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Abstract 

Background: Current clinical guidelines suggest that breast cancers with low hormone receptor expression (LowHR) 
in 1–10% of tumor cells should be regarded as hormone receptor positive. However, clinical data show that these 
patients have worse outcome compared to patients with hormone receptor expression above 10%. We performed 
DNA methylation profiling on 23 LowHR breast cancer specimens, including 13 samples with HER2 amplification and 
compared our results with a reference breast cancer cohort from The Cancer Genome Atlas to clarify the status for this 
infrequent but important patient subgroup.

Results: In unsupervised clustering and dimensionality reduction, breast cancers with low hormone receptor expres-
sion that lacked HER2 amplification usually clustered with triple negative breast cancer (TNBC) reference samples 
(8/10; “LowHR TNBC-like”). In contrast, most specimens with low hormone receptor expression and HER2 amplifica-
tion grouped with hormone receptor positive cancers (11/13; “LowHR HRpos-like”). We observed highly similar DNA 
methylation patterns of LowHR TNBC-like samples and true TNBCs. Furthermore, the Ki67 proliferation index of LowHR 
TNBC-like samples and clinical outcome parameters were more similar to TNBCs and differed from LowHR HRpos-like 
cases.

Conclusions: We here demonstrate that LowHR breast cancer comprises two epigenetically distinct groups. Our 
data strongly suggest that LowHR TNBC-like samples are molecularly, histologically and clinically closely related to 
TNBC, while LowHR HRpos-like specimens are closely related to hormone receptor positive tumors.
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Background
The classification of breast cancer is based on the expres-
sion of the estrogen and progesterone receptor as well 
as the presence or absence of HER2 amplification [1]. 

Patients with hormone receptor positive tumors usually 
benefit from endocrine therapy and have better disease 
specific survival compared to hormone receptor negative 
tumors [2]. Additionally, tumors with HER2 amplification 
can be treated with different types of anti-HER2-therapy 
[3].

The evaluation of hormone receptor expression and the 
HER2 status is primarily performed by using immunohis-
tochemistry (IHC) and in situ hybridization. In the 2010 
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revision of the guidelines of the American Society of 
Clinical Oncology and the College of American Patholo-
gists (ASCO/CAP), the cut-off value for the definition of 
hormone receptor positive breast cancers was reduced 
from 10 to 1% [4]. Only recently, the ASCO/CAP has 
updated this assessment, but also introduced a “ER low 
positive” category for samples with estrogen receptor 
expression between 1 and 10% [5]. However, breast can-
cers with low hormone receptor expression are usually 
still considered as hormone receptor positive (= lumi-
nal) subtype [6]. Various studies showed that therapy 
response and outcome of patients with tumors showing 
low hormone receptor expression between 1 and 10% 
(LowHR) are more similar to triple negative breast cancer 
(TNBC), the so-called basal subtype [6–13]. These results 
are supported by molecular studies, using RNA-based 
classification algorithms [14]. This led to a dilemma 
in treatment decision, as it is unclear if patients with 
LowHR tumors should receive endocrine therapy or not 
or should be treated with more aggressive approaches 
like adjuvant chemotherapy, including platin compounds 
and even more, whether these tumors might be candi-
dates for targeted therapeutic approaches like CDK4/6 
inhibitors. More importantly, these patients are typically 
not included in clinical trials investigating new therapy 
strategies for TNBC, like immune checkpoint inhibitors. 
Furthermore, there are no data on the treatment of low 
hormone receptor expression and the additional HER2 
amplification.

More recently, numerous studies showed that DNA 
methylation profiles are a reliable tool to classify differ-
ent cancer types, reflecting the tumor’s cell-of-origin 
[15–17]. With regards to breast cancer, TNBCs exhibit 
global hypomethylation which is distinct from hormone 
receptor positive tumors [18]. To find new molecular 
support for the currently proposed hypothesis that breast 
cancers with low hormone receptor expression resemble 
TNBCs, we subjected a cohort of these two subgroups to 
genome-wide DNA methylation profiling and compared 
the epigenetic profile of these specimens with a large 
reference cohort of hormone receptor positive tumors 
and TNBCs from The Cancer Genome Atlas (TCGA). 
Furthermore, we also correlated our results with clinical 
patient outcome.

Results
Dimensionality reduction and cluster analysis
Unsupervised hierarchical clustering of LowHR and 
TCGA samples based on DNA methylation profiles 
revealed four distinct clusters (Fig. 1a), mainly represent-
ing normal breast tissue (“Normal Cluster”), hormone 
receptor positive breast cancers (“HR+ Cluster 1” and 
“HR+ Cluster 2”) as well as TNBCs (“TNBC Cluster”) 

with little overlap between the different groups. The two 
HR+ clusters were not associated with the luminal A or B 
subgroups as assessed using the RNA sequencing-based 
AIMS classification scheme. Similar results were seen 
using a t-SNE analysis (Fig.  1b–f), although there was 
no clear separation between the two groups of hormone 
receptor positive tumors that were observed in hierarchi-
cal clustering (Fig. 1f ). Tumors in the periphery of their 
respective groups as well as tumor samples that fell in the 
normal breast tissue group tended to have relatively low 
tumor cell content (Additional file 1: Fig. S1).

Specimens with low hormone receptor expression 
either fell into one of the HR+ clusters or the TNBC 
cluster. This separation was mainly associated with the 
HER2 amplification status: samples that clustered with 
hormone receptor positive tumors (LowHR HRpos-
like) usually showed HER2 amplification (11/13; 85%), 
while this was a rare event in LowHR TNBC-like sam-
ples (2/10; 20%). Of note, the HER2 status in copy num-
ber data derived from DNA methylation data was in line 
with the results from IHC and/or SISH. In particular, we 
confirmed the presence of HER2 amplification in the two 
HER2 positive LowHR TNBC-like samples and did not 
find any evidence for HER2 copy number changes in the 
two HER2 negative LowHR HRpos-like samples.

Summary copy number plots derived from DNA meth-
ylation data revealed additional similarities between 
LowHR TNBC-like samples and TNBCs, such as fre-
quent losses of chromosome 4q and 5q as well as recur-
rent gains of chromosome 10p (Fig. 2).

Analysis of differential DNA methylation
To compare DNA methylation profiles between TNBCs 
and the two LowHR subtypes, we tested our dataset for 
differentially methylated positions (DMP) and differen-
tially methylated regions (DMR).

A correlation analysis of the beta values of all CpGs 
revealed general hypermethylation in LowHR HRpos-
like samples when compared to LowHR TNBC-like and 
TNBC specimens (Fig.  3a, b). There was a very strong, 
almost linear correlation between LowHR TNBC-like 
and TNBC samples (Fig.  3c). We identified 1446 DMPs 
between TNBC and LowHR HRpos-like samples. 1352 
CpGs (93%) were hypomethylated in TNBCs (Fig.  3d). 
Comparing LowHR TNBC-like with LowHR HRpos-like 
samples, 1272 site were significantly differentially meth-
ylated. Again, the majority of CpGs (1151, 89%) were 
hypomethylated in LowHR TNBC-like samples (Fig. 3e). 
There was a considerable overlap between the identified 
DMPs, with 666 shared CpGs sites (Fig.  3g). Further-
more, we observed almost no difference between LowHR 
TNBC-like and TNBC samples, as our analysis only 
revealed a single differentially methylated probe (Fig. 3f ). 
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Fig. 1 Unsupervised hierarchical clustering as well as t-distributed stochastic neighbor embedding (t-SNE) to compare DNA methylation signatures 
across different breast cancer subtypes from The Cancer Genome Cohort (n = 422) as well as our own analyses (n = 36). a Unsupervised hierarchical 
clustering reveals four distinct clusters, representing normal breast tissue (“Normal Cluster”), tumors with hormone receptor expression (“HR+ 
Cluster 1” and “HR+ Cluster 2”) as well as TNBCs (“TNBC Cluster”). Molecular subtype classification based on results from immunohistochemistry 
(IHC) and/or HER2 in situ hybridization as well as RNA sequencing using the AIMS classification are shown below the heatmap. b General 
annotation of normal breast tissue and different breast cancer subtypes from IHC and/or in situ hybridization in a t-SNE plot. c and d t-SNE plot 
showing the distribution of estrogen (c) and progesterone (d) receptor expression. e t-SNE visualizing the HER2 amplification status. f Correlation 
between t-SNE analysis and hierarchical clustering. Abbreviations: ER estrogen receptor, PR progesterone receptor
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Similar results were obtained for DMRs. The DMRs iden-
tified when comparing LowHR HRpos-like samples and 
TNBCs included cancer-relevant genes such as EN1, 
TFF3 or IRX1 which have previously been described to 
be differentially methylated and expressed in TNBCs and 
hormone receptor positive breast cancers [26–28]. All 
DMRs are listed in Additional files 5–7: Tables S3–S5.

Correlation with proliferation index and clinical outcome
To further evaluate potential differences regarding the 
biological behavior and clinical outcome of the two iden-
tified LowHR subtypes and TNBCs, we compared the 
Ki67 tumor proliferation rate as well as pCR rate and OS 
between these groups using clinical trial information. 
DNA methylation classes did not correlate with local 
tumor stage or nodal status (Additional file 8: Table S6).

With 56% (p = 0.03) in TNBCs and 77% (p = 0.0002) in 
LowHR TNBC-like samples, the proliferation rate (Ki67) 
of these groups was significantly higher than in LowHR 
HRpos-like tumors (37%; Fig. 4a).

Furthermore, the pCR rate in TNBC (4 of 14 patients, 
29%) and LowHR TNBC-like samples (3 of 10 patients, 
30%) was lower than in LowHR HRpos-like cases (9 of 

13 patients, 69%), although this difference had only bor-
derline significance (p = 0.05 and p = 0.09; Fig. 4b). Nota-
bly, OS tended to be shorter in patients with LowHR 
TNBC-like tumors, although pairwise log rank test was 
not significant (p = 0.07) when compared with LowHR 
HRpos-like samples (Fig. 4c).

Discussion
With this study, we demonstrate that breast cancers with 
low hormone receptor expression can be separated into 
two highly distinct groups by DNA methylation profil-
ing. One group (“LowHR HRpos-like”) shows a DNA 
methylation profile similar to hormone receptor positive 
tumors, is strongly enriched with HER2 amplification, 
closely mirrors the chromosomal pattern of hormone 
receptor positive tumors and has a lower proliferation 
rate and a better clinical course. The other group (LowHR 
TNBC-like) shows a DNA methylation pattern of TNBC, 
has low rates of HER2 amplification, closely resembles 
the chromosomal pattern of TNBC and has a high prolif-
eration rate and worse clinical outcome.

Since the lowering of the cut-off value for hormone 
receptor positive breast cancers by the ASCO/CAP in 

Fig. 2 Summary copy number plots derived from DNA methylation data, showing the proportion of tumor samples with gains (above the 
baseline) or losses (below the baseline) at the respective position. a Summary copy number plot of hormone receptor positive (n = 282) and triple 
negative samples (TNBC; n = 52) from The Cancer Genome Atlas (TCGA). b Summary copy number plot comparing genome wide copy number 
profiles of samples with low hormone receptor expression that clustered with hormone receptor positive (LowHR HRpos-like; n = 13) or triple 
negative breast cancers (LowHR TNBC-like; n = 10) in unsupervised hierarchical cluster analysis. The focal spike at chromosome 17q in the LowHR 
HRpos-like subgroup represents the gene locus of ERBB2 
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2010, repeated concerns were raised that the outcome 
of patients with LowHR tumors is worse, as they do not 
benefit from endocrine therapy. However, despite from 
RNA expression profiles, there were no molecular data to 
support this clinical observation [14].

Using hierarchical clustering as well as t-SNE as a 
method of dimensionality reduction that has previously 
been proven to be a valuable tool to identify subgroups 
in DNA methylation data sets, we observed that normal 

breast tissue, hormone receptor positive breast cancers 
and TNBCs can be reliably distinguished based on their 
epigenetic profile. The small overlap between tumor sam-
ples and normal breast tissue was most likely due to low 
tumor cell content within these specimens, as we have 
recently demonstrated for other tumor entities [17]. The 
overlap between the two hormone receptor positive and 
the TNBC cluster was also very low. This is in line with 
previous studies that demonstrated that TNBCs exhibit 

Fig. 3 Density plots, volcano plots and Venn diagrams to compare beta values, differentially methylated positions (DMP) and differentially 
methylated regions (DMR) between triple negative breast cancers (n = 14) and the two subtypes with low hormone receptor expression (LowHR; 
n = 23). a–c Density plots showing the pairwise correlation of beta values of all CpGs between the three subgroups. d–f Volcano plots visualizing 
DMPs between LowHR HRpos-like and TNBC samples (d), LowHR HRpos-like and LowHR TNBC-like specimens (e) as well as TNBC and LowHR 
TNBC-like samples (f). f Venn diagrams showing overlapping and unique DMPs and DMRs between the pairwise comparisons

Fig. 4 Correlation of the two LowHR subtypes (n = 23) and triple negative breast cancers (TNBC; n = 14) with proliferation rate and clinical 
outcome. a Boxplot comparing the Ki67 proliferation rate between the three groups. b Barplot comparing the pathological complete response of 
the two LowHR subgroups and TNBCs. c Kaplan–Meier plot showing overall survival rates across the three groups
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epigenetic signatures characterized by global DNA 
hypomethylation that are distinct from hormone recep-
tor positive breast cancers [18]. These findings provided 
the necessary rationale to compare the epigenetic signa-
tures of these two subtypes with LowHR specimens. As 
described, LowHR tumors lacking HER2 amplification 
predominantly clustered with TNBCs, while specimens 
with additional HER2 amplification were typically very 
similar to hormone receptor positive tumors. Four speci-
mens did not fit into this pattern. Differential DNA meth-
ylation analysis revealed almost no difference between 
LowHR TNBC-like and true TNBC samples, strongly 
supporting the assumption that these subtypes do not 
only show similar clinical outcome, but are also identi-
cal on the molecular level. Our investigation for differ-
entially methylated genes between LowHR HRpos-like 
and TNBC specimens revealed a considerable overlap 
with cancer-relevant genes that have previously been 
described to be differentially methylated and expressed 
in hormone receptor positive tumors and TNBCs [26]. 
This indicates that despite the low expression of hormone 
receptors, most HER2 amplified tumors are still very sim-
ilar to hormone receptor positive breast cancers.

As DNA methylation signatures are considered to rep-
resent the cell-of-origin of a tumor, these findings could 
indicate that LowHR TNBC-like samples derive from the 
same cell type as TNBCs. On the other hand, the pres-
ence of HER2 amplification in LowHR HRpos-like speci-
mens suggests a common origin with hormone receptor 
positive breast cancer, in line with previous cell-of-origin 
theories [29]. This is also supported by the observation 
that all three hormone receptor negative samples with 
HER2 amplification that were included in the TCGA ref-
erence data set aggregated in one of the HR+ clusters.

Using genome wide copy number profiles derived from 
raw DNA methylation data, we were also able to study 
the differences in frequency of genome copy number 
alterations between hormone receptor positive tumors, 
TNBCs and LowHR specimens. In line with our results 
from DNA methylation profiling, LowHR TNBC-like 
tumors and TNBCs generally showed comparable num-
bers of recurrent genome copy abnormalities. On the 
other hand, copy number profiles of LowHR HRpos-like 
samples generally resembled hormone receptor posi-
tive breast cancers, with the exception of the previously 
described high rate of HER2 amplification. Previous stud-
ies already showed that there are differences in frequency 
of numeric alterations between TNBCs and hormone 
receptor positive tumors and the respective chromo-
somal locations we observed in our study were in line 
with these reports [30, 31]. These findings provide addi-
tional and independent proof for the correctness of the 
DNA methylation-based classification of LowHR tumors.

Based on our results, DNA methylation-based clas-
sification of LowHR tumors could be used to assess the 
individual prognosis and could guide treatment deci-
sions in further studies. Based on the differences in their 
epigenetic profiles and clinical outcome data, one might 
suggest that LowHR TNBC-like samples require a simi-
lar treatment as TNBCs, whereas patients with LowHR 
HRpos-like tumors might still benefit from endocrine 
therapy. Strikingly, we observed high pCR rates for 
LowHR HRpos-like samples, which is unexpected due to 
their molecular similarity with hormone receptor posi-
tive breast cancer. However, it remains uncertain if this 
behavior is characteristic for this specific subgroup or 
if this observation is biased by other factors. Due to the 
retrospective design of our study and the small sample 
size, the clinical results should be interpreted with cau-
tion and need to be addressed in larger and prospective 
clinical trials.

Conclusion
In conclusion, using DNA methylation our study pro-
vides new molecular support that LowHR breast can-
cer comprises two molecularly distinct groups that can 
be separated by DNA methylation profiling, resembling 
TNBC and hormone receptor positive breast cancer with 
potential implications for individual patient prognosis 
and therapy selection.

Methods
Patients and samples
A flowchart which summarizes the composition of the 
study cohort is available as Additional file 2: Fig. S2.

For this study, we selected a total of 23 cases from 
the GeparSixto (NCT01426880) and GeparSepto 
(NCT01583426) trial of the German Breast Group 
(GBG) and the Arbeitsgemeinschaft Gynäkologische 
Onkologie – Breast Study Group (AGO-B) with estro-
gen and progesterone receptor expression between 1 
and 10%, including 13 samples with HER2 amplifica-
tion [19, 20]. Informed consent was obtained from all 
patients for study participation and translational research 
projects. Histopathological characteristics are summa-
rized in Table 1. As a reference, we also included 14 ran-
domly selected TNBC specimens from the GeparSepto 
study with estrogen and progesterone receptor expres-
sion < 1%. This study included only female early stage 
breast cancer patients without distant metastases. For all 
analyses, formalin-fixed and paraffin-embedded biopsy 
specimens from the initial diagnosis were used. There-
fore, all patients were treatment-naïve. All samples were 
tested for hormone receptor expression and HER2 sta-
tus as part of the central pathology assessment at the 
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Institute of Pathology of the Charité – University Hospi-
tal Berlin.

