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Table 3

Clinical outcomes following presurgical targeted molecular therapy for renal cell carcinoma with venous tumor thrombus

Tumor Thrombus

Targeted Agents and

Level Before and Effect on Tumor Duration of Tumor Size
References N After Diagnosis Thrombus Level Treatment Reduction Overall Outcomes
Shuch et al,** 2008 1 Il — 0/ Reduction Sunitinib (4 cycles) Stable RN and tx without
bypass; no
complications
Di Silverio et al,?’ 1 Il — 0 (renal vein) Reduction Sorafenib (6 mo) NA Open RN and tx; no
2008 complications
Karakiewicz et al,*® 1 [\ Reduction Sunitinib (2 cycles) Decreased size (27%, RN and IVC tx; noted
2008 11-8 cm) increased bleeding
tendency and
wound-healing
complications
Harshman et al,”® 1 1—0 Reduction Sunitinib (4 cycles) Marked reduction Laparoscopic RN and
2009 tx; no
complications
Robert et al,"’ 2009 1 i — 1 No change in level; Sunitinib (5 cycles) 35% reduction RN and IVC tx; no
partial reduction in complications
thickness
Kroeger et al,* 2010 1 IV =l Reduction Sunitinib (2 cycles) 2% reduction RN and IVC tx
(12-11.8 cm) (avoided thoracic
procedure/bypass);

no complications

MBBS, et al. Uro/ Clin N Am. 2017
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