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Supplementary �gure S1, A-C
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SCLC−21H (small cell lung): Chr 8
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A172 (glioblastoma): Chr 16
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NCI−H226 (squamous cell lung): Chr 3
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Supplementary �gure S1, D-G

SNU−C1 (colorectal): Chr 15
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NCI−H2081 (small cell lung): Chr 3
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SW982 (synovial sarcoma): Chr 1
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Supplementary �gure S1, H-K

TK10 (renal cell): Chr 5
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SHP−77 (small cell lung): Chr 4
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MUTZ−1 (myelodysplasia): Chr X
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SK−MM−2 (myeloma): Chr 14
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Supplementary �gure S1, L-O

8505C (thyroid): Chr 9
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RVH−421 (melanoma): Chr X
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CP67−MEL (melanoma): Chr 1
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KYSE−450 (oesophageal): Chr 4
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HMV−II (melanoma): Chr 3
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Supplementary �gure S1, P-S

D−397MG (astrocytoma): Chr 7
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