Raw DNA methylation data from 709 samples as well 
as the corresponding pathology reports were obtained 
from the TCGA BRCA dataset available at the TCGA 
legacy archive (https:// portal. gdc. cancer. gov/ legacy- archi 
ve/). In this study, the definition of different breast cancer 
subtypes is based on the results from IHC. Therefore, we 
excluded patient samples without documented percent-
age of estrogen or progesterone receptor positive cells 
by IHC (n = 271) in the corresponding pathology reports 
as well specimens with bad quality in DNA methylation 
analysis (n = 16), as defined below. The resulting refer-
ence dataset consisted of 422 samples, including 334 
breast cancer and 88 normal breast tissue specimens. The 
corresponding sample list is available as Additional file 3: 
Table S1.

IHC and silver in situ hybridization (SISH)
Antibodies, SISH reagents and scoring systems are listed 
in Additional file 4: Table S2. All antibodies for IHC were 
used in combination with the ultraView Universal DAB 
Detection Kit (VENTANA). Stainings were performed 

on the VENTANA BenchMark XT automated slide 
stainer using the “Cell Conditioning 1, Standard” setting 
for antigen retrieval and an incubation time of 16 min at 
37  °C (estrogen and progesterone receptor) and 32  min 
(HER2) at 37  °C, respectively. HER2 SISH was also per-
formed on the VENTANA BenchMark XT automated 
slide stainer with ISH-Protease 3 digestion for 8  min, 
followed by hybridization for 6 h and silver staining for 
4 min. All slides were subsequently counterstained using 
the “Hematoxylin II” setting for 8  min and the “Bluing 
reagent” option for 4 min.

The results from central pathological investigation were 
used for further analyses.

DNA extraction
We identified representative tumor areas using light 
microscopy of hematoxylin and eosin stained sections. 
If necessary, macrodissection was performed to reach a 
tumor cell content of at least 70%. Semi-automated DNA 
extraction was performed on the Maxwell RSC Instru-
ment using the Maxwell RSC FFPE Plus DNA Purifi-
cation Kit (Custom, AX4920; Promega), according to 
the manufacturer’s instructions. Extracted total DNA 

Table 1 Table summarizing the proportion of estrogen (ER) and progesterone receptor (PR) positive tumor cells, the results from HER2 
immunohistochemistry (IHC) and silver in situ hybridization (SISH), the Ki67 proliferation rate as well as histopathological grading of 
LowHR samples included in this study

Case # ER (%) PR (%) HER2 IHC HER2 SISH Ki67 (%) Grading cT cN

1 8 0 1+ Not done 80 G3 cT2 cN−
2 5 0 3+ Not done 30 G3 cT2 cN+
3 2 0 3+ Positive 15 G2 cT2 cN+
4 5 0 2+ Positive 40 G3 cT2 cN+
5 5 0 3+ Positive 15 G2 cT2 cN−
6 5 0 3+ Positive 40 G3 cT2 cN−
7 5 0 3+ Not done 30 G3 cT2 cN+
8 0 3 1+ Not done 90 G3 cT1 cN−
9 5 0 2+ Negative 70 G3 cT2 cN−
10 0 5 3+ Not done 70 G3 cT2 cN−
11 3 0 0 Not done 80 G3 cT3 cN+
12 5 0 0 Not done 80 G3 cT1 cN+
13  < 1 8 3+ Not done 20 G3 cT4 cN+
14 5 0 0 Not done 50 G3 cT1 cN+
15 8 8 3+ Not done 73 G3 cT2 cN+
16 2 0 2+ Negative 50 G3 cT2 cN−
17 3 2 2+ Negative 85 G3 cT1 cN−
18 3  < 1 3+ Not done 40 G3 cT2 cN−
19 3 0 2+ Negative 30 G3 cT2 cN−
20 0 5 0 Not done 95 G3 cT2 cN−
21 2 0 2+ Positive 90 G3 cT2 cN−
22 0 5 3+ Not done 38 G3 cT2 cN−
23 2 0 3+ Not done 35 G3 cT2 cN+

https://portal.gdc.cancer.gov/legacy-archive/
https://portal.gdc.cancer.gov/legacy-archive/
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quantities were measured using the Qubit™ HS DNA 
Assay (Thermo Fisher Scientific).

DNA methylation analysis
We used the Illumina Infinium HD FFPE DNA Restore 
Kit for DNA restoration of FFPE samples. Following 
restoration, the EpiTect Bisulfite Kit (Qiagen) was used 
for bisulfite conversion. DNA methylation analysis was 
performed using the Illumina Infinium MethylationE-
PIC BeadChip, according to protocols supplied by the 
manufacturer.

Statistical analysis
Statistical analysis was performed using RStudio version 
1.1.463 based on the statistical language R version 3.5.1. 
DNA methylation data were processed using the minfi 
package. The combineArrays function was used to merge 
data from the 450  K and 850  K array generation into a 
virtual 450 K dataset. The pfilter function of the wateR-
melon package with the parameter perc = 5 was used to 
filter samples and probes with low quality [21]. Samples 
were preprocessed using the normal-exponential out-
of-band (Noob) normalization. Furthermore, we used 
the pwod function of the wateRmelon package for probe 
outlier detection. Testing for differentially methylation 
positions (DMP) and differentially methylation regions 
(DMR) was performed using the DMPfinder function of 
the minfi package and the bumphunter function of the 
bumphunter package, respectively [22]. For both tests, 
hits with a false-discovery rate (FDR) below 0.05 and a 
median beta fold-change of at least 0.4 were considered 
to be significant. For the bumphunter function, we per-
formed 1000 permutations.

T-distributed stochastic neighbor embedding (t-SNE) 
plots were generated based on the 5000 most variant 
CpG sites and using the Rtsne function of the Rtsne pack-
age with 2000 iterations while the perplexity was set to 25 
[23]. Heatmaps were generated using the ComplexHeat-
map package with the “ward.D2” method and “euclidean” 
distance measuring [24]. Tumor purity estimations for 
TCGA samples were derived from previously published 
datasets [25].

The means of Ki67 proliferation rates were tested for 
significance using the Wilcoxon–Mann–Whitney-Test. 
Pathological complete response (pCR) rates were com-
pared using the Fisher’s test. Overall survival (OS) was 
visualized using Kaplan–Meier curves and tested for sig-
nificant differences using pairwise logrank test.
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Raw 450K DNA methylation data 
from TCGA BRCA dataset


 n = 702
Excluded:
- Percentage of ER/PR positive cells 
not documented (n = 271)
- Poor DNA methylation 
data quality (n = 16)


Filtered TCGA BRCA dataset:
334 cancer samples


88 normal breast tissue samples


850K DNA methylation data from
GeparSixto and GeparSepto trial:
- 23 LowHR samples (ER/PR 1-10%)
- 14 TNBC samples


Full dataset
n = 459


Joint analysis:
- Unsupervised clustering
- Dimensionality reduction (t-SNE)
- DI�erential DNA methylation
- Copy number variantions
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Tabelle1

		Supplementary Table 1: Sample annotation list for samples from the TCGA dataset

		TCGA ID		Sentrix ID		Sentrix Position		Subtype		AIMS		HER2 TCGA		ER TCGA		PR TCGA		Heatmap Cluster		ESTIMATE		ABSOLUTE		LUMP		HE		CPE

		TCGA-E9-A22D		6042324006		R02C02		HR+/HER2+		LumB		Positive		10-19%		1-10%		HR+ Cluster 2		0.5592		0.28		0.7285		0.85		0.5721

		TCGA-E9-A22E		6042324006		R01C02		HR+/HER2+		LumB		Positive		10-19%		1-10%		HR+ Cluster 2		0.5708		0.42		0.894		0.75		0.6539

		TCGA-E9-A3X8		7796806032		R05C02		HR+/HER2+		LumA		Positive		20-29%		20-29%		HR+ Cluster 2		0.6356		NA		0.7512		0.8		0.6126

		TCGA-JL-A3YW		7796806088		R03C02		HR+/HER2+		Her2		Positive		30-39%		30-39%		HR+ Cluster 1		0.5418		NA		0.7449		0.8		0.6126

		TCGA-JL-A3YX		7796806055		R05C01		HR+/HER2+		LumA		Positive		30-39%		30-39%		HR+ Cluster 1		0.8961		NA		0.8959		0.8		0.8694

		TCGA-OL-A5RZ		9305216132		R04C02		HR+/HER2+		Her2		Positive		30-39%		<1%		HR+ Cluster 1		0.9256		NA		0.9219		0.75		0.9095

		TCGA-OL-A5S0		9305216146		R02C02		HR+/HER2+		Basal		Positive		30-39%		<1%		TNBC Cluster		0.7036		NA		0.6785		0.6		0.657

		TCGA-AC-A3W5		7796806109		R06C01		HR+/HER2+		Her2		Positive		50-59%		30-39%		HR+ Cluster 1		0.548		0.48		0.787		0.75		0.6823

		TCGA-EW-A424		8784241059		R02C02		HR+/HER2+		LumA		Positive		50-59%		50-59%		HR+ Cluster 1		0.8593		NA		0.9472		0.7		0.8806

		TCGA-EW-A6S9		9422491072		R04C01		HR+/HER2+		Her2		Positive		50-59%		50-59%		HR+ Cluster 1		0.8134		NA		0.8852		0.8		0.7571

		TCGA-AQ-A04L		6005486017		R02C01		HR+/HER2+		Her2		Positive		60-69%		<1%		HR+ Cluster 1		0.8186		0.76		0.9732		0.85		0.8262

		TCGA-AO-A03L		6005486021		R03C02		HR+/HER2+		LumB		Positive		70-79%		10-19%		HR+ Cluster 1		0.7555		0.52		0.8408		0.7		0.7349

		TCGA-AQ-A0Y5		6042316100		R01C02		HR+/HER2+		LumA		Positive		70-79%		40-49%		HR+ Cluster 1		0.7399		0.5		0.887		0.425		0.7019

		TCGA-AR-A2LJ		6285633051		R04C02		HR+/HER2+		LumA		Positive		70-79%		70-79%		HR+ Cluster 2		0.5797		0.4		0.7678		0.7		0.652

		TCGA-A2-A0SY		6004791004		R03C02		HR+/HER2+		LumA		Positive		80-89%		40-49%		HR+ Cluster 1		0.6504		0.65		0.8569		0.75		0.8188

		TCGA-E9-A295		6229009066		R04C02		HR+/HER2+		LumA		Positive		80-89%		80-89%		HR+ Cluster 1		0.8175		0.47		0.8883		0.6		0.7547

		TCGA-AQ-A1H2		6026818132		R04C02		HR+/HER2+		LumA		Positive		90-99%		10-19%		HR+ Cluster 1		0.8658		0.89		0.9361		0.6		0.894

		TCGA-AC-A3YI		7796806090		R02C02		HR+/HER2+		Normal		Positive		90-99%		20-29%		HR+ Cluster 2		0.7028		NA		0.7162		0.8		0.607

		TCGA-AQ-A04H		6005486012		R02C01		HR+/HER2+		LumB		Positive		90-99%		20-29%		HR+ Cluster 1		0.8915		0.72		0.9464		0.85		0.8719

		TCGA-AN-A0XV		6005486018		R03C02		HR+/HER2+		LumA		Positive		90-99%		30-39%		HR+ Cluster 1		0.7579		0.59		0.862		0.75		0.7121

		TCGA-AO-A12G		6005486017		R04C02		HR+/HER2+		LumA		Positive		90-99%		30-39%		HR+ Cluster 1		0.7832		0.68		0.9098		0.8		0.8106

		TCGA-AO-A12C		6005486017		R03C02		HR+/HER2+		LumA		Positive		90-99%		40-49%		HR+ Cluster 1		0.7799		NA		1		0.8		0.8583

		TCGA-AC-A23C		6057833142		R03C01		HR+/HER2+		LumB		Positive		90-99%		50-59%		HR+ Cluster 1		0.7355		0.48		0.6805		0.85		0.6347

		TCGA-GM-A2DA		6929718043		R01C02		HR+/HER2+		LumA		Positive		90-99%		50-59%		HR+ Cluster 2		0.6305		0.52		0.6607		0.85		0.646

		TCGA-A1-A0SN		6026818102		R05C02		HR+/HER2+		LumB		Positive		90-99%		60-69%		HR+ Cluster 1		0.6933		0.5		0.7542		0.8		0.6915

		TCGA-BH-A0C0		6005486023		R06C01		HR+/HER2+		LumB		Positive		90-99%		60-69%		HR+ Cluster 2		0.6223		0.27		0.5586		0.85		0.5068

		TCGA-AC-A3QQ		7796806103		R02C02		HR+/HER2+		LumA		Positive		90-99%		70-79%		HR+ Cluster 1		0.7777		0.72		0.8461		0.85		0.7771

		TCGA-AC-A23G		6285633072		R05C01		HR+/HER2+		Normal		Positive		90-99%		80-89%		HR+ Cluster 2		0.5943		0.22		0.7556		0.65		0.5808

		TCGA-AC-A3TN		7796806103		R05C01		HR+/HER2+		LumA		Positive		90-99%		80-89%		HR+ Cluster 1		0.8557		0.79		0.9411		0.7		0.8632

		TCGA-A7-A2KD		7786923105		R05C01		HR+/HER2+		LumB		Positive		90-99%		90-99%		HR+ Cluster 2		0.6965		0.55		0.7953		0.8		0.6932

		TCGA-AN-A0XW		6005486005		R02C02		HR+/HER2+		LumB		Positive		90-99%		90-99%		HR+ Cluster 2		0.5352		0.51		0.7588		0.825		0.6989

		TCGA-EW-A1IW		6026818129		R02C01		HR+/HER2+		LumA		Positive		90-99%		90-99%		HR+ Cluster 2		0.7831		0.57		0.7847		0.7		0.7313

		TCGA-EW-A1J3		6026818128		R05C01		HR+/HER2+		LumA		Positive		90-99%		90-99%		HR+ Cluster 1		0.8455		0.8		0.8772		0.9		0.8455

		TCGA-EW-A1PD		6026818055		R04C02		HR+/HER2+		LumB		Positive		90-99%		90-99%		HR+ Cluster 2		0.7962		0.6		0.8712		0.7		0.7402

		TCGA-LL-A5YM		9305216132		R05C02		HR+/HER2+		LumB		Positive		90-99%		90-99%		HR+ Cluster 1		0.8299		NA		0.8812		0.9		0.8806

		TCGA-LL-A5YN		9305216147		R02C01		HR+/HER2+		LumA		Positive		90-99%		90-99%		HR+ Cluster 2		0.6156		NA		0.5263		0.7		0.4885

		TCGA-A2-A0YG		6005486005		R01C02		HR+/HER2+		Her2		Positive		90-99%		1-10%		HR+ Cluster 1		0.8808		0.6		0.9033		0.8		0.7976

		TCGA-AC-A2FB		6057833159		R03C02		HR+/HER2+		LumA		Positive		90-99%		1-10%		HR+ Cluster 2		0.5372		0.23		0.5493		0.7		0.4436

		TCGA-AO-A0JM		6005486019		R03C01		HR+/HER2+		LumB		Positive		90-99%		1-10%		HR+ Cluster 1		0.7734		0.55		0.8888		0.85		0.7582

		TCGA-EW-A1OZ		6026818055		R06C01		HR+/HER2+		LumB		Positive		90-99%		<1%		HR+ Cluster 1		0.7632		0.63		0.8908		0.75		0.8205

		TCGA-LL-A5YL		9283265058		R04C02		HR+/HER2+		LumA		Positive		90-99%		<1%		HR+ Cluster 1		0.7509		NA		0.8026		0.6		0.7466

		TCGA-LL-A7T0		9426020160		R04C02		HR+/HER2+		LumB		Positive		90-99%		1-10%		HR+ Cluster 1		0.8271		NA		0.8545		0.6		0.836

		TCGA-A7-A26H		6057833159		R01C01		HR+/HER2+		LumA		Positive		90-99%		<1%		HR+ Cluster 1		0.7112		0.62		0.81		0.8		0.7811

		TCGA-A7-A4SF		8784241046		R06C02		HR+/HER2+		LumB		Positive		90-99%		<1%		HR+ Cluster 1		0.8619		NA		0.7575		0.68		0.7498

		TCGA-E9-A22H		6042324005		R02C01		HR+/HER2+		LumB		Positive		1-10%		10-19%		HR+ Cluster 2		0.8431		0.74		0.7962		0.7		0.7964

		TCGA-AO-A126		6005486012		R05C02		HR+/HER2-		LumA		Negative		10-19%		10-19%		HR+ Cluster 1		0.722		0.74		0.9965		0.85		0.8614

		TCGA-AR-A1AK		6042324035		R02C02		HR+/HER2-		Normal		Negative		10-19%		10-19%		HR+ Cluster 2		0.6167		0.46		0.823		0.8		0.5835

		TCGA-AR-A24K		6057833134		R02C02		HR+/HER2-		LumB		Negative		10-19%		10-19%		HR+ Cluster 1		0.913		0.78		0.9864		0.75		0.8974

		TCGA-AR-A24L		6057833159		R04C01		HR+/HER2-		LumB		Negative		10-19%		10-19%		HR+ Cluster 2		0.7817		0.59		0.8305		0.8		0.7182

		TCGA-AR-A24M		6057833155		R01C01		HR+/HER2-		LumA		Negative		10-19%		10-19%		HR+ Cluster 2		0.7678		0.67		0.9168		0.75		0.7982

		TCGA-AR-A24N		6057833155		R05C01		HR+/HER2-		LumB		Negative		10-19%		10-19%		HR+ Cluster 1		0.8116		0.77		0.915		0.85		0.8511

		TCGA-AR-A24P		6057833141		R02C02		HR+/HER2-		LumA		Negative		10-19%		10-19%		HR+ Cluster 2		0.7653		0.64		0.853		0.8		0.7805

		TCGA-AR-A24R		6057833141		R04C02		HR+/HER2-		LumB		Negative		10-19%		10-19%		HR+ Cluster 1		0.797		0.56		0.8296		0.9		0.7847

		TCGA-AR-A24T		6057833141		R05C01		HR+/HER2-		LumA		Negative		10-19%		10-19%		HR+ Cluster 2		0.6642		0.52		0.8577		0.8		0.746

		TCGA-E2-A56Z		9283265077		R06C02		HR+/HER2-		LumB		Negative		10-19%		1-10%		HR+ Cluster 1		0.9012		NA		0.9317		0.9		0.8763

