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NMUP-pgetekuma tpaHcnokauun EML4-ALK
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«YHuBepcanbHbln» MLP-TecT: aetekumna HecbanaHCUPOBAHHOM
aKcnpeccun 5’/3’-KoHueBbix nocnesosaTenbHocTeln ALK
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Novel ALK fusion partners in lung cancer

y A. Raskin ¢, Vlac Sokolenko
lana N. Aleksakhina ul R Ga
ey 0. Merkulov *, Alexan
na S| Kazimir M. Pozharisski *
Evgeny N. Imyanito

sample #7284, DCTNI/ALK

BCTHI xon 26

sample #5100, SQSTMI/ALK

SQSTIAY exon s ALK excn 30

Table 2
Comparison of break-apart FISH and PCR assays.

Sample groups HASH+
Unbalanced ALK+ and variant-specific 6{100%) 0(0%)
RTPCR+ (n=G6)
Unbalanced ALK+ and variant-specific 2*(40%) 3(60%)
RT-PCR- (n=5)
Volume 11, Nus Unbalanced ALK- and variant-specific 1(100%) 0(0%)
RLPCR:+ (n=-1)

Scientific Advances Unbalanced ALK- and variant-specific 00%) 43(100%)
. REPCR- (n=43)
in Lung Cancer
2015

* NGS5 analysis revealed novel ranslocarions in both these samples.

Detection of EGFR Mutations and EML4-ALK
Rearrangements in Lung Adenocarcinomas Using
Archived Cytological Slides

Natalia V. Mitiushkina, PhD"; Aglaya G. lyevleva, MD, PhD™; Artiom N. Poltoratskiy, MD?;
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TABLE 1. Success Rate for DNA and RNA |solation
From Cytological and Histological Lung Cancer

Samples”

Cytological Histological Mo of Informative
DNA/RNA Samples Samples Sample Pairs
DMNA isolation (n=75) 73 (37%) 74 (99%) 72 (96%)
RMA isolation (n=44) 42 (35%) 38 (B6%) 36 (82%)

TABLE 3. EGFR and EML4-ALK Testing in Cytologi-
cal and Histological Lung Cancer Samples

EGFR EML4-ALK
Mutations Translocations

Test n=72) (n=36)
Concordant pairs
Wild-type/wild-type 54 (75%) 32 (89%)
Mutation/mutation 14 (19%) 4 (11%)
Total GAT2 (949%) 36 (100%)
Discordant pairs
Cytology: mutation/ 3 (4%) 0

histology: wild-type
Cytology: wild-type/ 1 {1%) 0

histology: mutation
Total 4 (6%) 0

TecTupoBaHue myTauuii

Kypuswiue He
KypuBLuue

EGFR-myTaumm (L858R u
ex19del)

TpaHcnokaumm ALK

Mytauum KRAS

MyTtauumn BRAF

Crartyc
KypeHus He
u3BecTeH

42/584 (7%) 204/572 224/1180  470/2336
(36%) (19%) (20%)
6/542(1%)  30/368(8%) 59/956(6%) 95/1866 (5%)
143/463 70/298 181/609 394/1370
(31%) (23%) (30%) (29%)
5/278(1,8%) 8/183(4%) - 13/461
(2,8%)

CpaBHeHMe 4acToT y
KYPUBLUUX 1 He
KYPMBLLUX, TECT Xu-
KBagpar

p<2.2e-16

p = 2.247e-07

p = 0.03646

p=0.1947
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Smoking

Gender

Age

NA

ALK+ KRAS+ BRAF+

EGFR+
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Test for ROS1 5’/3’ unbalanced expression
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ROS: cobcTBEeHHbIE AaHHbIE

* YactoTta: 7/599 (cornacyeTca ¢ AaHHbIMM
niTepaTypbl)

* HekypAawme
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