normalized residuals Fitted values
o

nalized Residuals per Time and Treatment

2 4 6 8
| - [ |

| |
Drug B Drug AB

00040906 %50000000 0 ,
Control Drug A

o Setttterravertrags

I
2 4 6 8

TTTT
N

N
11

Normalized residuals

Time



Observed and Predicted Values by Time
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