		TCGA-LL-A73Z		9422492113		R02C01		HR+/HER2-		Normal		Negative		10-19%		1-10%		HR+ Cluster 2		0.6808		NA		0.785		0.7		0.577

		TCGA-AR-A0U3		6005486018		R05C01		HR+/HER2-		LumB		Negative		10-19%		1-10%		HR+ Cluster 1		0.8954		0.79		0.943		0.775		0.8902

		TCGA-AC-A5EH		9305216132		R01C02		HR+/HER2-		Her2		Negative		80-89%		<1%		HR+ Cluster 2		0.7072		NA		0.7665		0.65		0.7604

		TCGA-AC-A2FF		6057833159		R06C02		HR+/HER2-		Normal		Negative		30-39%		70-79%		HR+ Cluster 2		0.5705		NA		0.6868		0.8		0.6667

		TCGA-OL-A6VR		9422491072		R06C01		HR+/HER2-		LumA		Negative		30-39%		90-99%		HR+ Cluster 2		0.9484		NA		0.9641		0.75		0.9404

		TCGA-A2-A0CO		7796806103		R06C01		HR+/HER2-		Normal		Negative		40-49%		20-29%		HR+ Cluster 2		0.5726		0.63		0.7523		0.55		0.7228

		TCGA-GM-A2DM		6929718030		R06C01		HR+/HER2-		LumA		Negative		40-49%		30-39%		HR+ Cluster 2		0.8489		0.72		0.7902		0.9		0.7968

		TCGA-A2-A0CK		7796806103		R02C01		HR+/HER2-		LumA		Negative		40-49%		80-89%		HR+ Cluster 2		0.7783		0.52		0.8739		0.75		0.7057

		TCGA-BH-A0GY		6005486021		R01C02		HR+/HER2-		Her2		Negative		40-49%		90-99%		HR+ Cluster 1		0.7835		0.49		0.8167		0.7		0.7539

		TCGA-A1-A0SI		6026818055		R03C02		HR+/HER2-		Her2		Negative		50-59%		10-19%		HR+ Cluster 2		0.6459		0.54		0.7557		0.75		0.6438

		TCGA-BH-A0HI		6004791010		R05C02		HR+/HER2-		LumA		Negative		50-59%		40-49%		HR+ Cluster 2		0.7785		0.7		0.8983		0.8		0.8536

		TCGA-EW-A6SC		9422492089		R05C02		HR+/HER2-		LumA		Negative		50-59%		40-49%		HR+ Cluster 2		0.7187		NA		0.8458		0.9		0.6285

		TCGA-BH-A0H6		6005486019		R02C02		HR+/HER2-		LumA		Negative		50-59%		60-69%		HR+ Cluster 2		0.8294		0.76		0.9672		0.775		0.8311

		TCGA-AO-A125		6005486013		R03C01		HR+/HER2-		LumA		Negative		50-59%		90-99%		HR+ Cluster 1		0.9687		0.96		1		0.96		0.984

		TCGA-B6-A40C		7796806090		R01C02		HR+/HER2-		LumB		Negative		50-59%		90-99%		HR+ Cluster 1		0.7494		NA		0.8645		0.8		0.7913

		TCGA-BH-A0H0		6005486014		R06C01		HR+/HER2-		LumB		Negative		50-59%		1-10%		HR+ Cluster 1		0.9131		0.88		0.9793		0.9		0.9449

		TCGA-EW-A423		8784241059		R06C02		HR+/HER2-		LumA		Negative		90-99%		<1%		HR+ Cluster 1		0.8129		NA		0.9179		0.95		0.7564

		TCGA-EW-A6SA		9422492113		R01C01		HR+/HER2-		LumB		Negative		50-59%		<1%		HR+ Cluster 1		0.9668		NA		0.9785		0.8		0.9654

		TCGA-AC-A2BM		7786923105		R04C02		HR+/HER2-		LumB		Negative		60-69%		10-19%		HR+ Cluster 1		0.8085		0.57		0.7782		0.9		0.727

		TCGA-BH-A0DQ		6004791004		R04C01		HR+/HER2-		LumA		Negative		60-69%		70-79%		HR+ Cluster 2		0.7026		0.63		0.8903		0.75		0.7869

		TCGA-A2-A04R		6005486005		R04C02		HR+/HER2-		LumB		Negative		60-69%		80-89%		HR+ Cluster 1		0.9039		0.88		0.9982		0.925		0.9501

		TCGA-A2-A0CR		7796806103		R05C02		HR+/HER2-		LumA		Negative		60-69%		80-89%		HR+ Cluster 2		0.4458		NA		0.5355		0.75		0.4889

		TCGA-V7-A7HQ		9422491072		R05C02		HR+/HER2-		LumA		Negative		60-69%		80-89%		HR+ Cluster 2		0.8283		NA		0.9088		0.7		0.7774

		TCGA-A1-A0SJ		6004791006		R04C02		HR+/HER2-		LumA		Negative		70-79%		10-19%		HR+ Cluster 1		0.8162		0.61		0.893		0.6		0.7984

		TCGA-D8-A4Z1		8784241036		R04C02		HR+/HER2-		Normal		Negative		70-79%		10-19%		HR+ Cluster 2		0.7735		NA		0.8283		0.7		0.7466

		TCGA-BH-A0H7		6005486021		R05C01		HR+/HER2-		LumA		Negative		70-79%		30-39%		HR+ Cluster 1		0.7939		0.63		0.9561		0.725		0.7534

		TCGA-A2-A0EN		6004791006		R05C02		HR+/HER2-		LumA		Negative		70-79%		50-59%		HR+ Cluster 2		0.4879		0.41		0.6513		0.85		0.5883

		TCGA-A7-A4SB		8784241036		R06C02		HR+/HER2-		LumA		Negative		70-79%		50-59%		HR+ Cluster 2		0.8789		NA		0.937		0.8		0.846

		TCGA-BH-A0E1		6005486014		R03C02		HR+/HER2-		LumB		Negative		70-79%		50-59%		HR+ Cluster 2		0.8676		0.75		0.9742		0.825		0.8524

		TCGA-A2-A1FX		6026818128		R02C02		HR+/HER2-		LumB		Negative		70-79%		60-69%		HR+ Cluster 1		0.7609		0.72		0.8233		0.9		0.8364

		TCGA-AO-A03M		6005486017		R05C02		HR+/HER2-		Her2		Negative		70-79%		60-69%		HR+ Cluster 2		0.7194		0.32		0.6925		0.8		0.6514

		TCGA-A7-A426		8784241071		R01C02		HR+/HER2-		LumA		Negative		70-79%		70-79%		HR+ Cluster 2		0.7741		NA		0.8565		0.8		0.7037

		TCGA-AR-A1AL		6042324072		R01C01		HR+/HER2-		LumA		Negative		70-79%		70-79%		HR+ Cluster 2		0.7376		0.42		0.8481		0.8		0.6334

		TCGA-AR-A1AN		6042324072		R03C02		HR+/HER2-		LumA		Negative		70-79%		70-79%		HR+ Cluster 2		0.7189		0.55		0.8451		0.8		0.6708

		TCGA-AR-A1AS		6042324035		R04C02		HR+/HER2-		LumB		Negative		70-79%		70-79%		HR+ Cluster 1		0.8584		0.76		0.9527		0.9		0.8509

		TCGA-AR-A1AU		6042324037		R05C02		HR+/HER2-		LumA		Negative		70-79%		70-79%		HR+ Cluster 2		0.8189		0.51		0.9182		0.8		0.7646

		TCGA-AR-A1AV		6042324070		R03C02		HR+/HER2-		LumB		Negative		70-79%		70-79%		HR+ Cluster 1		0.8391		0.65		0.9588		0.6		0.7856

		TCGA-AR-A1AW		6042324035		R03C02		HR+/HER2-		LumB		Negative		70-79%		70-79%		HR+ Cluster 2		0.408		0.24		0.4436		0.7		0.3857

		TCGA-AR-A2LL		6929718014		R06C02		HR+/HER2-		LumB		Negative		70-79%		70-79%		HR+ Cluster 1		0.7918		0.71		0.8268		0.75		0.8337

		TCGA-AR-A2LM		6929718030		R02C02		HR+/HER2-		LumA		Negative		70-79%		70-79%		HR+ Cluster 2		0.7199		0.58		0.8597		0.75		0.7744

		TCGA-AR-A2LN		6929718043		R04C01		HR+/HER2-		Normal		Negative		70-79%		70-79%		HR+ Cluster 2		0.6576		0.42		0.7825		0.75		0.6702

		TCGA-BH-A0DS		6005486019		R06C02		HR+/HER2-		LumA		Negative		70-79%		70-79%		HR+ Cluster 1		0.7161		0.63		0.9049		0.775		0.7423

		TCGA-D8-A1J8		6026818129		R05C02		HR+/HER2-		LumB		Negative		70-79%		70-79%		HR+ Cluster 1		0.6757		0.69		0.75		0.9		0.7215

		TCGA-D8-A1JT		6026818144		R01C01		HR+/HER2-		LumB		Negative		70-79%		70-79%		HR+ Cluster 1		0.8822		0.89		0.9058		0.8		0.9024

		TCGA-D8-A73U		9422491074		R04C01		HR+/HER2-		LumA		Negative		70-79%		70-79%		HR+ Cluster 2		0.3586		NA		0.4716		0.65		0.4138

		TCGA-D8-A73X		9422492089		R03C02		HR+/HER2-		LumA		Negative		70-79%		70-79%		HR+ Cluster 1		0.7993		NA		0.9451		0.75		0.7466

		TCGA-XX-A89A		9630789227		R06C02		HR+/HER2-		Normal		Negative		70-79%		70-79%		HR+ Cluster 2		0.5118		NA		0.6357		0.65		0.6067

		TCGA-BH-A2L8		6929718043		R06C02		HR+/HER2-		LumA		Negative		70-79%		80-89%		HR+ Cluster 2		0.5823		NA		0.5942		0.75		0.5579

		TCGA-A2-A0YL		6005486005		R01C01		HR+/HER2-		LumA		Negative		70-79%		90-99%		HR+ Cluster 2		0.7417		0.33		0.8562		0.775		0.7032

		TCGA-AC-A3QP		7796806032		R04C02		HR+/HER2-		Normal		Negative		70-79%		90-99%		HR+ Cluster 2		0.654		NA		0.8036		0.6		0.804

		TCGA-OL-A66K		9283265077		R02C02		HR+/HER2-		LumA		Negative		70-79%		90-99%		HR+ Cluster 1		0.818		NA		0.9201		0.7		0.836

		TCGA-BH-A0HK		6005486019		R01C01		HR+/HER2-		LumA		Negative		70-79%		<1%		HR+ Cluster 1		0.7649		0.78		0.9163		0.925		0.8357

		TCGA-A1-A0SB		6026818055		R01C01		HR+/HER2-		Normal		Negative		70-79%		<1%		TNBC Cluster		0.944		NA		0.9132		0.825		0.9328

		TCGA-A2-A25D		6229009066		R01C02		HR+/HER2-		Her2		Negative		90-99%		<1%		HR+ Cluster 1		0.647		0.57		0.6707		0.8		0.6756

		TCGA-A7-A13H		7796806103		R01C02		HR+/HER2-		LumA		Negative		80-89%		30-39%		HR+ Cluster 2		0.6596		0.44		0.7678		0.625		0.671

		TCGA-AO-A12E		6005486017		R05C01		HR+/HER2-		LumA		Negative		80-89%		40-49%		HR+ Cluster 1		0.7656		0.56		0.9121		0.75		0.6979

		TCGA-AO-A1KP		6026818144		R02C02		HR+/HER2-		LumB		Negative		80-89%		40-49%		HR+ Cluster 1		0.935		0.89		1		0.8		0.9611

		TCGA-BH-A0BA		6005486021		R06C02		HR+/HER2-		LumA		Negative		80-89%		40-49%		HR+ Cluster 1		0.7944		0.48		0.8945		0.87		0.7278

		TCGA-BH-A0HX		6005486021		R02C02		HR+/HER2-		LumB		Negative		80-89%		50-59%		HR+ Cluster 1		0.7994		0.6		0.8939		0.7		0.7759

		TCGA-A2-A0YH		6005486005		R06C01		HR+/HER2-		LumB		Negative		80-89%		70-79%		HR+ Cluster 2		0.6001		0.44		0.6585		0.75		0.6068

		TCGA-AQ-A7U7		9426020160		R01C01		HR+/HER2-		LumA		Negative		80-89%		80-89%		HR+ Cluster 2		0.4054		NA		0.5635		0.6		0.5218

		TCGA-BH-A0DP		6005486021		R04C02		HR+/HER2-		LumA		Negative		80-89%		80-89%		HR+ Cluster 2		0.7037		0.42		0.8565		0.7		0.655

		TCGA-E2-A1L9		6026818129		R06C02		HR+/HER2-		LumA		Negative		80-89%		80-89%		HR+ Cluster 2		0.6585		0.59		0.8376		0.8		0.7831

		TCGA-A1-A0SE		6004791006		R02C01		HR+/HER2-		LumA		Negative		80-89%		90-99%		HR+ Cluster 2		0.8318		0.3		0.9158		0.75		0.7979

		TCGA-A2-A4RW		8784241046		R02C02		HR+/HER2-		LumA		Negative		80-89%		90-99%		HR+ Cluster 2		0.7767		NA		0.7663		0.6		0.7072

		TCGA-AR-A24X		6057833159		R03C01		HR+/HER2-		LumA		Negative		80-89%		90-99%		HR+ Cluster 1		0.8168		0.72		0.8302		0.85		0.7985

		TCGA-B6-A401		7796806088		R05C02		HR+/HER2-		LumA		Negative		80-89%		90-99%		HR+ Cluster 2		0.7525		NA		0.6797		0.85		0.6744

		TCGA-GM-A3XN		7796806032		R02C02		HR+/HER2-		LumA		Negative		80-89%		90-99%		HR+ Cluster 2		0.6625		NA		0.7417		0.82		0.7312

		TCGA-AR-A24V		6057833155		R03C02		HR+/HER2-		LumA		Negative		80-89%		1-10%		HR+ Cluster 1		0.6372		0.52		0.851		0.85		0.746

		TCGA-A2-A0EP		7796806055		R02C01		HR+/HER2-		LumA		Negative		80-89%		<1%		HR+ Cluster 2		0.291		NA		0.4183		0.75		0.3512

		TCGA-A7-A4SA		8784241036		R06C01		HR+/HER2-		LumA		Negative		80-89%		<1%		HR+ Cluster 2		0.6506		NA		0.7207		0.75		0.7065

		TCGA-BH-A0HP		6004791006		R03C02		HR+/HER2-		LumA		Negative		80-89%		<1%		HR+ Cluster 2		0.7501		0.5		0.8952		0.775		0.6866

		TCGA-OL-A66N		9283265014		R01C02		HR+/HER2-		Normal		Negative		80-89%		<1%		HR+ Cluster 1		0.7293		NA		0.8238		0.7		0.6573

		TCGA-A2-A0SV		6004791004		R01C01		HR+/HER2-		LumB		Negative		90-99%		10-19%		HR+ Cluster 1		0.6899		0.46		0.8205		0.925		0.6729

		TCGA-A2-A25B		6057833142		R01C01		HR+/HER2-		LumB		Negative		90-99%		10-19%		HR+ Cluster 1		0.7639		NA		0.8562		0.8		0.8657

		TCGA-AO-A0JG		6004791004		R02C01		HR+/HER2-		LumA		Negative		90-99%		10-19%		HR+ Cluster 1		0.7066		0.54		0.7981		0.725		0.7331

		TCGA-A2-A25C		6057833155		R04C01		HR+/HER2-		LumB		Negative		90-99%		20-29%		HR+ Cluster 2		0.7799		0.65		0.811		0.82		0.7454

		TCGA-AC-A3W6		7796806103		R06C02		HR+/HER2-		LumA		Negative		90-99%		20-29%		HR+ Cluster 2		0.5609		0.36		0.6597		0.8		0.5696

		TCGA-GM-A3NY		7786923105		R01C01		HR+/HER2-		LumA		Negative		90-99%		20-29%		HR+ Cluster 1		0.8439		0.75		0.9202		0.85		0.8363

		TCGA-LL-A6FP		9283265014		R02C02		HR+/HER2-		LumA		Negative		90-99%		20-29%		HR+ Cluster 1		0.9617		NA		0.9375		0.8		0.9584

		TCGA-MS-A51U		8784241036		R03C01		HR+/HER2-		LumA		Negative		90-99%		20-29%		HR+ Cluster 2		0.7457		NA		0.785		0.65		0.7466

		TCGA-A7-A3RF		7796806109		R02C01		HR+/HER2-		LumB		Negative		90-99%		30-39%		HR+ Cluster 2		0.9155		0.83		0.8553		0.75		0.8802

		TCGA-BH-A0B8		6005486019		R04C02		HR+/HER2-		LumA		Negative		90-99%		30-39%		HR+ Cluster 1		0.8571		0.87		0.9827		0.85		0.9342

		TCGA-BH-A0BC		6004791006		R04C01		HR+/HER2-		LumA		Negative		90-99%		30-39%		HR+ Cluster 2		0.6221		0.6		0.8221		0.8		0.7727

		TCGA-BH-A0H9		6005486021		R01C01		HR+/HER2-		LumA		Negative		90-99%		30-39%		HR+ Cluster 2		0.8872		0.35		0.7934		0.7		0.747

		TCGA-BH-A0HB		6005486021		R02C01		HR+/HER2-		LumB		Negative		90-99%		30-39%		HR+ Cluster 1		0.7387		0.65		0.817		0.7		0.7964

		TCGA-GM-A5PV		9305216146		R04C02		HR+/HER2-		LumA		Negative		90-99%		30-39%		HR+ Cluster 2		0.8875		NA		0.8302		0.65		0.8352

		TCGA-AO-A0JD		6005486023		R03C02		HR+/HER2-		LumB		Negative		90-99%		40-49%		HR+ Cluster 2		0.8938		0.45		0.7055		0.8		0.7512

		TCGA-AO-A1KT		6026818139		R06C02		HR+/HER2-		LumB		Negative		90-99%		40-49%		HR+ Cluster 1		0.7733		0.59		0.8146		0.85		0.7696

