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* Heme NGS test for TNA panel from NeoGenomics (Neo Heme) can
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* NeoHeme RNA panel was used for NGS and TPM (transcript per million) - ﬁ : ﬁ— Del(1P) Not Detected
was determined by TPM Calculator processed by RNA pipeline 2| 2 | X Del(1q)Gains(5,9,15) Not Detected
* Refined the cutoff for FISH positive and negative samples for sensitivity and 8 B Del(13q)/-13 Not Detected
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* For the confirmation of t(11:14) based cutoff for NGS based CCND1 Manhattan Distance Mixture of model ( ) .
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Key Finding 31 T 5| | First clone with unbalanced translocations of the long arms Abnormal
5 _ ' of chromosomes 7 and 13 and a loss of a copy of
* Using NGS we observed CCND1 over expression (verified by qRT-PCR) P . ) : dU7EmEseiE L.
which may be because of downstream molecular event/mutation on a The second clone (3/20 cells) is evolved from the first clone Abnormal
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