“What is essential is invisible to the eye”:
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Preprocessing step: compensation and scaling (not shown), data QC by using PeacoQC, export of good
events as a new fcs file, metadata annotation and concatenation.
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Persistent measurable residual disease (MRD) is highly predictive for acute myeloid leukemia

Nr of cells per second
n B
o o
Value
(2]
] 8

J . " ’ ” i) . > dt CR 4 200
0 250000 500000 750000 1000000 0 500000 1000000 1500000 2000000 2500000 0 500000 1000000 1500000 2000000 2500000 0 500000 1000000 1500000 2000000 2500000

(AML) relapse and has become one of the most important biomarkers for risk stratification, Data Dimensionality Clustering Phenotyping eyl sle (el R Data
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response assessment and treatment allocation. MRD detection can be performed with

6004 | T

600+ g ot o e, . 2 o 600 . . . " P - ¥, P e
400 . o wod B e ot Ll e 3 4004 SRR TR S ST 5 o
S i . BN S TP LA ol NS DRI 4004 . & O Se oo .
. e 2 3 o i B . . . o, e gyt el AT TR, 40 8 el O 1 aelp G0 aie 8 g 8 . B T T D O L . R0 30 0 s SO R e A TR
B LI S R SR . T W = 4.‘-,"'\~.,_;.' et g Sttt gt L e 1 > e o A e b e i e oo s g
4 i RN A Al Ll ATy PPN . /ERetis 0 sy Bl op P, oot g 3 S c AR Lo 10 4 . "

200 STRE RPN

Value
Value
Value
3
o
Value

multiparametric flow cytometry (MRD-MFC) due to its applicability to most AML patients, short Qverview of our data Analysis worktlow.
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turnaround times, and widespread availability of markers and fluorochromes. This approach
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relies on the evaluation of abnormal expression of surface markers on leukemic blasts , o , , _ _ _ . N PeacoaC
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on normal hematopoietic cells or on normal maturation pathways and can be detected with

high sensitivity in follow-up samples. Current challenges of MRD-MFC are represented by the
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Clustering analysis by using FlowSOM returned 18 different clusters. Bar chart showing clusters size in % of
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high number of LAIPs described, complex multi-tube conventional flow cytometry panels, and 1 . . L
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conventional analysis approaches using manual gating strategies. In this scientific research I
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