		TCGA-BH-A0DH		6004791010		R06C02		HR+/HER2-		LumA		Negative		90-99%		40-49%		HR+ Cluster 1		0.8317		0.76		0.8955		0.85		0.8597

		TCGA-GM-A2D9		6929718043		R02C02		HR+/HER2-		LumA		Negative		90-99%		40-49%		HR+ Cluster 1		0.7818		0.73		0.8809		0.85		0.8679

		TCGA-S3-A6ZF		9422492089		R01C02		HR+/HER2-		LumB		Negative		90-99%		40-49%		HR+ Cluster 1		0.7924		NA		0.7501		0.6		0.7286

		TCGA-AO-A0JC		6005486014		R01C01		HR+/HER2-		Her2		Negative		90-99%		50-59%		HR+ Cluster 2		0.3548		NA		0.2316		0.9		0.1344

		TCGA-E9-A54Y		8784241046		R03C02		HR+/HER2-		LumB		Negative		90-99%		50-59%		HR+ Cluster 1		NA		NA		0.8708		0.7		0.8148

		TCGA-EW-A1PC		7786923105		R05C02		HR+/HER2-		Her2		Negative		90-99%		50-59%		HR+ Cluster 1		0.9165		0.81		0.9722		0.85		0.914

		TCGA-OL-A66J		9283265058		R05C02		HR+/HER2-		LumA		Negative		90-99%		50-59%		HR+ Cluster 1		0.7669		NA		0.7959		0.8		0.7019

		TCGA-A2-A0T4		6004791020		R03C01		HR+/HER2-		LumA		Negative		90-99%		60-69%		HR+ Cluster 2		0.6565		0.49		0.772		0.8		0.6972

		TCGA-A2-A0YI		6005486012		R03C01		HR+/HER2-		LumA		Negative		90-99%		60-69%		HR+ Cluster 2		0.5931		0.44		0.7629		0.775		0.6682

		TCGA-AC-A5XU		9305216147		R01C01		HR+/HER2-		LumB		Negative		90-99%		60-69%		HR+ Cluster 1		0.8301		NA		0.8712		0.65		0.7798

		TCGA-AO-A0JB		6005486014		R02C02		HR+/HER2-		Normal		Negative		90-99%		60-69%		HR+ Cluster 1		0.8042		0.74		0.8454		0.75		0.8334

		TCGA-B6-A408		8784241071		R05C01		HR+/HER2-		LumA		Negative		90-99%		60-69%		HR+ Cluster 1		0.6921		NA		0.8016		0.75		0.8016

		TCGA-A2-A0T7		6004791010		R06C01		HR+/HER2-		Normal		Negative		90-99%		70-79%		HR+ Cluster 1		0.7746		0.49		0.8685		0.8		0.7923

		TCGA-A2-A3KD		6285633072		R05C02		HR+/HER2-		LumA		Negative		90-99%		70-79%		HR+ Cluster 2		0.8346		0.5		0.8544		0.9		0.8248

		TCGA-A7-A425		8784241071		R06C01		HR+/HER2-		LumA		Negative		90-99%		70-79%		HR+ Cluster 2		0.7181		NA		0.8115		0.85		0.8133

		TCGA-AO-A0JF		6005486023		R04C01		HR+/HER2-		LumA		Negative		90-99%		70-79%		HR+ Cluster 2		0.6007		0.74		0.7434		0.8		0.7511

		TCGA-AO-A0JJ		6005486014		R04C01		HR+/HER2-		LumA		Negative		90-99%		70-79%		HR+ Cluster 2		0.5735		0.51		0.8083		0.7		0.6854

		TCGA-AQ-A54O		8784241047		R01C01		HR+/HER2-		LumA		Negative		90-99%		70-79%		HR+ Cluster 2		0.8438		NA		0.8937		0.8		0.7984

		TCGA-BH-A0BJ		6005486014		R05C01		HR+/HER2-		LumA		Negative		90-99%		70-79%		HR+ Cluster 2		0.7386		0.37		0.8453		0.7		0.7458

		TCGA-W8-A86G		9630789227		R04C02		HR+/HER2-		Normal		Negative		90-99%		70-79%		HR+ Cluster 2		0.884		NA		0.9221		0.8		0.8806

		TCGA-XX-A899		9630789227		R05C01		HR+/HER2-		Normal		Negative		90-99%		70-79%		HR+ Cluster 2		0.5618		NA		0.6359		0.65		0.6069

		TCGA-A2-A0YD		6005486025		R04C02		HR+/HER2-		LumA		Negative		90-99%		80-89%		HR+ Cluster 2		0.6129		0.5		0.8334		0.9		0.7142

		TCGA-A2-A259		6229009059		R06C02		HR+/HER2-		LumA		Negative		90-99%		80-89%		HR+ Cluster 2		0.7357		0.44		0.7769		0.85		0.6159

		TCGA-A7-A5ZW		9283265077		R06C01		HR+/HER2-		Normal		Negative		90-99%		80-89%		HR+ Cluster 2		0.6952		NA		0.8301		0.7		0.7466

		TCGA-AC-A62Y		9283265077		R04C01		HR+/HER2-		LumA		Negative		90-99%		80-89%		HR+ Cluster 2		0.709		NA		0.7981		0.7		0.7913

		TCGA-AO-A1KQ		6026818128		R03C01		HR+/HER2-		LumB		Negative		90-99%		80-89%		HR+ Cluster 2		0.7672		0.61		0.7333		0.9		0.7314

		TCGA-AQ-A1H3		6026818139		R06C01		HR+/HER2-		LumA		Negative		90-99%		80-89%		HR+ Cluster 1		0.7464		0.59		0.7536		0.8		0.7233

		TCGA-BH-A0GZ		6005486021		R04C01		HR+/HER2-		LumA		Negative		90-99%		80-89%		HR+ Cluster 1		0.816		0.7		0.9383		0.825		0.7978

		TCGA-E2-A106		6005486017		R06C02		HR+/HER2-		LumA		Negative		90-99%		80-89%		HR+ Cluster 1		0.9366		NA		0.9579		0.75		0.9548

		TCGA-E9-A227		6042324011		R02C01		HR+/HER2-		LumA		Negative		90-99%		80-89%		HR+ Cluster 2		0.6917		0.56		0.6461		0.8		0.6158

		TCGA-LL-A6FQ		9283265014		R06C01		HR+/HER2-		LumA		Negative		90-99%		80-89%		HR+ Cluster 1		0.8321		NA		0.9508		0.75		0.7826

		TCGA-OL-A5RU		9305216132		R05C01		HR+/HER2-		LumA		Negative		90-99%		80-89%		HR+ Cluster 2		0.702		NA		0.6242		0.65		0.6058

		TCGA-OL-A66H		9283265058		R06C02		HR+/HER2-		LumA		Negative		90-99%		80-89%		HR+ Cluster 2		0.6953		NA		0.7798		0.7		0.7466

		TCGA-S3-A6ZG		9422492113		R05C01		HR+/HER2-		LumB		Negative		90-99%		80-89%		HR+ Cluster 1		0.8259		NA		0.8993		0.6		0.7741

		TCGA-S3-A6ZH		9422492089		R06C02		HR+/HER2-		LumB		Negative		90-99%		80-89%		HR+ Cluster 1		0.8964		NA		0.9252		0.85		0.8698

		TCGA-A1-A0SF		6026818102		R01C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 1		0.7593		0.44		0.7694		0.7		0.7237

		TCGA-A1-A0SQ		6026818055		R01C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.8652		0.81		0.8406		0.825		0.8417

		TCGA-A1-A0SG		6026818102		R06C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.7719		0.65		0.7446		0.825		0.7569

		TCGA-A2-A0EU		6005486014		R04C02		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 2		0.8609		0.66		0.9304		0.75		0.84

		TCGA-A2-A0T5		6004791010		R01C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.8378		0.61		0.881		0.725		0.7658

		TCGA-A2-A0T6		6004791004		R03C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 1		0.5697		0.55		0.7721		0.775		0.7257

		TCGA-A2-A0YC		6005486029		R05C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.7667		0.65		0.8563		0.725		0.8188

		TCGA-A2-A1FZ		6057833057		R04C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.6952		0.97		0.7663		0.75		0.7087

		TCGA-A2-A1G0		6026818108		R03C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.7103		0.5		0.7837		0.95		0.7088

		TCGA-A2-A1G4		6026818108		R02C02		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.8868		0.78		0.8812		0.9		0.8879

		TCGA-A2-A3KC		6285633072		R03C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.7079		0.5		0.8378		0.75		0.7365

		TCGA-A2-A4RY		8784241046		R05C02		HR+/HER2-		Normal		Negative		90-99%		90-99%		HR+ Cluster 2		0.7343		NA		0.8146		0.85		0.7913

		TCGA-A2-A4S0		8784241046		R03C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.9187		NA		0.8709		0.8		0.883

		TCGA-A2-A4S2		8784241046		R01C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.6979		NA		0.7492		0.6		0.7401

		TCGA-A2-A4S3		8784241036		R05C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 2		0.8042		NA		0.7096		0.7		0.6935

		TCGA-A7-A3IY		7786923105		R06C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		Normal Cluster		0.6578		0.43		0.712		0.65		0.614

		TCGA-A7-A3J0		6285633072		R03C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.8924		0.87		0.8615		0.92		0.8681

		TCGA-AC-A2B8		6057833159		R01C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 1		0.6425		0.53		0.7262		0.75		0.6892

		TCGA-AC-A2FK		6929718014		R04C02		HR+/HER2-		Normal		Negative		90-99%		90-99%		Normal Cluster		0.7909		NA		0.8191		0.7		0.8222

		TCGA-AC-A3BB		6285633051		R06C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.5719		0.26		0.6562		0.85		0.5299

		TCGA-AC-A3TM		7796806103		R03C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.798		0.69		0.8405		0.85		0.8322

		TCGA-AO-A12B		6005486013		R02C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 2		0.907		0.78		0.9893		0.95		0.9025

		TCGA-AO-A1KO		6026818139		R05C01		HR+/HER2-		Normal		Negative		90-99%		90-99%		Normal Cluster		0.8418		NA		0.8353		0.7		0.7957

		TCGA-AO-A1KS		6026818108		R06C02		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.8335		0.64		0.9109		0.9		0.7771

		TCGA-B6-A40B		7796806090		R05C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 1		0.8149		NA		0.8506		0.75		0.7592

		TCGA-BH-A0HN		6004791020		R01C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 1		0.9208		NA		0.9841		0.95		0.903

		TCGA-E2-A15I		6042324048		R03C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.7689		0.62		0.768		0.8		0.7565

		TCGA-E2-A1IJ		6026818122		R03C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.5805		0.61		0.6635		0.65		0.6903

		TCGA-E9-A54X		8784241046		R05C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 2		0.9943		NA		0.8824		0.9		0.8966

		TCGA-E9-A6HE		9283265014		R02C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.7413		NA		0.8693		0.8		0.7019

		TCGA-EW-A1IX		6026818122		R04C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.7194		0.55		0.7696		0.85		0.7242

		TCGA-EW-A1IY		6026818139		R02C02		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 2		0.6124		NA		0.651		0.7		0.6246

		TCGA-EW-A1IZ		6026818132		R05C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.6161		0.29		0.4726		0.85		0.4635

		TCGA-EW-A1J1		6026818135		R01C02		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 2		0.7873		0.75		0.7951		0.8		0.834

		TCGA-EW-A1J2		6026818132		R01C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.6677		0.52		0.774		0.8		0.7126

		TCGA-EW-A1J5		6026818144		R04C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 1		0.6812		0.99		0.7669		0.9		0.7538

		TCGA-EW-A1J6		6026818132		R03C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.7885		0.78		0.8231		0.9		0.7751

		TCGA-EW-A1OX		6026818102		R02C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.9856		0.94		1		0.85		0.9955

		TCGA-EW-A1OY		6026818102		R06C02		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.8712		0.81		0.8972		0.8		0.8973

		TCGA-EW-A1P3		6026818122		R06C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.8158		0.68		0.8166		0.8		0.784

		TCGA-EW-A1P5		6026818070		R02C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.7781		0.65		0.855		0.85		0.7629

		TCGA-EW-A1P6		6026818122		R06C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 2		0.8298		0.75		0.8507		0.85		0.8253

		TCGA-EW-A1PA		6026818102		R02C02		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.8288		0.64		0.7487		0.7		0.7739

		TCGA-EW-A1PE		6026818122		R03C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.6452		0.53		0.7423		0.75		0.5971

		TCGA-EW-A1PF		6026818122		R01C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.7149		0.45		0.6892		0.7		0.6464

		TCGA-EW-A1PG		6026818111		R03C01		HR+/HER2-		Normal		Negative		90-99%		90-99%		HR+ Cluster 2		0.7905		NA		0.7025		0.7		0.6851

		TCGA-EW-A2FV		6057833166		R06C01		HR+/HER2-		Her2		Negative		90-99%		90-99%		HR+ Cluster 2		0.7344		0.4		0.7641		0.6		0.7037

		TCGA-EW-A2FW		6057833159		R02C02		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 2		0.8784		0.87		0.9536		0.95		0.9128

		TCGA-GM-A2DC		6929718036		R03C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 1		0.8951		0.71		0.9064		0.95		0.8654

		TCGA-GM-A2DL		6929718043		R01C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.6925		0.54		0.7381		0.8		0.701

		TCGA-GM-A2DN		6929718030		R03C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.6419		0.34		0.6156		0.7		0.5048

		TCGA-GM-A2DO		6929718043		R03C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 2		0.5188		0.93		0.3722		0.9		0.5741

		TCGA-GM-A3XG		8784241071		R04C02		HR+/HER2-		Normal		Negative		90-99%		90-99%		Normal Cluster		0.9033		NA		0.8812		0.6		0.8792

		TCGA-GM-A4E0		8784241036		R01C02		HR+/HER2-		Normal		Negative		90-99%		90-99%		HR+ Cluster 2		0.4885		NA		0.6231		0.8		0.5918

		TCGA-GM-A5PX		9305216146		R06C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.7492		NA		0.8322		0.7		0.7913

		TCGA-LD-A66U		9283265014		R04C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.695		NA		0.7828		0.8		0.6126

		TCGA-LL-A440		8784241071		R02C02		HR+/HER2-		Normal		Negative		90-99%		90-99%		HR+ Cluster 2		0.5285		NA		0.6897		0.65		0.6702

		TCGA-LL-A442		8784241059		R05C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.8419		NA		0.8025		0.9		0.7959

		TCGA-LL-A50Y		8784241036		R02C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 1		0.8042		NA		0.872		0.8		0.7447

		TCGA-LL-A7SZ		9426020160		R01C02		HR+/HER2-		Her2		Negative		90-99%		90-99%		HR+ Cluster 2		0.6321		NA		0.5347		0.7		0.5109

		TCGA-LQ-A4E4		8784241036		R04C01		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.9074		NA		0.9677		0.85		0.8847

		TCGA-OL-A5RV		9305216146		R01C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.875		NA		0.8068		0.7		0.8408

		TCGA-OL-A5RX		9305216132		R02C02		HR+/HER2-		Normal		Negative		90-99%		90-99%		HR+ Cluster 2		0.8148		NA		0.8018		0.65		0.8019

		TCGA-OL-A66L		9283265014		R01C01		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 1		0.6696		NA		0.8258		0.75		0.6126

		TCGA-OL-A66O		9283265014		R03C02		HR+/HER2-		LumB		Negative		90-99%		90-99%		HR+ Cluster 1		0.9071		NA		0.9822		0.8		0.8843

		TCGA-A2-A0CT		6005486023		R04C02		HR+/HER2-		LumB		Negative		90-99%		<1%		HR+ Cluster 1		0.8959		0.9		1		0.79		1

		TCGA-A2-A0SU		6004791020		R05C01		HR+/HER2-		LumA		Negative		90-99%		1-10%		HR+ Cluster 2		0.8048		0.56		0.7977		0.89		0.7712

		TCGA-A2-A0YF		6005486018		R06C01		HR+/HER2-		LumB		Negative		90-99%		<1%		HR+ Cluster 1		0.8024		0.8		0.9364		0.835		0.8519

		TCGA-A2-A0YK		6005486005		R03C02		HR+/HER2-		Normal		Negative		90-99%		<1%		HR+ Cluster 2		0.5313		0.36		0.6291		0.725		0.5516

		TCGA-A2-A0YT		6005486029		R01C02		HR+/HER2-		LumB		Negative		90-99%		<1%		HR+ Cluster 1		0.8753		0.59		0.8585		0.85		0.7817

		TCGA-A2-A1FV		6026818135		R06C01		HR+/HER2-		LumA		Negative		90-99%		1-10%		HR+ Cluster 1		0.8957		0.9		0.9543		0.9		0.9309

		TCGA-A7-A0D9		6005486021		R05C02		HR+/HER2-		LumA		Negative		90-99%		<1%		HR+ Cluster 1		0.8911		0.8		1		0.775		0.8921

		TCGA-A7-A3IZ		6285633072		R04C01		HR+/HER2-		LumB		Negative		90-99%		<1%		HR+ Cluster 1		0.9015		0.9		0.9152		0.88		0.9059

		TCGA-A7-A3J1		6285633072		R01C02		HR+/HER2-		LumA		Negative		90-99%		1-10%		HR+ Cluster 2		0.6212		0.55		0.7271		0.9		0.6485

		TCGA-AC-A3HN		6285633072		R06C01		HR+/HER2-		LumA		Negative		90-99%		1-10%		HR+ Cluster 2		0.6137		0.46		0.7586		0.8		0.6751

		TCGA-AC-A3W7		7796806109		R03C01		HR+/HER2-		LumA		Negative		90-99%		<1%		HR+ Cluster 2		0.8111		0.59		0.9122		0.85		0.7726

		TCGA-AO-A0JA		6005486023		R02C01		HR+/HER2-		LumA		Negative		90-99%		1-10%		HR+ Cluster 1		0.6844		0.66		0.8676		0.8		0.79

		TCGA-AO-A0JI		6005486014		R05C02		HR+/HER2-		LumA		Negative		90-99%		<1%		HR+ Cluster 1		0.9152		0.8		0.9744		0.775		0.9084

		TCGA-BH-A0E2		6005486023		R01C01		HR+/HER2-		LumB		Negative		90-99%		1-10%		HR+ Cluster 1		0.7979		0.8		0.9202		0.875		0.8287

