ala o/b 6/c

Monp! crutaiicunra:

[ EEJs, acconumpoBaHHbIe C yepKaHHeM HHTPOHOB B Ipomyck oaHOTO KacceTHOro 3K30Ha
B Tpomyck MHOXeECTBA KACCETHBIX IK30HOB B AnvrepnatuBHEIT 5'-caifT crutaiicunTa
B AnsrepratuBHEI 3'-caiiT crtalicuAra [ AnprepHaTHBHBI MEpBHIH 3K30H

B AnsrepHatuBHBIM MocHenHuH SK30H

Puc. 5. Knaccudukanus EEJs rubpunnoro onkorena RUNXI-RUNXITI o MojiaM allbTepHATHBHOTO CIUIAfCHHTa.
IpencraBneHb 9aCTOTHI BCTPEYAEMOCTH (B MPOIEHTAaX) CEMH OCHOBHBIX MoA crutaiicunra cpeau EEJs,
UIeHTHHUIIMPOBAHHBIX CeKBeHHpoBaHHeM 1o CaHrepy (@), a Takke 00HaPyKEHHBIX
MmetonoM RNA-Seq 6e3 ydera (6) wiu ¢ yueToM () ypOBHSI SKCIIPECCHH
Fig. 5. Classification of EEJs of the fusion oncogene RUNX1-RUNXIT1 according to modes, or types, of alternative splicing.
The figure shows the frequency (in percent) of the seven main splicing modes among EEJs
identified by Sanger sequencing (a) and by RNA-Seq without ()
or with tacking into account the abundance of junctions (c)



