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Figure S2
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Figure S3
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Diversity Score 
Calcula�on 

iSI_calculation.py

Reads with a frequency < 0.1 % are removed. 
The inverse Simpson Index is calculated on the 
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Figure S4
Muta�onal profile Read1 MiSeq 

A B
Muta�onal profile Read2 MiSeq 
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Figure S5
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Figure S6
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Figure S7
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Figure S8
Demul�plexing
 raw fastq files 

bcl2fastq (v.2.6.1)
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iSI_calculation.py

Reads with a frequency < 0.1 % are removed. 
The inverse Simpson Index is calculated on the 
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Figure S9
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Figure S10

number of unique sequences

total number nodes total number of split nodes total number of pass through nodes

max root node distance mean root node distance mean node distance

max node leaf distance mean node leaf distance

0

100

200

300

0

100

200

300

0

500

1000

1500

0

50

100

0

20

40

60

0

10

20

40

30

0

20

40

60

0

200

400

600

0

50

100

IDlow_U IDhigh_UIDlow_MIDhigh_M IDlow_U IDhigh_UIDlow_MIDhigh_M

IDlow_U IDhigh_UIDlow_MIDhigh_M IDlow_U IDhigh_UIDlow_MIDhigh_M IDlow_U IDhigh_UIDlow_MIDhigh_M

IDlow_U IDhigh_UIDlow_MIDhigh_M IDlow_U IDhigh_UIDlow_MIDhigh_M IDlow_U IDhigh_UIDlow_MIDhigh_M

IDlow_U IDhigh_UIDlow_MIDhigh_M

IDlow_U

IDhigh_U

IDlow_M

IDhigh_M
*** **

**** **** **** **** **** ****

**** ******** ******** ****

**** *** **** ns

root

pass-through node
split node

leaf



Figure S11
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Figure S12
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Figure S13
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Figure S14
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Figure S15
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Figure S16
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