		TCGA-BH-A0HF		6005486019		R01C02		HR+/HER2-		LumA		Negative		90-99%		1-10%		HR+ Cluster 2		0.678		0.51		0.8328		0.7		0.7424

		TCGA-EW-A1P0		6026818055		R04C01		HR+/HER2-		LumB		Negative		90-99%		<1%		HR+ Cluster 1		0.8355		0.83		0.8574		0.75		0.8404

		TCGA-EW-A2FS		6057833166		R05C01		HR+/HER2-		LumA		Negative		90-99%		<1%		HR+ Cluster 1		0.8113		0.56		0.7147		0.7		0.7268

		TCGA-GI-A2C8		6229009059		R04C02		HR+/HER2-		LumA		Negative		90-99%		1-10%		HR+ Cluster 1		0.601		0.48		0.7846		0.85		0.6998

		TCGA-GM-A2DK		6929718030		R04C01		HR+/HER2-		LumA		Negative		90-99%		<1%		HR+ Cluster 2		0.7214		0.47		0.7474		0.7		0.6851

		TCGA-A2-A1FW		6026818132		R05C01		HR+/HER2-		LumB		Negative		90-99%		<1%		HR+ Cluster 1		0.8566		0.85		0.9831		0.75		0.8923

		TCGA-A2-A3XW		7796806088		R04C02		HR+/HER2-		Normal		Negative		90-99%		10-19%		HR+ Cluster 2		0.7024		NA		0.8464		0.75		0.6063

		TCGA-A2-A3Y0		7796806090		R06C01		HR+/HER2-		Basal		Negative		90-99%		<1%		TNBC Cluster		0.7954		NA		0.5975		0.95		0.7326

		TCGA-A7-A4SC		8784241046		R04C01		HR+/HER2-		LumA		Negative		90-99%		<1%		HR+ Cluster 2		0.7525		NA		0.7981		0.6		0.7975

		TCGA-AC-A2FO		6929718030		R03C02		HR+/HER2-		LumA		Negative		90-99%		<1%		HR+ Cluster 2		0.6132		0.38		0.6879		0.6		0.5956

		TCGA-AC-A2QI		6285633051		R01C01		HR+/HER2-		LumA		Negative		90-99%		<1%		HR+ Cluster 2		0.694		0.58		0.7209		0.6		0.7098

		TCGA-E9-A1R2		6057833057		R02C02		HR+/HER2-		LumA		Negative		90-99%		<1%		HR+ Cluster 2		0.8144		0.67		0.8262		0.8		0.8144

		TCGA-A1-A0SH		6004791004		R06C01		HR+/HER2-		LumA		Negative		<1%		90-99%		HR+ Cluster 2		0.6907		0.44		0.853		0.8		0.6574

		TCGA-A2-A25A		6229009059		R06C01		HR+/HER2-		LumA		Negative		<1%		80-89%		HR+ Cluster 2		0.6412		0.39		0.822		0.8		0.595

		TCGA-D8-A1JN		6026818135		R03C01		HR+/HER2-		LumA		Negative		70-79%		10-19%		HR+ Cluster 1		0.9215		0.94		0.9583		0.8		0.9449

		TCGA-D8-A1Y2		6042324011		R01C01		HR+/HER2-		LumB		Negative		70-79%		1-10%		HR+ Cluster 2		0.4504		0.42		0.6069		0.7		0.4127

		TCGA-A7-A5ZX		9283265077		R05C02		HR+/HER2-		Normal		Negative		80-89%		1-10%		HR+ Cluster 2		0.809		NA		0.9629		0.7		0.836

		TCGA-AC-A6NO		9422491072		R03C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 2		0.891		NA		0.8782		0.7		0.8625

		TCGA-EW-A3E8		8784241071		R03C02		HR+/HER2-		LumA		Negative		90-99%		90-99%		HR+ Cluster 1		0.6305		NA		0.6887		0.8		0.6689

		TCGA-A2-A0T1		6004791020		R01C02		HR-/HER2+		Her2		Positive		<1%		<1%		HR+ Cluster 2		0.5064		0.19		0.5276		0.8		0.4113

		TCGA-AO-A0JE		6005486019		R03C02		HR-/HER2+		Her2		Positive		<1%		<1%		HR+ Cluster 1		0.5502		0.48		0.7189		0.85		0.6612

		TCGA-EW-A2FR		7786923105		R03C02		HR-/HER2+		Her2		Positive		<1%		<1%		HR+ Cluster 2		0.6469		0.24		0.7243		0.75		0.4608

		TCGA-A2-A0YJ		6005486029		R06C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.9298		0.55		0.7727		0.95		0.726

		TCGA-A7-A13D		6042324072		R01C02		TNBC		Basal		Negative		<1%		1-10%		TNBC Cluster		0.8887		0.55		0.8538		0.6		0.8612

		TCGA-LD-A74U		9422491072		R01C01		HR+/HER2-		LumA		Negative		1-10%		<1%		HR+ Cluster 2		0.67		NA		0.76		0.6		0.5623

		TCGA-LL-A5YP		9305216132		R06C02		HR+/HER2-		Basal		Negative		1-10%		<1%		TNBC Cluster		0.6849		NA		0.6935		0.75		0.6746

		Normal_1		6026818122		R01C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_10		6042324030		R02C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_11		6042316130		R02C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_12		6042324071		R03C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_13		6005486011		R02C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_14		6042324070		R06C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_15		6042324005		R04C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_16		6042324030		R06C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_17		6057833166		R03C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_18		6285633051		R02C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_19		6026818144		R05C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_2		6042324030		R05C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_20		6042324035		R01C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_21		6042324071		R05C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_22		6005486025		R02C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_23		6026818145		R03C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_24		6042324071		R05C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_25		6026818144		R06C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_26		6042316157		R06C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_27		6042324070		R02C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_28		6042316157		R02C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_29		6005486011		R02C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_3		6026818111		R06C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_30		6042324072		R03C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_31		6026818108		R03C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_32		6005486013		R01C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_33		6042324006		R03C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_34		6042324071		R04C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_35		6042324072		R04C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_36		6005486025		R06C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_37		6042324030		R01C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_38		6005486011		R03C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_39		6042316130		R04C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_4		6005486013		R02C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_40		6005486011		R05C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_41		6057833134		R03C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_42		6042316130		R06C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_43		6042324005		R03C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_44		6026818135		R05C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_45		6042324048		R03C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_46		6042316157		R04C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_47		6057833159		R05C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_48		6026818129		R04C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_49		6026818122		R05C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_5		6042324070		R01C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_50		6026818132		R02C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_51		6005486011		R04C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_52		6026818070		R01C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_53		6042324006		R04C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_54		6005486011		R01C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_55		6026818111		R01C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_56		6005486011		R03C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_57		6005486025		R03C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_58		6026818144		R01C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_59		6042324035		R06C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_6		6026818135		R05C01		Normal		Normal		Normal		NA		NA		HR+ Cluster 2		NA		NA		NA		NA		NA

		Normal_60		6005486013		R06C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_61		6026818102		R03C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_62		6005486013		R03C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_63		6057833134		R04C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_64		6042324006		R05C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_65		6005486011		R04C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_66		6057833166		R01C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_67		6005486011		R05C01		Normal		Normal		Normal		NA		NA		HR+ Cluster 2		NA		NA		NA		NA		NA

		Normal_68		6057833101		R06C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_69		6026818111		R04C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_7		6005486025		R04C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_70		6042324035		R05C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_71		6026818144		R06C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_72		6042324048		R01C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_73		6042324035		R01C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_74		6042324070		R01C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_75		6042324072		R02C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_76		6042324037		R05C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_77		6005486013		R05C02		Normal		Normal		Normal		NA		NA		HR+ Cluster 2		NA		NA		NA		NA		NA

		Normal_78		6026818129		R05C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_79		6042316130		R04C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_8		6005486011		R06C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_80		6026818139		R01C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_81		6026818128		R03C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_82		6026818129		R01C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_83		6005486011		R06C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_84		6005486025		R01C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_85		6005486011		R01C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_86		6026818128		R06C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_87		6026818111		R05C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_88		6026818055		R02C01		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		Normal_9		6026818129		R03C02		Normal		Normal		Normal		NA		NA		Normal Cluster		NA		NA		NA		NA		NA

		TCGA-A1-A0SO		6004791020		R02C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.9647		0.78		0.9776		0.9		0.9325

		TCGA-A1-A0SP		6004791004		R05C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.806		0.46		0.6603		0.725		0.6913

		TCGA-A1-A0SK		6004791010		R02C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.9902		0.95		0.8516		0.85		0.9288

		TCGA-A2-A0T0		6004791020		R05C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.807		0.57		0.7		0.75		0.7259

		TCGA-A2-A3XT		7796806055		R01C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.698		NA		0.6838		0.85		0.6632

		TCGA-A2-A3XU		7796806032		R03C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.9695		NA		0.8062		0.9		0.807

		TCGA-A2-A3XX		7796806088		R06C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8138		NA		0.7889		0.88		0.7868

		TCGA-A2-A3XY		7796806090		R02C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.6294		NA		0.5956		0.7		0.5595

		TCGA-A2-A0T2		6004791004		R04C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8286		0.82		0.858		0.825		0.8631

		TCGA-A2-A0YE		6005486018		R03C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8864		0.66		0.7686		0.8		0.8224

		TCGA-A2-A0YM		6005486005		R03C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.7678		0.58		0.7495		0.91		0.7266

		TCGA-AC-A6IW		9422491072		R02C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.6552		NA		0.5345		0.6		0.5423

		TCGA-AO-A03U		6005486017		R01C02		TNBC		Normal		Negative		<1%		<1%		Normal Cluster		0.5567		0.58		0.6704		0.7		0.6747

		TCGA-AO-A0JL		6005486014		R02C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8751		0.64		0.9529		0.825		0.8053

		TCGA-AO-A124		6005486017		R03C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.9082		0.81		0.6698		0.725		0.8859

		TCGA-AO-A128		6005486017		R06C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.4731		0.27		0.4619		0.915		0.4024

		TCGA-AO-A129		6005486012		R04C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.7257		0.35		0.6455		0.725		0.6281

		TCGA-B6-A3ZX		7796806088		R02C02		TNBC		Basal		Negative		<1%		<1%		HR+ Cluster 2		0.5992		NA		0.3608		0.75		0.4662

		TCGA-B6-A400		7796806090		R01C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.7638		NA		0.7008		0.75		0.6898

		TCGA-B6-A402		7796806090		R03C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.9184		NA		0.8939		0.9		0.8997

		TCGA-B6-A409		8784241071		R04C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8572		NA		0.7748		0.75		0.7701

		TCGA-BH-A0RX		6004791020		R06C01		TNBC		Basal		Negative		<1%		<1%		HR+ Cluster 2		0.5273		0.18		0.4287		0.7		0.366

		TCGA-EW-A1OV		6026818102		R01C02		TNBC		Her2		Negative		<1%		<1%		HR+ Cluster 1		0.4928		0.31		0.5401		0.8		0.4756

		TCGA-EW-A1OW		6026818111		R06C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.7943		0.66		0.7515		0.85		0.7657

		TCGA-EW-A1P1		6057833057		R03C02		TNBC		Normal		Negative		<1%		<1%		HR+ Cluster 2		0.5631		0.18		0.6842		0.65		0.5404

		TCGA-EW-A1P4		6026818111		R03C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.7374		0.42		0.4967		0.8		0.6075

		TCGA-EW-A1P7		6026818102		R04C02		TNBC		Normal		Negative		<1%		<1%		HR+ Cluster 2		0.469		0.3		0.2754		0.7		0.3684

		TCGA-EW-A1P8		6026818111		R05C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.7366		0.68		0.5953		0.9		0.7303

		TCGA-EW-A1PB		6026818055		R03C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.6185		0.52		0.4851		0.9		0.4611

		TCGA-EW-A1PH		6042316130		R01C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8852		0.76		0.7418		0.85		0.8229

		TCGA-GM-A2DB		6929718036		R02C02		TNBC		Her2		Negative		<1%		<1%		HR+ Cluster 1		0.8471		0.32		0.5805		0.75		0.6723

		TCGA-GM-A2DF		6929718014		R05C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.6636		0.36		0.5373		0.95		0.529

		TCGA-GM-A2DI		6929718043		R03C02		TNBC		LumA		Negative		<1%		<1%		HR+ Cluster 2		0.4423		0.22		0.4623		0.8		0.3872

		TCGA-GM-A3XL		7796806088		R06C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8213		NA		0.7416		0.9		0.7311

		TCGA-AC-A2QJ		6285633051		R02C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.5263		0.44		0.457		0.9		0.4884

		TCGA-AO-A1KR		6026818055		R05C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.9107		0.41		0.6715		0.9		0.7423

		TCGA-AR-A0TU		6005486018		R02C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8463		0.74		0.7177		0.93		0.8189

		TCGA-AR-A0U4		6005486029		R01C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.5923		0.26		0.5037		0.775		0.4542

		TCGA-AR-A256		6057833155		R04C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8485		0.73		0.6857		0.95		0.8204

		TCGA-EW-A3U0		7796806103		R01C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.4819		0.41		0.4478		0.8		0.4688

		TCGA-EW-A6SB		9422492089		R04C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.7153		NA		0.4378		0.95		0.6239

		TCGA-HN-A2NL		6929718036		R05C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8976		0.89		0.9024		0.8		0.8957

		TCGA-LL-A441		8784241071		R01C01		TNBC		Normal		Negative		<1%		<1%		HR+ Cluster 2		0.6189		NA		0.5019		0.75		0.493

		TCGA-LL-A5YO		9305216146		R06C01		TNBC		Basal		Negative		<1%		<1%		HR+ Cluster 2		0.494		NA		0.4047		0.65		0.3351

		TCGA-LL-A73Y		9422491072		R02C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.7191		NA		0.6323		0.8		0.629

		TCGA-LL-A740		9422492113		R03C01		TNBC		Her2		Negative		<1%		<1%		HR+ Cluster 1		0.7304		NA		0.8217		0.6		0.8253

		TCGA-OL-A5RW		9305216132		R03C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8539		NA		0.8516		0.8		0.8121

		TCGA-OL-A66I		9283265077		R02C01		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.4829		NA		0.5449		0.75		0.4999

		TCGA-OL-A66P		9283265014		R05C02		TNBC		Her2		Negative		<1%		<1%		HR+ Cluster 2		0.4537		NA		0.498		0.6		0.4448

		TCGA-OL-A6VO		9422491072		R06C02		TNBC		Basal		Negative		<1%		<1%		TNBC Cluster		0.8839		NA		0.769		0.9		0.7633






		Antigene

		Manufacturer

		Clone

		Scoring



		Estrogen receptor

		Ventana, USA

		SP1

		Proportion of cells with nuclear staining of any intensity



		HER2 immunohistochemistry

		Ventana, USA

		4B5

		According to the ASCO CAP guidelines [5]



		Ki67

		Dako, USA

		Mib-1

		Proportion of cells with nuclear staining of any intensity



		Progesterone receptor

		Dako, USA

		PgR636

		Proportion of cells with nuclear staining of any intensity



		HER2 silver in-situ hybridization

		Ventana, USA

		-

		According to the ASCO CAP guidelines [5]







Supplementary Table 2: Table displaying the antibodies used for immunohistochemistry and the corresponding scoring systems.
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Supplementary Table 3

		Supplementary Table 3: Results from DMR analysis comparing LowHR HRpos-like and TNBC samples

		chr		start		end		value		cluster		L		clusterL		p,value		fwer		p.valueArea		fwerArea		Gene

		chr22		43116077		43116077		0.4064		259423		1		16		0.7680		0.36		0.7716		0.361		A4GALT

		chr17		79109777		79109777		0.4162		176982		1		7		0.5214		0.274		0.5450		0.279		AATK

		chr1		179144345		179144345		0.4630		28580		1		1		0.0655		0.058		0.1256		0.083		ABL2

		chr2		211090171		211090171		0.4341		229625		1		11		0.2329		0.149		0.2803		0.158		ACADL

		chr17		43221220		43221220		0.4356		168706		1		9		0.2220		0.145		0.2702		0.155		ACBD4

		chr20		25013229		25013364		0.4244		239366		3		8		0.0064		0.006		0.0082		0.008		ACSS1

		chr12		52301307		52301307		0.4527		90432		1		10		0.1001		0.083		0.1574		0.103		ACVRL1

		chr5		33891893		33892460		0.5309		310476		10		14		0.0000		0		0.0000		0		ADAMTS12

		chr5		5140646		5140646		0.4465		307804		1		22		0.1356		0.098		0.1893		0.115		ADAMTS16

		chr10		1510077		1510077		0.4222		40262		1		7		0.3904		0.223		0.4268		0.229		ADARB2

		chr14		24803925		24804342		0.4940		115403		6		13		0.0000		0		0.0000		0		ADCY4

		chr18		907605		907605		0.4300		178066		1		1		0.2912		0.182		0.3348		0.19		ADCYAP1

		chr1		32229411		32229411		0.4412		9734		1		15		0.1729		0.123		0.2247		0.135		ADGRB2

		chr1		27902555		27902687		0.4250		8692		2		5		0.0246		0.018		0.0318		0.023		AHDC1

		chr1		77980341		77980341		0.4495		17384		1		2		0.1137		0.088		0.1683		0.108		AK5

		chr7		134143249		134143823		0.4188		370400		3		13		0.0091		0.008		0.0109		0.01		AKR1B1

		chr1		95501426		95501426		0.4110		19419		1		1		0.6561		0.322		0.6670		0.324		ALG14

		chr10		45914525		45914645		0.5023		46544		2		6		0.0000		0		0.0136		0.013		ALOX5

		chr12		85674296		85674296		0.4973		94758		1		16		0.0182		0.02		0.0819		0.056		ALX1

		chr11		44330903		44330958		0.4331		67494		2		48		0.0182		0.014		0.0264		0.02		ALX4

		chr14		103394899		103394899		0.4119		126833		1		5		0.6306		0.312		0.6415		0.314		AMN

		chr11		94571764		94571764		-0.4382		76492		1		1		0.2020		0.137		0.2520		0.148		AMOTL1

		chr10		73741408		73741408		0.4025		49820		1		1		0.9026		0.399		0.9045		0.399		ANAPC16,CHST3

