Genetic risk for anti-drug antibodies against interferon-beta — Top prediction models

Treatment-specific prediction of the presence of nADA in the replication data:
comparison of top models.

For each top model, the plots show either the AUC and its 95 % CI or Nagelkerke’s pseudo-
R? and its 95 % CI. Boxes show the prediction groups (replication data) and columns within
each box the training data groups (discovery data). Bonferroni = significant after Bonferroni
correction for multiple testing; nominal = nominally significant (p<0.05); n.s. = not significant.

A: Prediction of the presence of nADA using analyses on the presence of nADA.
AUC of the model with the highest AUC for each treatment preparation.
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Stratified by treatment group

Significance @ Bonferroni @ Nominal @ n.s.

B: Prediction of the presence of nADA using analyses on the presence of nADA.
Nagelkerke’s pseudo-R? of the model with the highest AUC for each treatment preparation.
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Genetic risk for anti-drug antibodies against interferon-beta — Top prediction models

C: Prediction of the presence of nADA using analyses of nADA titers.
AUC of the model with the highest AUC for each treatment preparation.

)

presence of nADA ~ nADA titers (AUC

All treatments IFNb-1a (all)
0.85 I
ST ST S S t +—1 ¢
0.75 T = - — &L
0.70
0.65
@ =, N N o N N N
S oo R B ENAY A P B
SO R 5 5 Q25 A S 5
2O NN N (& NS4 o NNG X NN
N e S S NY g S S
o X N LR Ll X R LR
IFNb—1a (s.c.) IFNb-1b (s.c.)
0.85 T
080 T f T T
sl T $ - 1 1
. J_ T + 1
0.70 = + + l
0.65
. . . T . . . .
@ N o ) S N o o
S R &3 & P s @ o P
S S e o S S e e
o2 PNV W2 W2 R A LA O
NS e <<$Q<2~ \@Q% D& NXe «éé\ «e{;p
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D: Prediction of the presence of nADA using analyses of nADA titers.
Nagelkerke’s pseudo-R? of the model with the highest AUC for each treatment preparation.
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E: Prediction of the presence of nADA using analyses of bADA levels.
AUC of the model with the highest AUC for each treatment preparation.
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F: Prediction of the presence of nADA using analyses of bADA levels.
Nagelkerke’s pseudo-R? of the model with the highest AUC for each treatment preparation.

All treatments IFNb-1a (all)

0.4 - = - T -
o + + !
— 02 , L ==
N,£ 1 [ ] L
2 01
: ?
>
Q 0.0 T T T T T !
<
a 0(\@0@ \?\\\Qb ,3.02% ,O,aQ\ Q,’\\\%% @\\0@ 6.0\09_’ ,1.0\0\
< &5 NS 2 S S &S NS S S
S @rz}%\@ S AN \Z@e /.;OQ{O @q}% g o & N /’&Q‘b
1 S o S S S o
« N L &L &1 DE L &L &1
e
£ IFNb-1a (s.c.) IFNb—1b (s.c.)
5
8 04 ==
5]
-
g 03 & L
5 ¢ ¢
0.2 =% T

e

o
—C—1

) N 2 Y & N
g X 9% SN S S S 3
@ BN 2 Q @ \Q Q Qf N
e o RS /@;%0' ST O ) e
o oD W2 N N e NS
NS & S &4 e & &G &

Stratified by treatment group

Significance @- Bonferroni @ Nominal @ n.s.



