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Bl ock I D ABC123 17- 053- 104698 22- Feb- 17 22- Feb- 17 22- Feb- 17
10: 44: 00 10:44:00 10:47: 49

IDH1L and | DH2 Mutation Results Detected f 17- 053- 104698 22- Feb- 17 22- Feb- 17 22- Feb- 17
10: 44: 00 10:44:00 10:47:49

| DH1- 2 FFPE Source FFPE Tissue 17- 053- 104698 22- Feb- 17 22- Feb- 17 22- Feb- 17

10:44:00 10:44:00 10:47:49
22- Feb-17 10: 44: 00 IDH1 and | DH2 Miutation Results:
A nutation in IDH2 exon 4 was detected: c.395GA p. R132H.

This result has been revi ewed and approved by Anna Matynia, M D.

22-Feb-17 10:44:00 |IDHL and IDH2 Mutati on Results:
Test information: IDHL and |IDH2 Mutati on Results

This test is designed to detect nutations in exon 4 of the IDHL and | DH2 genes that are
frequently present in gliomas and in a subset of cases of acute myeloid | eukema. |DHL/2
nmutations in gliomas are generally associated with a better prognosis. [In acute nyeloid
| eukemi a, the prognostic significance of IDHL nutations is context dependent. |DHL

mut ati ons appear to be associated with worse outconme in patients wi thout FLT3-1TD

nmut ati ons (see J Clin Oncol 2010. 28:3636 and Bl ood 2010. 116:2779). In acute myeloid

| eukemi a patients with IDH2 abnormalities, IDH2 R140 nutati ons appear to be associ ated
with better outcone while IDH2 R172 nmutations appear associated with worse outcone (see
Bl ood 2011. 118:409).

Met hodol ogy:

DNA is isolated from FFPE tissue, blood, or bone nmarrow. The DNA is anmplified for |DHL
and | DH2 covering exon 4 of both genes including the inportant residues R132 (1DHl), R140
(IDH2) and R172 (IDH2). Sanger sequencing is then performed to detect nutations.

Limtations:
Mutations in other |locations within the IDHL and | DH2 genes or in other genes will not be
detected. The limt of detection for this test is 20 percent nutant allele.

Results of this test must always be interpreted within the clinical context and with
ot her relevant data, and should not be used alone for a diagnosis of nalignancy. This
test is not intended to detect minimal residual disease.

Test devel oped and characteristics deternm ned by ARUP Laboratories. See Conpliance
Statement B: arupl ab. conf CS
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