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a Simplification pattern (pair P8)

+CLIC1

Nodes (clone fractions)

"t Primary adenoma

Recurrent adenoma

Shared by both

n=1

Edges

_—
Copy number gain

enomic event

—_—
Copy number loss

Major clones

Primary adenoma

Percentages annotated to
the clones display the
frequency of observation
within the aberrant clone

population (threshold 5%).

—_—
Whole genome
duplication (WGD)

—_—
Multiple copy number
alterations

Signal patterns

Signal counts of gene probes are sorted in the following order:
COX2, PIK3CA, APC, CLIC1, EGFR, MYC, CEP10, CCND1,
CDX2, CDH1, TP53, HER2, SMAD7, SMAD4, ZNF217

Brackets: number of cells in (@) primary and (W) recurrent adenoma

1: 222222222222222 (@475 ® 60)

3:222222223222222 (@ 7,m 0)
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b Complexity pattern (pair P6)
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Signal patterns

Signal counts of gene probes are sorted in the following order:
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Complexity pattern (pair P3)

-APC -CDH1

BEDREEE

Nodes (clone fractions)

O % Primary adenoma

Shared by
nz2  n=1

Edges (genomic event

Recurrent adenoma

Major clones

Primary adenoma

both Percentages annotated to
the clones display the
frequency of observation
within the aberrant clone
population (threshold 5%).

Copy number gain

Whole genome -
duplication (WGD)

Copy number loss

Signal patterns

Signal counts of gene probes are sorted in the following order:
COX2, PIK3CA, APC, CLIC1, EGFR, MYC, CEP10, CCND1,
CDX2, CDH1, TP53, HER2, SMAD7, SMAD4, ZNF217

Brackets: number of cells in (@) primary and (M) recurrent adenoma
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Stabilisation pattern (pair P9)

Stabilisation (-progression) pattern (pair P10)

Stabilisation pattern (pair P13)

Nodes (clone fractions)

Primary adenoma

nz2 n=1

Edges

I —
Copy number gain

enomic event

_
Copy number loss

_
Whole genome
duplication (WGD)

—_—
Multiple copy number
alterations

Shared by both

Recurrent adenoma

Major clones

Primary adenoma

Shared by both|

Percentages
annotated to the
clones display the
frequency of
observation within
the aberrant clone
population
(threshold 5%).

-

aBwn=

| 2.2,2,22.2.2.2.3.2,2,2,2.2.2" (@337 W1298)1

SCOXINOUAWN =

1222232222222232 (@ 4, m
1 222232222223222 (@ 2,m 0)

Signal patterns

Signal counts of gene probes are sorted in the following order:
COX2, PIK3CA, APC, CLIC1, EGFR, MYC, CEP10, CCND1,
CDX2, CDH1, TP53, HER2, SMAD7, SMAD4, ZNF217

Brackets: number of cells in (@) primary and (W) recurrent adenoma

(pair P9)
1222222222222222 (® 30,8 24)
1 221222222222222 (@ 0,8 4)
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0 1,21,2,22223222222 (® 0,8 6)

$212222223222222 (@ 4,8 10)
$1,22222223222222 (@ 1,m 5)
1222222213222222 (@ 2,m 2)
1222222223122222 (@ 0,m 2)
$222222223223222 (@ 0,m 2)

(pair P11)

1222222222222222 (®101,m 56)
1222232222222222 (@307, W291)

222232222222223 (® 26,m 4)
1)

(pair P10)
1:222222222222222 (®411, m122)
2:222222223222112 (@ 2,m 0)
3:222222223212112 (® 5m 1)
4:22222222321,21,1,3 (@239, m 10)
5:222222223212213 (@ 2,m 0)
6: 222222223222113 (@ 24, m 2)

17:2232222232121,13 (@ 0,m 27)
8:223222223222113 (@ 0,m 2

(pair P13)
1222222222222222 (® 34, 1.
1 222222223222222 (® 18, m
222322223222222 (@ 2,m 1)
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0 222322223222223 (@ 3, m 2)
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Stabilisation pattern
(pair P1)

Complexity pattern
(pair P7)

Simplification pattern
(pair P3)

Total of counted nuclei
350 nuclei [ 63 nuclei

Subsampling — 15t 200 counted nuclei
165 nuclei 35 nuclei
89.7% 2%|1]|1]| 5.4%

Subsampling — 2" 200 counted nuclei

174 nuclei 26 nuclei
81.0% 2% | 2%| 2% 2 |1 9.2%

Total of counted nuclei

350 nuclei |44 nuclei
34.0% (3-3-4-4-4-4-3-4-3-4-4-3-3-4) 7.7% | 5.4% | 51% [3.4]2 2[2] 6.8% |3.4]4.0% |

Subsampling — 15t half of counted nuclei

164 nulei 33 nuclei
13.4% 6.7% 3% 2% 2% 2% 2% 2 2 211111

Subsampling — 2" half of counted nuclei
186 nuclei 11 nuclei
36.0%
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Stabilisation pattern
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Complexity pattern

Primary adenoma (P3a)

Recurrent adenoma (P3b)

N
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N
+cLic1 ay —_—> 3.4% ¢ +cua
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......... > 5.3% ® -APC
......... > 4.9% © +EGFR
......... > 4.6% © +cox2

Stabilisation pattern

Primary adenoma (P9a)

+CDX2

Recurrent adenoma (P9b)

+CDX2

Stabilisation pattern

Primary adenoma (P11a)

+EGFR

+EGFR
+2ZNF217

Recurrent adenoma (P11b)
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—> Clone persisted

—X—> Clone vanished

--------- » Clone emerged

CN-altered clone w/
diploid chromosome set
(circle size represents
population frequency)
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b

“Zero” pattern “Zero” pattern
Primary adenoma (P5a) Recurrent adenoma (P5b) Primary adenoma (P12a) Recurrent adenoma (P12b)

No characteristicclone =3 No characteristicclone No characteristicclone ———> No characteristicclone

‘Zero” pattern

Primary adenoma (P14a) Recurrent adenoma (P14b)

No characteristicclone  =———> No characteristicclone
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