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Supplementary Figure 2
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Supplementary Figure 3
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Supplementary Figure 4
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Supplementary Figure 6 (continued from the previous page)

START

B
.discriminate_by_date
¥
Are all dates . Yes
equal?

Order rows from
earliest to latest date

.discriminate_by_replicate

No

Is date in
the first row
unique?

—Yesp|

Return rows Flag test as
unchanged FAILED
Keep only first Flag test as

row PASSED

START

Group by
independent sample
identifiers

Count number of

replicates

Arrange rows in
descending order by
count

!

Is

count of first Yes

row > count of
second
row?

No

4

.discriminate_by_seqCount

v

Keep IS
corresponding Flag test as

PASSED

to sample in first
row

Return rows
unchanged

Flag test as
FAILED

START

Group by
independent sample

identifiers

Sum sequence count

value

Arrange rows in
descending order by
seqCount sum

valuerows /
valuerpowz >
threshold?

Yes.

Keep IS

corresponding Flag test as

to sample in first PASSED

row

‘ Return rows
»

Flag test as
FAILED

W unchanged




Supplementary Figure 7
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Supplementary Figure 10

PJO1 — HSC Population size

IS from Myeloid PB cells as surrogate of HSC.

N
o
o

w
o
o

Patient
PT001
PT002

100-

HSC size (Chao model with bias correction)
N
o
o

100 200 300
Time Point (months after GT)



