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Background

e Folate receptor alpha (FR(X) is the target of 1) FRa IHC is associated with blopsy location 5) FRa eXpreSSion not associated with MIRV ToT
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established in high-grade serous ovarian 2) FRa expression shows discordance between pt-matched biopsies (n=166 pts) ) coa (i : ,
. HGSOC). but little is k bout A e Concordant MIRV ToT by IHC H-Score (left) or RNA-seq (right) expression quartiles
carcinoma ( ' ),. ut little is known abou B IHC H-score RNA-seq (log>(TPM+1)) - Discordant (Q1, lowest; Q4, highest quartiles)
non-HGSOC histologies. - 8
N et ) 6) MIRV ToT associated with OS, not FRx RNA-seq
. . . IR :0.59, p=4. -17 ’
« Compared to immunohistochemistry (IHC), RNA- @ 200 RO IRl RN0i020,p=4.0e0 -
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status, and in turn, MIRV time on treatment (ToT) 0 ¥ +  R2median (4.14) mo — R: 87.7 (69.6-109.1) mos.
. NR < median (4.14) mo — NR: 62.1 (50.7-77.1) mos.
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Objectlves A) Among pts with >1 biopsy, 22.9% (n=38/166) had discordant FRa IHC. Of these, 63.2% (n=24/38) were FRa- at 15t biopsy and FRa+ at 2" biopsy, vs 36.8% (n=14/38) that were 0.8 -
FRa+ at 15tand FRa- at 2" biopsy.
i Among pts with FRa - on 1%t biopsy, median FRa IHC% was 5 (0.5-30 IQR) in those that remained FRa - at 2" biopsy and 35 (9-50 IQR) in those that became FRa +. Not shown: >
1. Understand FRa expression over time B) Correlation of FRa IHC H-scores and RNA-seq between 15tand 2" biopsies. Among concordant samples, both IHC and RNA-seq show strong positive correlation between * Nodifferencesinrace E 0.6 -
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) A N Table 2. Clinicodemographic and molecular feature comparisons among between R and NR 0.2
with MIRV treatment duration in non-HGSOCs n=166 pts with >1 biopsy (n=344 samples). cohorts
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* FRa high (+) was defined as 22+ membrane staining MOC 2.7% (7/256) 0.0% (0/76) Time (Months) L . . . .
in>75% of viabl ls. IHC H EC 1.29% (3/256) 0.0% (0/76) At risk * FRaexpression is dynamic and varies by biopsy site.
in 275% of viable cells. -scores were : : Hesoc 352 199 89 36 U 3 0 Discordance of FRa ex : i
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calculated as: FRa IHC intensity X% stained cells. IHC ER+ 37.3%(91/244)  56.9% (41/72)  Chi-square 0.003 B THesocalBeagimos as high as 23%.
* Patient (pt)-matched samples from subsequent NGS KRAS-mut 5-3% (13/244) 0.0% (074) FiESxTcrtls 0044 Table 3. HIRVIToT by histology. Th lecular diff bet FR
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biopsies were concordant if both samples had the FRa+ FR - concordant and discordant samples, which may have
+ _ i i Variable Description « o Statistic p LGSOC (13) 7.3[1.8-10.8] ini i i i
same IHC result (FRo+ or —) and discordant if IHC %(n) IHC cohort  %(n) IHC cohort 2 clinicalimplications.
result differed. HGSOC __ 76.2% (186/244) _ 89.6% (79/88) 3 HESOC (352) 4.1[3.6-4.6] S -
oC 7.8% (19/244) 0.0% (0/38) g MOC (1) 2.1[2.1-2.1] Further optimization of the t‘hr‘eshold defining FRa+ by
¢ Overall survival and MIRV ToT were inferred from Histology _ LGSOC 7.4% (18/244) 68%(6/88)  FiNers <05 Q) 17 [.7-NF] IHC may lead to better prediction of response to MIRV
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hazard ratios (HR) [95% confidence interval] from NI ';I'C():C - ?'IS_)(;)S(ZJ/E:ML) (;'OA’(O/SE) - U A S A JO significant difference in FRa expression between patients
Kaplan-Meier or Cox proportional hazard models, > eart,er Larcinoma; L » low-grade serous ovarian Time (Months) whose ToT was longer. However, further evaluations are
tivel carcinoma; OCS, ovarian carcinosarcoma; MOC, mucinous At risk ded
respectively. adenocarcinoma; EC, endometrioid carcinoma nonHoeEots 2 n 7 2 3 8 needed.
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