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Kruskal−Wallis, p = 0.11
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Kruskal−Wallis, p = 0.0013
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Kruskal−Wallis, p = 0.2
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Kruskal−Wallis, p = 0.42
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Kruskal−Wallis, p = 0.2
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Kruskal−Wallis, p = 0.81
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Kruskal−Wallis, p = 0.73

n=8 n=1 n=15 n=15 n=1 n=45 n=4 n=8 n=14 n=103 n=3 n=9 n=5 n=3 n=4 n=3

−3

−2

−1

0

−5,−7 5q− −7 inv(16) 7q− Misc +21 t(8;21) +8 Diploid IM 11q23 −5 inv(9) t(6;9) −5,−7,+8

Cytogenetic subtype

lo
g2

 H
3K

4M
e3

H

Kruskal−Wallis, p = 0.25
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