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MHUKPOTOMOJIOTHHA, HYKJICOTUI0B

Puc. 2. Unertndukanyst TeXHUIECKUX apTedakToB B nepBuaHoM Habope EEJs rubpugnoro
onkoreHa RUNXI-RUNXITI no caiiTaM MUKPOTOMOJIOTHH:
a — penpesentaruBHbli JJHK rems-anexrpodopes ammmmkonoB k/IHK rudpuanoro onkorena RUNXI-RUNXITI,
MOyYEeHHBIX IIPU Pa3HBIX TEMIIEPATypax THOPUAN3AINY IPSMOTO H 0OPATHOTO MPaiiMEepOB K IK30HY
1 rena RUNXI u 3x30ny 12a rena RUNXITI cooterctBeHHO. M — Mapkeps Thermo Scientific™
GeneRuler™ Express DNA Ladder, cTpenxoii OTMedeH HeCTabUITbHEIH AMIUTHKOH;

6 — peripesenraruBHble THK renp-anekTpodopessl pe3ynbTaToB CKpHHUHTA OaKTepHaIbHBIX KIIOHOB-TPaHC(OPMAHTOB
U3 JIByX HE3aBUCHUMBIX CEPHI SKCIIEPUMEHTOB MO aMIuH(UKanny 1 KioHupoBanHio Gparmento kIHK rubpuanoro
onkoreHa RUNX1-RUNXITI. AMITIMKOHBI 7151 KIIOHUPOBAHHUS OBUTH MOJTyYeHBI
TIPH UCTIONB30BAaHHUH MPSIMOTO TpaiiMepa K 3k30HY 4a rera RUNXI n oOpaTHOTO TIpaiiMepa
K 9K30Hy 12a rena RUNXITI, M — mapkepst Thermo Scientific™ GeneRuler™ 50 bp DNA Ladder;

6 — MOJIeNTb BHYTPHMOJIEKYIIIPHOI CMEHBI MaTpHUIIbl 00paTHOH TPaHCKPHUIITAa30MH.
[IpsmoyronsHIKaMu 0003Ha9€HBI 00JIaCTH MUKPOTOMOJIOTHH, (pJIAHKHPYIOIINE CTaOMIIbHYIO BTOPHYHYIO
CTPYKTYpY THIa cmeon — nems B MPHK, nosynpospauHbIMu OBaslaMM MOKa3aHa JIOKaIM3aLis 00paTHONW TPaHCKPHIITA3b;
2 — CTaTHCTHUYECKask XapaKTepHCTHKA ITONApHBIX IUCTaHINI JIeBeHIITeltHa MeX Iy ITOCIe0BaTEIbHOCTIMA
IUAHOH OT 6 10 12 HykIeoTun0B, GrnankupyroumMu 5'- u 3'-caifTel craiicudra Beex nepBuuHbX EEJs;

0 — CTaTUCTUYECKAsk XapaKTEPHCTHKA MOMAPHBIX AUCTaHIUiT JIeBeHIITelHA Is 8-HYKI€OTHIHBIX MOCNEI0BaTENbHOCTEN 13 Pa3HBIX
Ha0OpOB JAaHHEIX: MOCJIEOBaTeIbHOCTEH, (uTaHKupyIomux 5'- u 3'-caifTsl crutaiicunra Beex nepBuuHbIX EEJs (1), kaHOHMYeckux
EEJs (2) u NCBI RefSeq EEJs (4), a Taxke ciiy4aifHO CreHEpUpPOBAaHHBIX 8-HYKICOTHAHBIX MOCIenoBarenbHocTei (3);
€ — CTaTHCTUYeCKas XapaKTEePHCTHKA MOMapHOH HIEHTUYHOCTH 8-HyKJIEOTUIHBIX
TIOCIIEI0BATEIFHOCTEH M3 HaOOPOB JaHHEIX, ONMCAHHBIX B YaCTH O 9TOTO pHCyHKa. Jlist rpadukoB e —e
TOPH30HTANIBHAS JIMHHUS OTpakaeT 3HaYCHHE MEIUaHBI, «yChD» — 1,5 MEXKKBapTUIFHOTO PACCTOSHHS

Fig. 2. Microhomology-based identification of technical artifacts in primary set of EEJs of the fusion oncogene RUNXI-RUNXITI:
a — representative DNA electrophoregram of amplicons of the cDNA of fusion oncogene RUNXI-RUNXIT]I.
These amplicons were generated at different annealing temperature using forward and reverse primers specific
to RUNXI exon 1 and RUNXITI exon 12a, respectively. M — markers Thermo Scientific™
GeneRuler™ Express DNA Ladder, arrow indicates location of unstable amplicon;
b — representative DNA electrophoregrams of the screening results on bacterial transformants with cloned cDNA
fragments of the fusion oncogene RUNXI-RUNXITI. Amplicons for cloning were generated in two independent
series of experiments using forward and reverse primers specific to RUNX! exon 4a and RUNXITI exon 12a,
respectively, M — markers Thermo Scientific™ GeneRuler™ 50 bp DNA Ladder;
¢ —model of reverse transcriptase intramolecular template switching. Rectangles depict the microhomology sites
flanking stable stem — loop secondary structure of mRNA, and translucent ovals show the localization of reverse transcriptase;
d — statistical summary on pair-wise Levenshtein distances for 6- to 12-mer
oligonucleotides flanking 5" and 3’ splice sites of all primary EEJs;
e — statistical summary on pair-wise Levenshtein distances for 8-mer oligonucleotides flanking 5’ and 3’ splice sites
of all primary EEJs (1), canonical EEJs (2), NCBI RefSeq EEJs (4), or randomly generated 8-mer oligonucleotides (3);
f— statistical summary on identity of 8-mer oligonucleotides from datasets described in e panel.
For plots d—f median is shown by horizontal line, 1.5 IQR is shown by whiskers



