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The spot sign score in primary intracerebral
hemorrhage identifies patients at highest risk
of in-hospital mortality and poor outcome
among survivors

Delgado Almandoz JE, Yoo AJ, Stone MJ, Schaefer PW,
Oleinik A, Brouwers HB, Goldstein JN, Rosand J,
Lev MH, Gonzalez RG, Romero JM

Stroke 41 : 54-60, 2010

B O F LGS, 2 s N Py L o CT
angiography (CTA) 2BV TA LN 5 ERH O AT
(spot sign) % A I 71 (spot sign D%, axial 1§ TOIRKIE,
2 K Hounsfield unit ® % EHH) L, Z spot sign score 12
Lo TMmEERKEFUMTE L LHMELT5 (Stroke 40 ©
2994-3000, 2009) . 7RG 3L I3 spot sign score 23l A IILFE 1
DYVHRBENRECO PRS- LRI 20 E) &

Integrated genomic analysis identifies clinically
relevant subtypes of glioblastoma characterized
by abnormalities in PDGFRA, IDH1, EGFR,
and NF1
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