		chr5		74907592		74907694		0.4253		314776		2		9		0.0246		0.018		0.0318		0.023		ANKDD1B

		chr17		27917982		27917982		0.4538		164988		1		10		0.0974		0.082		0.1556		0.102		ANKRD13B

		chr2		71206291		71206291		0.4123		213250		1		17		0.6187		0.308		0.6306		0.31		ANKRD53

		chr12		99287793		99287876		0.4636		96391		2		4		0.0045		0.005		0.0173		0.014		ANKS1B

		chr2		201450962		201450962		0.5253		228176		1		14		0.0009		0.001		0.0655		0.041		AOX1

		chr2		201612604		201612604		-0.4289		228214		1		4		0.3030		0.188		0.3458		0.196		AOX2P

		chr5		112073426		112073438		0.4512		318202		3		17		0.0027		0.003		0.0064		0.007		APC

		chr12		50355618		50355618		0.4830		89998		1		7		0.0318		0.032		0.0946		0.065		AQP5

		chr10		98939742		98939742		0.4004		53904		1		3		0.9809		0.411		0.9809		0.411		ARHGAP19-SLIT1,SLIT1

		chr10		25010738		25010738		0.4345		43932		1		5		0.2302		0.148		0.2775		0.157		ARHGAP21

		chr17		36585340		36585340		0.4232		166539		1		10		0.3758		0.216		0.4122		0.222		ARHGAP23

		chr17		12877321		12877546		0.4212		162329		2		5		0.0291		0.02		0.0355		0.024		ARHGAP44

		chr1		17848522		17848522		0.4105		5547		1		2		0.6661		0.325		0.6770		0.327		ARHGEF10L

		chr4		57372411		57372411		0.4253		294764		1		10		0.3430		0.206		0.3831		0.212		ARL9

		chr3		35706161		35706161		0.4506		266596		1		3		0.1046		0.086		0.1611		0.106		ARPP21

		chr8		131257592		131257592		-0.4332		391762		1		1		0.2520		0.16		0.2985		0.169		ASAP1

		chr4		94750997		94750997		0.4691		297874		1		18		0.0537		0.051		0.1156		0.079		ATOH1

		chr12		110754762		110754762		0.4294		98280		1		1		0.2966		0.183		0.3403		0.191		ATP2A2

		chr6		16731770		16731770		-0.4255		332518		1		1		0.3412		0.206		0.3813		0.212		ATXN1

		chr21		40928379		40928379		0.4684		250554		1		3		0.0546		0.051		0.1165		0.079		B3GALT5

		chr17		80944134		80944134		0.4848		177866		1		4		0.0309		0.031		0.0937		0.064		B3GNTL1

		chr12		58026010		58026010		0.4138		92136		1		24		0.5778		0.294		0.5951		0.297		B4GALNT1

		chr21		42543072		42543072		0.4268		250694		1		3		0.3276		0.197		0.3685		0.205		BACE2

		chr1		156612024		156612140		0.4447		24944		2		11		0.0109		0.01		0.0209		0.017		BCAN

		chr12		25055967		25056127		0.4549		87070		5		21		0.0000		0		0.0000		0		BCAT1

		chr1		147016901		147016901		0.4755		22827		1		1		0.0446		0.044		0.1065		0.073		BCL9

		chr20		55787633		55787633		0.4111		245283		1		1		0.6542		0.321		0.6652		0.323		BMP7

		chr3		112995278		112995690		0.4367		275533		2		4		0.0155		0.012		0.0237		0.018		BOC

		chr1		45279638		45279638		0.4044		13031		1		7		0.8408		0.38		0.8435		0.381		BTBD19

		chr6		105584149		105584149		0.4220		343031		1		19		0.3940		0.224		0.4304		0.23		BVES

		chr16		85746634		85746634		0.4156		156862		1		1		0.5341		0.278		0.5569		0.283		C16orf74

		chr1		197875080		197875080		-0.4030		30477		1		1		0.8799		0.39		0.8817		0.39		C1orf53

		chr1		151813779		151813779		0.4212		23592		1		4		0.4122		0.23		0.4477		0.236		C2CD4D-AS1

		chr5		2755376		2755540		0.4406		307518		2		36		0.0127		0.011		0.0227		0.018		C5orf38

		chr12		2393671		2393684		0.4586		83523		2		2		0.0055		0.006		0.0173		0.014		CACNA1C-IT3,CACNA1C

		chr17		48639568		48639568		0.4264		170237		1		6		0.3321		0.199		0.3731		0.207		CACNA1G

		chr1		223908491		223908491		-0.4140		35215		1		1		0.5742		0.292		0.5924		0.296		CAPN2

		chr17		78166385		78166385		0.5668		176550		1		7		0.0000		0		0.0646		0.04		CARD14

		chr8		128306948		128306948		0.4787		391134		1		1		0.0391		0.039		0.1010		0.071		CASC8

		chr7		116140342		116140593		0.4344		368232		2		22		0.0173		0.013		0.0255		0.019		CAV1,CAV2

		chr16		89006020		89006020		0.4013		158281		1		10		0.9472		0.409		0.9481		0.409		CBFA2T3

		chr5		43396953		43396953		-0.4461		311769		1		12		0.1383		0.1		0.1920		0.116		CCL28

		chr11		66084469		66084631		0.4639		71448		2		16		0.0045		0.005		0.0173		0.014		CD248

		chr4		15780238		15780306		0.4721		291343		2		16		0.0027		0.003		0.0155		0.014		CD38

		chr20		44829722		44829722		0.4077		242946		1		3		0.7316		0.349		0.7370		0.351		CDH22

		chr12		123753272		123753272		0.4585		101211		1		9		0.0801		0.068		0.1383		0.092		CDK2AP1

		chr6		20680988		20680988		0.4054		333001		1		1		0.8062		0.369		0.8089		0.37		CDKAL1

		chr19		19007311		19007324		0.4460		193174		2		14		0.0109		0.01		0.0209		0.017		CERS1

		chr1		203154370		203154370		0.4014		31647		1		2		0.9436		0.408		0.9445		0.408		CHI3L1

		chr11		67858441		67858441		0.4295		72078		1		1		0.2957		0.182		0.3394		0.19		CHKA

		chr3		238496		238496		0.4089		261999		1		25		0.7070		0.34		0.7134		0.342		CHL1

		chr8		82658145		82658145		0.4551		385739		1		1		0.0901		0.075		0.1483		0.096		CHMP4C

		chr7		29495985		29495985		-0.4041		357472		1		1		0.8471		0.381		0.8499		0.382		CHN2

		chr1		239880853		239880853		-0.4576		38203		1		1		0.0810		0.069		0.1392		0.093		CHRM3

		chr15		78912387		78912712		0.4126		138189		3		19		0.0127		0.012		0.0127		0.012		CHRNA3

		chr20		61992187		61992187		0.4023		247192		1		9		0.9126		0.4		0.9136		0.4		CHRNA4

		chr7		143042635		143042741		0.4536		371901		2		4		0.0064		0.007		0.0182		0.015		CLCN1

		chr2		29338100		29338121		0.4736		207313		3		17		0.0009		0.001		0.0045		0.005		CLIP4

		chr13		100547292		100547367		0.4575		111612		3		13		0.0018		0.002		0.0055		0.006		CLYBL

		chr1		230798038		230798038		0.4651		36776		1		1		0.0619		0.056		0.1219		0.081		COG2

		chr7		7529755		7529755		0.4555		354858		1		1		0.0892		0.075		0.1474		0.096		COL28A1

		chr20		61450653		61450653		0.4342		246926		1		1		0.2311		0.148		0.2784		0.157		COL9A3

		chr12		39299326		39299364		0.4624		88486		2		12		0.0045		0.005		0.0173		0.014		CPNE8

		chr16		12865281		12865281		0.4153		146030		1		1		0.5387		0.281		0.5614		0.286		CPPED1

		chr20		2781122		2781438		0.5625		236589		7		16		0.0000		0		0.0000		0		CPXM1

		chr12		94288553		94288553		0.4229		95642		1		2		0.3831		0.219		0.4195		0.225		CRADD

		chr1		152488262		152488262		0.4044		23740		1		7		0.8408		0.38		0.8435		0.381		CRCT1

		chr11		46317475		46317475		0.4024		68037		1		7		0.9072		0.399		0.9081		0.399		CREB3L1

		chr16		3843415		3843415		0.4058		144305		1		5		0.7862		0.364		0.7898		0.365		CREBBP

		chr7		30722320		30722320		0.5522		357733		1		15		0.0000		0		0.0646		0.04		CRHR2

		chr8		75898238		75898238		0.4382		385128		1		1		0.2020		0.137		0.2520		0.148		CRISPLD1

		chr1		17091946		17091946		0.4026		5284		1		5		0.9008		0.399		0.9026		0.399		CROCC

		chr10		126688687		126688687		0.4182		58670		1		2		0.4786		0.257		0.5050		0.263		CTBP2

		chr10		68332621		68332621		-0.4132		48608		1		1		0.6005		0.301		0.6142		0.303		CTNNA3

		chr5		11062606		11062606		0.4089		308649		1		1		0.7070		0.34		0.7134		0.342		CTNND2

		chr7		101762633		101762633		0.4370		366657		1		2		0.2102		0.14		0.2602		0.151		CUX1

		chr2		38301756		38301756		0.5045		208446		1		36		0.0100		0.011		0.0746		0.049		CYP1B1

		chr20		52790063		52790139		0.4346		244920		2		14		0.0173		0.013		0.0255		0.019		CYP24A1

		chr19		15662114		15662114		0.4004		192031		1		5		0.9809		0.411		0.9809		0.411		CYP4F22

		chr4		5021084		5021084		0.4222		289483		1		10		0.3904		0.223		0.4268		0.229		CYTL1

		chr21		27945533		27945554		0.4343		248463		3		11		0.0055		0.005		0.0082		0.008		CYYR1

		chr2		242698811		242698811		-0.4632		235804		1		8		0.0655		0.058		0.1256		0.083		D2HGDH

		chr11		61456387		61456387		0.4116		69853		1		1		0.6424		0.315		0.6533		0.317		DAGLA

		chr2		120128892		120128892		0.4644		219195		1		1		0.0646		0.058		0.1247		0.083		DBI

		chr20		44035918		44035918		0.4781		242693		1		22		0.0400		0.04		0.1019		0.071		DBNDD2,SYS1-DBNDD2

		chr1		162602295		162602295		0.4350		26293		1		10		0.2247		0.145		0.2730		0.155		DDR2

		chr8		120919117		120919117		0.4265		389721		1		1		0.3312		0.198		0.3722		0.206		DEPTOR

		chr11		75511563		75511563		0.4070		74401		1		1		0.7516		0.355		0.7561		0.357		DGAT2

		chr16		56227690		56227690		0.4355		151349		1		14		0.2229		0.145		0.2712		0.155		DKFZP434H168,GNAO1

		chr7		96653617		96653617		0.4116		365367		1		26		0.6415		0.315		0.6524		0.317		DLX5

		chr7		96634660		96634763		0.4137		365358		2		20		0.0473		0.034		0.0491		0.035		DLX6-AS1

		chr7		96635624		96635624		0.4773		365358		1		20		0.0419		0.042		0.1037		0.072		DLX6,DLX6-AS1

		chr6		38682956		38683186		0.4760		337226		5		8		0.0000		0		0.0000		0		DNAH8

		chr1		171810910		171810910		0.4290		27596		1		14		0.3021		0.187		0.3449		0.195		DNM3

		chr1		172368370		172368370		0.4039		27664		1		1		0.8517		0.382		0.8544		0.383		DNM3,PIGC

		chr18		28621490		28621490		0.4321		180808		1		21		0.2611		0.164		0.3066		0.172		DSC3

		chr21		38580856		38580856		0.4637		250059		1		7		0.0655		0.058		0.1256		0.083		DSCR9

		chr13		96296144		96296144		0.4073		110877		1		2		0.7434		0.351		0.7480		0.353		DZIP1

		chr10		131761386		131761386		0.4438		59566		1		18		0.1556		0.114		0.2084		0.128		EBF3

		chr3		183994073		183994073		0.4695		284826		1		15		0.0537		0.051		0.1156		0.079		ECE2

		chr2		233351609		233351609		0.4070		232954		1		16		0.7516		0.355		0.7561		0.357		ECEL1

		chr1		184715203		184715203		-0.4166		29589		1		1		0.5132		0.271		0.5378		0.276		EDEM3

		chr20		57875703		57875735		0.4737		245953		2		15		0.0027		0.003		0.0155		0.014		EDN3

		chrX		44088106		44088106		0.4262		412868		1		1		0.3348		0.201		0.3758		0.209		EFHC2

		chr11		64642144		64642144		0.4157		70861		1		5		0.5323		0.278		0.5551		0.283		EHD1

		chr19		853054		853054		0.4075		186745		1		5		0.7361		0.351		0.7407		0.353		ELANE

		chr11		34533294		34533294		0.4283		66632		1		3		0.3076		0.19		0.3503		0.198		ELF5

		chr2		73151595		73151595		0.4160		213594		1		6		0.5268		0.276		0.5505		0.281		EMX1

		chr10		119303479		119303479		0.4353		57204		1		42		0.2238		0.145		0.2721		0.155		EMX2OS,EMX2

		chr2		119599189		119600586		0.4581		219088		9		15		0.0000		0		0.0000		0		EN1

		chr2		46613544		46613544		0.4385		209977		1		1		0.1993		0.135		0.2493		0.146		EPAS1

		chr5		111665548		111665548		-0.4997		318160		1		1		0.0146		0.016		0.0792		0.054		EPB41L4A

		chr1		38219755		38219781		0.4063		11109		2		3		0.0610		0.039		0.0610		0.039		EPHA10

		chr4		66535145		66535145		0.4314		295119		1		20		0.2702		0.169		0.3157		0.177		EPHA5

		chr19		15342749		15342749		0.4309		191923		1		17		0.2757		0.173		0.3212		0.181		EPHX3

		chr12		15782294		15782294		0.4146		86318		1		2		0.5578		0.287		0.5787		0.292		EPS8

		chr19		55592453		55592930		0.4783		201087		2		3		0.0027		0.003		0.0155		0.014		EPS8L1

		chr17		37860344		37860344		-0.4283		166924		1		1		0.3076		0.19		0.3503		0.198		ERBB2

		chr12		1584074		1584074		0.4169		83258		1		2		0.5077		0.267		0.5323		0.272		ERC1

		chr1		6507490		6507693		0.4424		2234		2		8		0.0118		0.011		0.0218		0.018		ESPN

		chr6		152002859		152002859		0.4370		348836		1		3		0.2102		0.14		0.2602		0.151		ESR1

		chr21		33836300		33836572		0.4180		249075		2		2		0.0382		0.026		0.0419		0.028		EVA1C

		chr4		5710407		5710411		0.4257		289553		2		15		0.0246		0.018		0.0318		0.023		EVC2

		chr8		118949650		118949650		0.4143		389378		1		1		0.5623		0.287		0.5833		0.292		EXT1

		chr13		113764555		113764871		0.4557		113760		2		8		0.0064		0.007		0.0182		0.015		F7

		chr8		59058254		59058656		0.4421		383237		3		7		0.0036		0.004		0.0073		0.008		FAM110B

		chr11		73249851		73249851		0.4114		73854		1		1		0.6470		0.316		0.6579		0.318		FAM168A

		chr9		38622559		38622559		0.5706		398242		1		14		0.0000		0		0.0646		0.04		FAM201A

		chr7		229594		229594		0.4107		352418		1		6		0.6642		0.325		0.6752		0.327		FAM20C

		chr21		42688849		42688886		0.4538		250729		2		11		0.0064		0.007		0.0182		0.015		FAM3B

		chr8		130997672		130997672		-0.4520		391692		1		2		0.1028		0.084		0.1592		0.104		FAM49B

		chr8		124217760		124217896		0.5143		390189		2		3		0.0000		0		0.0136		0.013		FAM83A

		chr17		6679564		6679564		0.4906		160996		1		11		0.0237		0.025		0.0874		0.06		FBXO39

		chr13		102568555		102568886		0.4519		111927		2		4		0.0082		0.008		0.0191		0.016		FGF14

		chr5		170878094		170878209		0.5012		326466		2		6		0.0000		0		0.0136		0.013		FGF18

		chr11		69516939		69517299		0.5274		72652		3		24		0.0000		0		0.0036		0.004		FGF19

		chr10		103536342		103536348		0.4727		54924		2		12		0.0027		0.003		0.0155		0.014		FGF8

		chr14		85998492		85998492		0.4264		123164		1		4		0.3321		0.199		0.3731		0.207		FLRT2

		chr1		240255486		240255486		0.4452		38256		1		11		0.1447		0.105		0.1984		0.121		FMN2

		chr1		171154475		171154802		0.4426		27494		3		3		0.0036		0.004		0.0073		0.008		FMO2

		chr14		38060857		38060857		-0.5244		116627		1		3		0.0009		0.001		0.0655		0.041		FOXA1

		chr9		100616469		100616469		0.4050		402021		1		2		0.8217		0.373		0.8244		0.374		FOXE1

		chr14		29236535		29236535		0.4522		115673		1		26		0.1028		0.084		0.1592		0.104		FOXG1

		chr8		145700239		145700268		0.4360		394729		3		15		0.0055		0.005		0.0082		0.008		FOXH1

		chr7		4781872		4781947		0.4255		354027		2		4		0.0246		0.018		0.0318		0.023		FOXK1

		chr14		89817982		89817982		-0.4631		123514		1		4		0.0655		0.058		0.1256		0.083		FOXN3

		chr6		1313211		1313211		0.6609		329396		1		11		0.0000		0		0.0646		0.04		FOXQ1

		chr9		86152249		86152249		0.4265		399727		1		3		0.3312		0.198		0.3722		0.206		FRMD3

		chr10		13932894		13932894		0.4628		42558		1		9		0.0664		0.058		0.1265		0.083		FRMD4A

		chr2		171678202		171678202		0.4993		224944		1		11		0.0164		0.018		0.0810		0.056		GAD1

		chr18		74962367		74962369		0.4070		185679		2		34		0.0601		0.038		0.0601		0.038		GALR1

		chr9		128071135		128071135		-0.4125		405500		1		1		0.6151		0.305		0.6269		0.307		GAPVD1

