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Figure S1. Expression of 19 ORs in samples from the BEAT - AML
consortium. A) Percentage of AML samples showing expression of ORs. B)
Boxplot showing expression of 19 ORs in AML or Normal samples. "*": p-value <
0.01; "****!: p-value < 0.0000T7,
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Figure S3. Confirmation of specificity of ORs PCRs. Since ORs have 40-90%
homology with each other, all OR PCRs were double checked with forward
and reverse sequencing. A healthy donor genomic DNA was used to amplify
all OR PCRs. The first column shows the electropherogram aligned to the
corresponding reference sequence in Mutation Surveyor Software (Soft
Genetics), following, the sequence was aligned to the human genome with
the BLAST tool (NCBI). The majority of sequences aligned over 95% with the
corresponding targeted OR in at least forward or reverse sequencing, with
exception of ORI3F1, which showed 92% of alignment. As expected, in some
BLAST analysis, the corresponding OR was not the only target listed, however,
it was the target with highest score and longer and highest identity (bp, %).



ACTB

ORS5CA1 OR1L6 OR2L5 OR4X2

OR2G2

AML Patients at diagnostic

Healthy individuals




AML Patients at diagnostic Healthy individuals

*
M

OR52B6

OR52H1

OR13D1 OR2AK2

OR13F1

Figure S4. Expression of ORs in AML patients or healthy donors samples.

PCR products subjected to electrophoresis in agarose gel 1.5% stained with

Ethidium Bromide. PCR were performed in patient or donor cDNA



synthesized with and without RT enzyme, disposed in this sequence in gel for
ACTB and ORs PCR. All samples were pre-selected with PCR for ACTB (295
bp), each sample with amplification in cDNA synthesized without RT enzyme
(marked by an asterisk), were removed from our cohort. However, despite this
selection, some cDNA without RT were positive for one or more OR PCR and
were also removed from our cohort (marked with asterisk). PCR products for
OR4X2 (131 bp, A), found not expressed in AML or donor samples; OR2L5 (180
bp, B); ORIL6 (142 bp, C); OR5CI1 (140 bp; D); OR2G2 (136bp; E); OR52B6 (120 bp;
F); OR52H1 (114 bp; G); OR2AK2 (155 bp; H); OR13D1 (171 bp; 1); OR13F1 (150 bp; J).

All PCRs were confirmed in at least two independent experiments.
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score.roc <=0.26 103 | Reference

>026 28 —I— 1.86 (1.09, 3.20) 0.02
Gender Female 61 n Reference

Male 70 — 1.06 (0.65, 1.71) 0.82
Prior.malignancy No 121 * Reference

Yes 10 —— 0.96 (0.43, 2.17) 0.93
FAB Mo-M2 73 ] Reference

M3 13 | ———— , 0.11 (0.03, 0.40) <0.001

M4-M7 45 —— 1.27 (0.74, 2.18) 0.38
BM.Blast <=72 66 * Reference

=72 65 —— 1.17 (0.68, 2.01) 0.56
PB.Blast <=39 69 . Reference

>39 62 —— 1.13 (0.65, 1.98) 0.67
WBC <=17 69 [ Reference

=17 62 —q— 0.86 (0.50, 1.48) 0.59
FLT3.mutation No 93 [ | Reference

Yes 38 - 1.53 (0.85, 2.73) 0.15
IDH1.R132.mutation No 119 i Reference

Yes 12 el 0.69 (0.25, 1.91) 0.48
IDH2.R172.mutation No 129 * Reference

Yes 2 i 0.57 (0.07, 4.56) 0.60
Activating.RAS.mutation  No 123 i Reference

Yes 8 —a—— 0.62 (0.21, 1.79) 0.37
NPMc.mutation No 99 [ | Reference

Yes 32 -—I-:—- 0.69 (0.36, 1.34) 0.28

005 01 D2 a5 1

Figure S5. Multivariate Cox survival analysis of the OR expression

signature in AML samples from TCGA.
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Figure S6. Enrichment of transcription factors coexpressed with ORs from

subfamilies OR2, OR13 and OR52.



