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Transition rates:

Qx+i,x = Θii

d∏
xj=1

Θij



Clustering
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Learning process step Θ
(n)
ij → Θ

(n+1)
ij

for Θij, do:

• get a cluster containing
events i and j

• perform one step of training
for the MHN defined only
on this cluster

• set Θ
(n+1)
ij from

this smaller MHN

Clusters for

different i and j
can overlap!

A

B

C

D

E F

A

B

C

D

E F



Interested?

Biological results MSK-CHORD data of 5907 LUADs
trained on 125 genetic events

strongest 30 connections shown

EGFR

MYC/8q
Amp

TP53/17p
Del

EPHA7/6q
Del

NKX2-1/14q
Amp

GNAS/20q
Amp

CCND1/11q
Amp

CDKN2A/9p
Del

BCL2/18q
Del

B2M/15q
Del

TERT/5p
Amp

RMI2/16p
Amp

ARID5B/10q
Del

CXCR4/2q
Del

KRAS

EGFR/17p
Amp

KEAP1
STK11/19p

Del
STK11

https://simon-pfahler.github.io/permanent/RECOMB25/RECOMB25.html