		chr6		53002102		53002102		0.4639		339625		1		1		0.0646		0.058		0.1247		0.083		GCM1

		chr20		34025927		34025962		0.4273		240690		2		2		0.0237		0.017		0.0309		0.022		GDF5

		chr7		921156		921156		-0.4205		352635		1		2		0.4331		0.233		0.4659		0.239		GET4

		chr6		13404882		13404882		0.4134		331763		1		1		0.5914		0.299		0.6069		0.302		GFOD1

		chr17		73246523		73246523		0.4997		174626		1		2		0.0146		0.016		0.0792		0.054		GGA3

		chr19		46180314		46180314		0.4539		198024		1		3		0.0974		0.082		0.1556		0.102		GIPR

		chr1		35258594		35258617		0.4500		10431		2		5		0.0100		0.009		0.0200		0.016		GJA4

		chr1		147228907		147229052		0.4666		22867		2		2		0.0036		0.004		0.0164		0.014		GJA5

		chr9		6625346		6625346		0.4158		395659		1		1		0.5314		0.278		0.5541		0.283		GLDC

		chr6		39016590		39016776		0.4293		337273		2		10		0.0218		0.016		0.0291		0.021		GLP1R

		chr6		1770669		1770669		0.4294		329533		1		1		0.2966		0.183		0.3403		0.191		GMDS

		chr1		68607929		68607929		0.4538		16822		1		2		0.0974		0.082		0.1556		0.102		GNG12-AS1,WLS

		chr1		235796187		235796302		0.4565		37741		2		2		0.0064		0.007		0.0182		0.015		GNG4

		chr19		2695405		2695405		0.4041		187741		1		4		0.8480		0.382		0.8508		0.383		GNG7

		chr7		23287222		23287222		0.4273		356386		1		4		0.3221		0.197		0.3631		0.205		GPNMB

		chr12		12837462		12837462		0.4086		85894		1		2		0.7170		0.344		0.7234		0.346		GPR19

		chr8		102596210		102596210		-0.4425		387838		1		2		0.1638		0.117		0.2166		0.13		GRHL2

		chr11		105481306		105481306		0.4168		77444		1		25		0.5086		0.267		0.5332		0.272		GRIA4

		chr11		120434979		120435056		0.5868		80174		5		14		0.0000		0		0.0000		0		GRIK4

		chr14		95235026		95235127		0.4456		124796		3		23		0.0036		0.004		0.0073		0.008		GSC

		chr9		124023910		124023910		0.4096		404614		1		2		0.6906		0.334		0.6988		0.336		GSN

		chr2		127413831		127413831		0.5100		220023		1		18		0.0082		0.009		0.0728		0.048		GYPC

		chr4		174450083		174450083		0.5012		304510		1		36		0.0136		0.015		0.0783		0.053		HAND2

		chr2		197124788		197124788		-0.4083		227669		1		3		0.7216		0.346		0.7279		0.348		HECW2

		chr1		40105079		40105079		0.4206		11575		1		10		0.4295		0.231		0.4622		0.237		HEYL

		chr1		210567246		210567246		0.4679		33382		1		1		0.0546		0.051		0.1165		0.079		HHAT

		chr17		1959132		1959132		0.4247		159679		1		55		0.3530		0.208		0.3922		0.214		HIC1

		chr12		66275865		66275865		0.4007		92974		1		13		0.9736		0.41		0.9736		0.41		HMGA2

		chr4		57522145		57522493		0.4291		294792		2		12		0.0218		0.016		0.0291		0.021		HOPX

		chr7		27136191		27136424		0.4564		356983		2		24		0.0064		0.007		0.0182		0.015		HOTAIRM1

		chr7		27183694		27183694		0.4069		357005		1		46		0.7543		0.356		0.7589		0.358		HOXA-AS3

		chr7		27227847		27227847		0.4258		357026		1		6		0.3358		0.202		0.3758		0.209		HOXA11-AS

		chr7		27195753		27195753		0.4394		357011		1		25		0.1911		0.133		0.2420		0.144		HOXA7

		chr12		54403178		54403254		0.4395		91143		2		14		0.0136		0.011		0.0237		0.018		HOXC8

		chr2		176957473		176957842		0.4499		225776		2		15		0.0100		0.009		0.0200		0.016		HOXD13

		chr19		35582142		35582142		0.4003		194969		1		1		0.9854		0.411		0.9854		0.411		HPN-AS1

		chr12		117314052		117314052		0.4472		99682		1		1		0.1283		0.094		0.1820		0.112		HRK

		chr10		118500755		118500755		0.5269		57051		1		2		0.0009		0.001		0.0655		0.041		HSPA12A

		chr20		3713341		3713341		0.4771		236808		1		7		0.0428		0.043		0.1046		0.073		HSPA12B

		chr11		111784847		111784847		0.4023		78144		1		22		0.9136		0.401		0.9145		0.401		HSPB2-C11orf52,HSPB2

		chr15		99214666		99214666		0.4344		141570		1		1		0.2302		0.148		0.2775		0.157		IGF1R

		chr17		47075095		47075095		0.5053		169707		1		16		0.0100		0.011		0.0746		0.049		IGF2BP1

		chr7		23509289		23509305		0.4580		356445		2		12		0.0064		0.007		0.0182		0.015		IGF2BP3

		chr2		102717438		102717438		-0.4056		217000		1		1		0.7998		0.368		0.8025		0.369		IL1R1

		chr1		154396107		154396107		0.4130		24196		1		1		0.6060		0.301		0.6197		0.303		IL6R

		chr1		166917009		166917009		0.6014		26823		1		5		0.0000		0		0.0646		0.04		ILDR2

		chr11		15136475		15136505		0.4136		64456		2		12		0.0473		0.034		0.0491		0.035		INSC

		chr1		153736313		153736313		0.4492		24050		1		1		0.1137		0.088		0.1683		0.108		INTS3

		chr13		98674292		98674292		0.4047		111124		1		2		0.8317		0.378		0.8344		0.379		IPO5

		chr3		197616554		197616554		0.4584		287750		1		1		0.0801		0.068		0.1383		0.092		IQCG

		chr16		19769466		19769645		0.4310		147079		2		2		0.0191		0.015		0.0273		0.021		IQCK

		chr3		13114570		13114803		0.5396		263785		5		14		0.0000		0		0.0000		0		IQSEC1

		chr5		3596207		3596704		0.5662		307653		2		11		0.0000		0		0.0136		0.013		IRX1

		chr15		76634581		76634581		0.4035		137665		1		22		0.8608		0.385		0.8635		0.386		ISL2

		chr14		77964542		77964542		0.4407		122613		1		11		0.1811		0.127		0.2329		0.138		ISM2

		chr7		20381092		20381092		0.4565		355974		1		1		0.0874		0.074		0.1456		0.095		ITGB8

		chr15		41793881		41793881		0.4241		131191		1		6		0.3594		0.209		0.3958		0.215		ITPKA

		chr1		226855568		226856016		0.4060		35832		2		5		0.0610		0.039		0.0610		0.039		ITPKB

		chr9		716332		716332		0.4070		395027		1		1		0.7516		0.355		0.7561		0.357		KANK1

		chr1		62765148		62765148		0.4642		15932		1		3		0.0646		0.058		0.1247		0.083		KANK4

		chr3		127634459		127634459		0.4076		277923		1		13		0.7334		0.349		0.7379		0.351		KBTBD12

		chr11		74178114		74178114		0.4289		74032		1		12		0.3030		0.188		0.3458		0.196		KCNE3

		chr3		19189456		19190158		0.4972		265021		6		13		0.0000		0		0.0000		0		KCNH8

		chr17		68164782		68164821		0.4460		173545		3		18		0.0036		0.004		0.0073		0.008		KCNJ2,KCNJ2-AS1

		chr6		39281450		39281541		0.4377		337343		2		15		0.0146		0.011		0.0237		0.018		KCNK17

		chr4		44449571		44449738		0.4103		293796		2		4		0.0537		0.037		0.0546		0.037		KCTD8

		chr16		27729708		27730068		0.4237		148370		2		8		0.0282		0.019		0.0346		0.023		KIAA0556

		chr14		104622028		104622028		0.4038		127247		1		6		0.8562		0.385		0.8590		0.386		KIF26A

		chr1		245397981		245397981		0.4048		39009		1		4		0.8280		0.376		0.8308		0.377		KIF26B

		chr2		149645394		149645394		0.4643		222561		1		6		0.0646		0.058		0.1247		0.083		KIF5C

		chr8		145698660		145698660		0.5543		394728		1		6		0.0000		0		0.0646		0.04		KIFC2

		chr19		36348034		36348034		0.4444		195256		1		14		0.1529		0.112		0.2056		0.127		KIRREL2

		chr11		126873181		126873181		0.4020		81548		1		9		0.9254		0.402		0.9263		0.402		KIRREL3-AS3,KIRREL3

		chr14		104060164		104060164		0.4060		127071		1		1		0.7771		0.361		0.7807		0.362		KLC1

		chr12		53184005		53184041		0.4489		90771		2		8		0.0100		0.009		0.0200		0.016		KRT3

		chr18		7116977		7116977		0.5456		178660		1		10		0.0009		0.001		0.0655		0.041		LAMA1

		chr1		183056411		183056411		-0.4498		29263		1		1		0.1119		0.088		0.1665		0.108		LAMC1

		chr11		111411381		111411381		0.4421		78054		1		13		0.1656		0.119		0.2184		0.132		LAYN

		chr18		13542550		13542550		-0.4166		179759		1		2		0.5132		0.271		0.5378		0.276		LDLRAD4

		chr6		33739558		33739607		0.4846		335913		2		2		0.0018		0.002		0.0146		0.013		LEMD2

		chr7		127881143		127881344		0.4729		369271		6		11		0.0000		0		0.0000		0		LEP

		chr1		65991176		65991182		0.4572		16435		2		10		0.0064		0.007		0.0182		0.015		LEPR

		chr17		35297309		35297309		0.4476		166319		1		54		0.1274		0.093		0.1811		0.111		LHX1

		chr9		139096450		139096450		0.4082		409036		1		9		0.7234		0.346		0.7298		0.348		LHX3

		chr1		180204221		180204221		0.4021		28737		1		37		0.9245		0.401		0.9254		0.401		LHX4

		chr1		75602167		75602412		0.4724		17183		2		6		0.0027		0.003		0.0155		0.014		LHX8

		chr12		50635543		50635543		-0.4262		90091		1		1		0.3348		0.201		0.3758		0.209		LIMA1

		chr3		8615444		8615444		0.4122		262646		1		1		0.6206		0.309		0.6324		0.311		LINC00312

		chr8		117059957		117059957		0.5251		389093		1		1		0.0009		0.001		0.0655		0.041		LINC00536

		chr3		177209049		177209049		0.4198		283846		1		2		0.4431		0.239		0.4741		0.245		LINC00578

		chr6		134786039		134786039		0.4161		346391		1		5		0.5259		0.276		0.5496		0.281		LINC01010

		chr5		6583601		6583601		0.4571		308010		1		14		0.0828		0.07		0.1410		0.093		LINC01018

		chr2		47063626		47063626		0.4362		210093		1		1		0.2147		0.142		0.2630		0.152		LINC01119

		chr2		175190867		175191374		0.5001		225540		4		16		0.0000		0		0.0009		0.001		LINC01305

		chr6		139795527		139795527		0.4500		347273		1		2		0.1110		0.088		0.1656		0.108		LINC01625

		chr3		193698221		193698231		0.4153		286578		2		5		0.0419		0.03		0.0446		0.031		LINC02026

		chr10		6353918		6353918		0.4128		41404		1		1		0.6096		0.302		0.6224		0.304		LINC02649

		chr15		58782688		58782688		0.4315		133634		1		3		0.2666		0.168		0.3121		0.176		LIPC

		chr12		25738762		25738762		0.4029		87171		1		1		0.8844		0.394		0.8863		0.394		LMNTD1

		chr1		165321741		165321741		0.4393		26631		1		32		0.1920		0.133		0.2420		0.144		LMX1A

		chr2		63275509		63275794		0.4530		211820		3		49		0.0018		0.002		0.0055		0.006		LOC100132215

		chr12		106975112		106975112		0.4330		97439		1		27		0.2530		0.16		0.2994		0.169		LOC100287944

		chr19		30016136		30016136		0.4120		193979		1		7		0.6288		0.312		0.6397		0.314		LOC284395

		chr8		65488167		65488167		0.5452		383945		1		23		0.0009		0.001		0.0655		0.041		LOC401463

		chr5		43018282		43018443		0.5250		311700		2		12		0.0000		0		0.0136		0.013		LOC648987

		chr2		11850727		11850727		0.4317		204533		1		1		0.2648		0.168		0.3103		0.176		LPIN1

		chr11		68096138		68096138		0.5528		72137		1		6		0.0000		0		0.0646		0.04		LRP5

		chr1		90299895		90299895		0.4027		18580		1		1		0.8935		0.399		0.8954		0.399		LRRC8D

		chr1		204653629		204653629		0.5055		32130		1		13		0.0100		0.011		0.0746		0.049		LRRN2,MDM4

		chr20		6032365		6032365		0.5008		237283		1		5		0.0136		0.015		0.0783		0.053		LRRN4

		chr8		56891335		56891335		0.4026		382991		1		2		0.8981		0.399		0.8999		0.399		LYN

		chr2		133426298		133426298		0.4164		221124		1		21		0.5177		0.272		0.5414		0.277		LYPD1

		chr2		150016903		150016903		0.4044		222611		1		1		0.8426		0.38		0.8453		0.381		LYPD6B

		chr1		39704193		39704193		0.4522		11473		1		1		0.1028		0.084		0.1592		0.104		MACF1

		chr3		65582925		65582925		0.4216		271922		1		2		0.4040		0.227		0.4395		0.233		MAGI1

		chr8		120238690		120238690		-0.4839		389635		1		1		0.0309		0.031		0.0937		0.064		MAL2

		chr11		95902692		95902692		0.4463		76705		1		1		0.1365		0.098		0.1902		0.115		MAML2

		chr4		140925793		140925793		0.4528		301380		1		2		0.1001		0.083		0.1574		0.103		MAML3

		chr4		86954451		86954451		0.5261		297203		1		2		0.0009		0.001		0.0655		0.041		MAPK10

		chr3		182970675		182970675		0.4074		284566		1		21		0.7407		0.351		0.7452		0.353		MCF2L2

		chr3		182972326		182972625		0.4181		284566		2		21		0.0382		0.026		0.0419		0.028		MCF2L2,B3GNT5

		chr5		88185090		88185090		0.4172		316219		1		9		0.5014		0.264		0.5268		0.269		MEF2C

		chr3		196750848		196750848		0.4271		287527		1		5		0.3230		0.197		0.3640		0.205		MELTF

		chr7		15725322		15725322		0.4226		355450		1		20		0.3885		0.223		0.4249		0.229		MEOX2

		chr6		110679832		110679832		0.4181		343934		1		11		0.4804		0.257		0.5068		0.263		METTL24

		chr11		119211646		119211646		0.4414		79787		1		7		0.1720		0.122		0.2238		0.135		MFRP

		chr1		165606857		165606857		0.4589		26672		1		1		0.0773		0.067		0.1365		0.091		MGST3

		chr1		222796161		222796161		-0.4230		35017		1		1		0.3794		0.219		0.4158		0.225		MIA3

		chr1		167733310		167733310		0.4632		27034		1		2		0.0655		0.058		0.1256		0.083		MPZL1

		chr2		47799165		47799165		0.4353		210310		1		14		0.2238		0.145		0.2721		0.155		MSH2

		chr22		30366883		30366883		0.4011		256085		1		1		0.9527		0.409		0.9536		0.409		MTMR3

		chr8		125581430		125581430		0.4544		390533		1		3		0.0928		0.078		0.1510		0.099		MTSS1

		chr5		16895511		16895511		0.4045		309325		1		1		0.8371		0.38		0.8399		0.381		MYO10

		chr3		174844917		174844917		-0.4316		283655		1		1		0.2648		0.168		0.3103		0.176		NAALADL2

		chr17		42082392		42082392		0.4080		168306		1		18		0.7279		0.347		0.7343		0.349		NAGS

		chr13		36045352		36045352		0.4233		106244		1		9		0.3758		0.216		0.4122		0.222		NBEA

		chr1		145415412		145415412		0.4011		22644		1		2		0.9527		0.409		0.9536		0.409		NBPF10,NBPF20,HJV

		chr1		144966130		144966130		-0.4397		22552		1		1		0.1902		0.133		0.2420		0.144		NBPF20,LOC653513,PDE4DIP

		chr1		145075538		145075538		0.4474		22587		1		5		0.1283		0.094		0.1820		0.112		NBPF20,PDE4DIP

		chr3		136649028		136649028		0.4226		279394		1		2		0.3885		0.223		0.4249		0.229		NCK1

		chr2		134023625		134023662		0.4450		221173		2		8		0.0109		0.01		0.0209		0.017		NCKAP5

		chr8		71127379		71127379		0.4123		384603		1		1		0.6187		0.308		0.6306		0.31		NCOA2

		chr14		21494161		21494161		0.4629		114510		1		44		0.0655		0.058		0.1256		0.083		NDRG2

		chr8		125577020		125577020		-0.4289		390531		1		2		0.3039		0.189		0.3467		0.197		NDUFB9,MTSS1

		chr18		55862627		55862763		0.4477		183544		4		10		0.0000		0		0.0009		0.001		NEDD4L

		chr22		29876206		29876206		0.4042		255963		1		13		0.8453		0.381		0.8480		0.382		NEFH

		chr20		44518824		44518824		0.4052		242819		1		22		0.8116		0.371		0.8144		0.372		NEURL2

		chr17		37764118		37764118		0.4602		166879		1		13		0.0737		0.065		0.1338		0.09		NEUROD2

		chr18		77236335		77236335		0.5135		186103		1		5		0.0073		0.008		0.0719		0.047		NFATC1

		chr19		13123973		13123973		0.4690		191283		1		13		0.0546		0.051		0.1165		0.079		NFIX

		chr6		138806320		138806320		0.4040		347091		1		1		0.8517		0.382		0.8544		0.383		NHSL1

		chr14		52535178		52535178		0.4076		117598		1		20		0.7316		0.349		0.7370		0.351		NID2

