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-44 region -29 region -10 box transcriptional start site

CTTTGTAGCaCTTTCACgyTAGCGAAACGttagtttGAATGGAAAGATgcctyCAgacacataa

-4 region -35 hox -22 region +1 region






Sequence logos
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‘ MDD feature in -54 regioﬁ

‘ MDD feature in -44 regioﬂ\

‘ MDD feature in -35 regioﬁ

‘ MDD feature in -29 regiorﬁ

‘ MDD feature in -22 regiorﬁ

‘ MDD feature in -10 regioﬁ

‘ MDD feature in +1 region‘

\ Spacer_1 |

Spacer_2 ‘

‘ Motif feature in -54 regioﬁ

‘ Motif feature in -44 regioﬂ

‘ Motif feature in -35 regiod

‘ Motif feature in -22 regioﬂ

‘ Motif feature in -10 regiod

‘ Motif feature in +1 region‘
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Input training data. J
L
©

Choose the number of hidden units of the model.
Initialize the hyperparameter and weight parameters.

J

=
Given the hyperparameter, find the most probable e+
ights by the training process (the first level inference).
&

|

Reestimate the hyperparameter J

(the second level inference).

L Calculate the evidence of the model 1

(the third level inference).

Y
Try another model ?

No

L Output the chosen model parameters. ]







Combiners

Combiner_0 Combiner_1
Basic classifiers
Classifier_0 Classifier_1 Classifier_2
Spacer_1 MDD Feature Set Motif Feature Set Spacer_2
‘ -54 Region‘ -44 Region‘ ‘ -35 Box ‘ ‘ -29 Region‘ -22 Region‘ ‘ -10 Box ‘ ‘ +1 Region ‘

























