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Orig/synth comparison I
Subtype comparison I
08 I I I I - »
I I u
06
8 &
g
] n
z
0 04
H
H
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N.GEXP:SPSB1.80176: -
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KIRP original and synthetic, RFE most frequently selected genes, n = 310
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NGEXPCTSE1510: -
NGEXPLTSPANG:7103: -
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Uterine Corpus Endometrial Carci - synthetic and original samples cluster by subtype
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Uveal Melanoma - synthetic and original samples cluster by subtype
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NGEXP:MX2:4601

NGEXP:BEXE:S627)

N.GEXP:ASRGLI:B015(

NGEXP:SORBS2:8470;

NGEXP: CYPAV2:285440:
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UVM original and synthetic, RFE most frequently selected genes, n = 148
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N:GEXP: METRNL:284207:
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N.GEXP:MATR3.9782: -
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N:GEXP:TSC2201:8848:
N.GEXP: KLHL24:54800: -

N:GEXP:KDMAB:23030:
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