		chr20		61877875		61877875		0.4041		247132		1		4		0.8471		0.381		0.8499		0.382		NKAIN4

		chr20		21492914		21492914		0.4819		238845		1		5		0.0337		0.033		0.0965		0.066		NKX2-2

		chr4		13545639		13545639		0.4709		291104		1		20		0.0519		0.049		0.1137		0.078		NKX3-2

		chr3		173302602		173302602		0.4328		283566		1		5		0.2539		0.161		0.3003		0.17		NLGN1

		chr1		183386739		183386739		0.4095		29340		1		16		0.6924		0.335		0.7006		0.337		NMNAT2

		chr11		89224506		89224506		0.4519		75975		1		18		0.1028		0.084		0.1592		0.104		NOX4

		chr10		72015695		72015695		0.4454		49235		1		4		0.1438		0.104		0.1975		0.12		NPFFR1

		chr7		24323840		24323840		0.4318		356533		1		19		0.2639		0.167		0.3094		0.175		NPY

		chr6		108487388		108487388		0.4162		343570		1		15		0.5232		0.274		0.5469		0.279		NR2E1

		chr6		6004207		6004207		0.4408		330516		1		24		0.1774		0.126		0.2293		0.137		NRN1

		chr2		50574708		50574708		0.4033		210543		1		12		0.8672		0.387		0.8699		0.388		NRXN1

		chr6		86169204		86169204		0.4196		341743		1		1		0.4477		0.242		0.4777		0.248		NT5E

		chr9		87285479		87285701		0.4671		399834		5		20		0.0000		0		0.0000		0		NTRK2

		chr1		224492828		224492828		-0.4322		35342		1		2		0.2584		0.163		0.3039		0.171		NVL

		chr7		8480865		8480865		0.4544		355023		1		16		0.0928		0.078		0.1510		0.099		NXPH1

		chr13		79177700		79177763		0.4530		109974		2		14		0.0064		0.007		0.0182		0.015		OBI1-AS1

		chr13		79177467		79177467		0.4426		109974		1		14		0.1620		0.116		0.2147		0.13		OBI1-AS1,POU4F1

		chr8		133069361		133069361		0.4891		391996		1		1		0.0264		0.027		0.0901		0.061		OC90

		chr2		19556714		19556849		0.4357		205371		2		8		0.0164		0.012		0.0246		0.018		OSR1

		chr14		57283436		57283436		0.4769		118376		1		7		0.0437		0.043		0.1056		0.073		OTX2-AS1

		chr19		719951		719951		0.4351		186669		1		7		0.2238		0.145		0.2721		0.155		PALM

		chr2		105460108		105460108		0.4532		217274		1		13		0.0992		0.083		0.1574		0.103		PANTR1

		chr14		73712737		73712882		0.4531		121402		2		8		0.0064		0.007		0.0182		0.015		PAPLN

		chr22		44577135		44577135		0.4158		259892		1		19		0.5305		0.277		0.5532		0.282		PARVG

		chr2		223155925		223155925		0.4209		231388		1		4		0.4213		0.231		0.4540		0.237		PAX3

		chr1		19043598		19043598		0.4803		5891		1		3		0.0373		0.037		0.0992		0.069		PAX7

		chr1		164688315		164688315		-0.5080		26532		1		1		0.0091		0.01		0.0737		0.048		PBX1

		chr13		53422691		53422691		0.4519		108686		1		12		0.1028		0.084		0.1592		0.104		PCDH8

		chr4		54957484		54957484		0.4381		294449		1		5		0.2020		0.137		0.2520		0.148		PDGFRA

		chr3		122802215		122802215		0.4063		276701		1		1		0.7716		0.36		0.7753		0.361		PDIA5

		chr21		45177538		45177538		0.4470		251621		1		3		0.1292		0.095		0.1829		0.113		PDXK

		chr19		15580700		15580721		0.5490		192007		2		7		0.0000		0		0.0136		0.013		PGLYRP2

		chr1		64087450		64087627		0.4636		16085		4		4		0.0000		0		0.0009		0.001		PGM1

		chr20		58180616		58180616		0.5558		246040		1		15		0.0000		0		0.0646		0.04		PHACTR3

		chr1		151286727		151286727		0.4815		23431		1		1		0.0337		0.033		0.0965		0.066		PI4KB

		chr1		46632696		46632871		0.4179		13284		2		7		0.0382		0.026		0.0419		0.028		PIK3R3

		chr10		22972299		22972662		-0.4400		43675		2		2		0.0127		0.011		0.0227		0.018		PIP4K2A

		chr4		111544235		111544235		0.4331		299291		1		8		0.2520		0.16		0.2985		0.169		PITX2

		chr16		81140479		81140479		0.4254		155544		1		3		0.3421		0.206		0.3822		0.212		PKD1L2

		chr11		125133609		125133609		0.5215		81132		1		5		0.0018		0.002		0.0664		0.042		PKNOX2

		chr3		155421735		155421970		0.4630		281683		2		10		0.0045		0.005		0.0173		0.014		PLCH1

		chr11		73363561		73363561		0.4558		73869		1		3		0.0892		0.075		0.1474		0.096		PLEKHB1

		chr1		53528612		53528612		0.4092		14320		1		13		0.6970		0.337		0.7052		0.339		PODN

		chr22		43005107		43005107		0.4601		259377		1		1		0.0737		0.065		0.1338		0.09		POLDIP3

		chr22		38379218		38379506		0.5267		257943		2		3		0.0000		0		0.0136		0.013		POLR2F,SOX10

		chr4		122686453		122686493		0.4763		300104		3		19		0.0009		0.001		0.0045		0.005		PP12613

		chr5		146435620		146435620		0.4025		323255		1		5		0.9045		0.399		0.9063		0.399		PPP2R2B

		chr3		64136807		64136807		-0.4094		271712		1		2		0.6943		0.335		0.7025		0.337		PRICKLE2

		chr5		138729245		138729245		0.4115		321697		1		17		0.6442		0.315		0.6551		0.317		PROB1

		chr4		16085546		16085606		0.4533		291399		2		18		0.0064		0.007		0.0182		0.015		PROM1

		chr7		29605897		29605897		0.4594		357492		1		5		0.0746		0.066		0.1347		0.091		PRR15

		chr11		36422377		36422377		0.4467		67047		1		5		0.1319		0.096		0.1856		0.113		PRR5L

		chr9		33750687		33750687		0.4030		397254		1		11		0.8790		0.39		0.8808		0.39		PRSS3

		chr8		141714834		141714834		0.4422		393221		1		1		0.1647		0.118		0.2175		0.131		PTK2

		chr1		214620805		214620805		0.4194		34061		1		1		0.4522		0.242		0.4823		0.248		PTPN14

		chr10		46993502		46993502		0.5379		46640		1		9		0.0009		0.001		0.0655		0.041		PTPN20,GLUD1P2

		chr11		48103048		48103048		0.4411		68567		1		2		0.1738		0.124		0.2257		0.135		PTPRJ

		chr6		128690908		128690908		0.4031		345641		1		1		0.8763		0.389		0.8790		0.39		PTPRK

		chr12		15475342		15475342		0.4684		86283		1		15		0.0546		0.051		0.1165		0.079		PTPRO

		chr8		128883193		128883193		-0.4534		391276		1		1		0.0983		0.083		0.1565		0.103		PVT1

		chr2		1657462		1657462		0.4073		202481		1		2		0.7443		0.351		0.7489		0.353		PXDN

		chr9		139136515		139136515		0.4386		409059		1		2		0.1984		0.134		0.2484		0.145		QSOX2

		chr1		174841093		174841093		0.4032		27985		1		1		0.8717		0.389		0.8744		0.39		RABGAP1L

		chr8		117877303		117877303		-0.4132		389220		1		2		0.5951		0.3		0.6106		0.303		RAD21

		chr9		129885080		129885084		0.4480		405928		2		11		0.0109		0.01		0.0209		0.017		RALGPS1

		chr2		238807629		238807629		0.4160		234362		1		1		0.5278		0.276		0.5514		0.281		RAMP1

		chr12		53617382		53617382		0.4489		90916		1		2		0.1183		0.088		0.1729		0.108		RARG

		chr18		56940418		56940418		0.4082		183812		1		14		0.7216		0.346		0.7279		0.348		RAX

		chr19		50031017		50031017		0.4123		199366		1		5		0.6187		0.308		0.6306		0.31		RCN3

		chr9		36037454		36037454		0.4703		397725		1		11		0.0519		0.049		0.1137		0.078		RECK

		chr10		43600706		43600706		0.4325		46077		1		5		0.2557		0.161		0.3021		0.17		RET

		chr15		93614970		93615039		0.4454		140924		2		31		0.0109		0.01		0.0209		0.017		RGMA

		chr8		54789207		54789648		0.5230		382736		3		3		0.0000		0		0.0036		0.004		RGS20

		chr20		19895029		19895029		-0.4069		238609		1		2		0.7525		0.356		0.7571		0.358		RIN2

		chr2		87018054		87018054		0.4695		215155		1		17		0.0537		0.051		0.1156		0.079		RMND5A,CD8A

		chr7		5676855		5676855		0.4869		354388		1		1		0.0291		0.029		0.0928		0.063		RNF216

		chr19		46800085		46800338		0.5539		198217		3		8		0.0000		0		0.0027		0.003		RNU6-66P,HIF3A

		chr3		125693966		125693966		0.4260		277339		1		1		0.3348		0.201		0.3758		0.209		ROPN1B

		chr1		151782221		151782221		0.4008		23576		1		1		0.9709		0.41		0.9718		0.41		RORC

		chr12		113259846		113259846		0.4195		98829		1		1		0.4504		0.242		0.4804		0.248		RPH3A

		chr8		109095568		109095782		0.4420		388650		3		22		0.0036		0.004		0.0073		0.008		RSPO2

		chr6		107074591		107074591		0.4082		343312		1		1		0.7225		0.346		0.7288		0.348		RTN4IP1

		chr9		35490515		35490515		0.4010		397564		1		2		0.9554		0.409		0.9563		0.409		RUSC2

		chr16		51184379		51184379		0.4225		150746		1		32		0.3885		0.223		0.4249		0.229		SALL1

		chr17		73688097		73688097		0.4096		174788		1		1		0.6924		0.335		0.7006		0.337		SAP30BP

		chr12		125262591		125262591		0.4164		101731		1		5		0.5187		0.272		0.5423		0.277		SCARB1

		chr22		20790985		20790985		0.4365		253809		1		16		0.2138		0.142		0.2630		0.152		SCARF2

		chr16		23346388		23346388		-0.4256		147675		1		1		0.3412		0.206		0.3813		0.212		SCNN1B

		chr1		243448000		243448000		0.4717		38648		1		2		0.0500		0.047		0.1119		0.076		SDCCAG8

		chr16		82038326		82038326		0.4517		155828		1		1		0.1028		0.084		0.1592		0.104		SDR42E1

		chr10		102279703		102279703		0.4162		54570		1		17		0.5241		0.274		0.5478		0.279		SEC31B

		chr1		151118299		151118299		0.4076		23385		1		13		0.7343		0.35		0.7389		0.352		SEMA6C

		chr11		128564180		128564180		0.4501		81754		1		10		0.1110		0.088		0.1656		0.108		SENCR,FLI1

		chr17		75451809		75451809		0.4179		175488		1		6		0.4841		0.258		0.5096		0.263		SEPTIN9

		chr13		37248078		37248244		0.5064		106382		2		15		0.0000		0		0.0136		0.013		SERTM1

		chr22		31976162		31976162		-0.4066		256541		1		2		0.7634		0.358		0.7671		0.359		SFI1

		chr4		154709828		154709878		0.4894		302999		2		47		0.0009		0.001		0.0146		0.013		SFRP2

		chr1		168198488		168198488		0.5200		27119		1		1		0.0018		0.002		0.0664		0.042		SFT2D2,TBX19

		chr2		109746251		109746251		0.4298		217918		1		20		0.2948		0.182		0.3385		0.19		SH3RF3-AS1,SH3RF3

		chr11		70456848		70456848		0.4969		73004		1		2		0.0182		0.02		0.0819		0.056		SHANK2

		chr15		45479642		45479792		0.5041		131976		3		8		0.0000		0		0.0036		0.004		SHF

		chr3		113345875		113345875		0.4567		275584		1		1		0.0864		0.073		0.1447		0.095		SIDT1

		chr6		100911949		100912168		0.4254		342840		3		8		0.0064		0.006		0.0082		0.008		SIM1

		chr21		38092184		38092184		0.4547		249951		1		2		0.0910		0.076		0.1492		0.097		SIM2

		chr14		60975912		60975964		0.5098		118885		2		11		0.0000		0		0.0136		0.013		SIX6

		chr1		2222253		2222253		0.4581		846		1		6		0.0801		0.068		0.1383		0.092		SKI

		chr17		6616425		6616425		0.4597		160985		1		14		0.0746		0.066		0.1347		0.091		SLC13A5

		chr14		92790285		92790285		0.4455		124140		1		10		0.1438		0.104		0.1975		0.12		SLC24A4

		chr2		27485035		27485035		0.4105		206855		1		3		0.6661		0.325		0.6770		0.327		SLC30A3

		chr3		136538934		136538934		0.4123		279375		1		8		0.6187		0.308		0.6306		0.31		SLC35G2

		chr17		71039644		71039644		0.4198		173914		1		1		0.4440		0.239		0.4750		0.245		SLC39A11

		chr4		72125918		72125918		0.4002		295552		1		1		0.9918		0.413		0.9918		0.413		SLC4A4

		chr16		55690378		55690443		0.5123		151282		3		22		0.0000		0		0.0036		0.004		SLC6A2

		chr19		33716452		33716452		0.4078		194543		1		11		0.7307		0.348		0.7361		0.35		SLC7A10

		chr5		524503		524503		0.4234		306683		1		13		0.3758		0.216		0.4122		0.222		SLC9A3

		chr3		164913627		164913627		0.4811		282534		1		13		0.0355		0.035		0.0983		0.068		SLITRK3

		chr16		29796620		29796620		0.4047		148892		1		7		0.8317		0.378		0.8344		0.379		SLX1B-SULT1A4,SMG1P2,SLX1A,BOLA2,LOC606724,LOC613038

		chr16		4838658		4838658		-0.4519		144689		1		14		0.1028		0.084		0.1592		0.104		SMIM22

		chr1		246198821		246198821		0.4282		39198		1		1		0.3085		0.19		0.3512		0.198		SMYD3

		chr20		10198480		10198480		0.4637		237612		1		4		0.0655		0.058		0.1256		0.083		SNAP25-AS1

		chr7		127624078		127624078		-0.4301		369182		1		1		0.2903		0.181		0.3339		0.189		SND1

		chr2		241975971		241975971		0.4059		235481		1		6		0.7780		0.361		0.7816		0.362		SNED1

		chr8		101614973		101614973		0.4062		387604		1		1		0.7743		0.36		0.7780		0.361		SNX31

		chr3		181428280		181428462		0.4871		284335		6		14		0.0000		0		0.0000		0		SOX2-OT

		chr11		16625664		16625751		0.4780		64607		2		24		0.0027		0.003		0.0155		0.014		SOX6

		chr13		24844896		24844938		0.4276		104573		2		11		0.0237		0.017		0.0309		0.022		SPATA13

		chr3		172859022		172859022		0.4527		283546		1		4		0.1001		0.083		0.1574		0.103		SPATA16

		chr2		229045020		229045020		0.4073		232188		1		3		0.7434		0.351		0.7480		0.353		SPHKAP

		chr4		168155124		168155124		0.4225		303951		1		20		0.3885		0.223		0.4249		0.229		SPOCK3

		chr1		9377984		9377984		0.4017		3179		1		1		0.9363		0.406		0.9372		0.406		SPSB1

		chr3		140814133		140814133		0.4110		279910		1		4		0.6570		0.322		0.6679		0.324		SPSB4

		chr1		54789771		54789771		0.4015		14707		1		1		0.9418		0.408		0.9427		0.408		SSBP3

		chr11		126286828		126286828		0.4287		81436		1		5		0.3057		0.19		0.3485		0.198		ST3GAL4

		chr1		77334748		77334748		0.4080		17314		1		9		0.7288		0.347		0.7352		0.349		ST6GALNAC5

		chr17		37380697		37380697		0.4081		166819		1		14		0.7270		0.346		0.7334		0.348		STAC2

		chr17		37808629		37808629		-0.4768		166900		1		2		0.0437		0.043		0.1056		0.073		STARD3

		chr8		74375265		74375265		0.4294		384964		1		1		0.2966		0.183		0.3403		0.191		STAU2

		chr7		22484882		22484882		0.5247		356233		1		6		0.0009		0.001		0.0655		0.041		STEAP1B

		chr1		47696701		47696788		0.4765		13534		2		27		0.0027		0.003		0.0155		0.014		STIL,TAL1

		chr8		99952217		99952320		0.4775		387355		2		12		0.0027		0.003		0.0155		0.014		STK3

		chr11		8615506		8615506		0.4115		63099		1		17		0.6442		0.315		0.6551		0.317		STK33

		chr8		70541873		70541873		0.4091		384504		1		1		0.6997		0.338		0.7079		0.34		SULF1

		chr7		138350700		138350700		0.4312		371011		1		4		0.2712		0.17		0.3167		0.178		SVOPL

		chr12		62585204		62585204		0.4003		92464		1		10		0.9836		0.411		0.9836		0.411		TAFA2

		chr2		161996385		161996385		0.4016		223877		1		1		0.9390		0.407		0.9399		0.407		TANK

		chr8		125538941		125538941		-0.4066		390518		1		1		0.7634		0.358		0.7671		0.359		TATDN1

		chr17		80745169		80745169		0.4010		177757		1		4		0.9600		0.409		0.9609		0.409		TBCD

		chr1		152080471		152081317		0.4633		23665		4		5		0.0000		0		0.0009		0.001		TCHH

		chr6		50786670		50786670		-0.4087		339328		1		2		0.7116		0.342		0.7179		0.344		TFAP2B

		chr1		36039655		36039655		0.4071		10589		1		16		0.7470		0.353		0.7516		0.355		TFAP2E,PSMB2

		chr1		218524558		218524558		0.4971		34424		1		1		0.0182		0.02		0.0819		0.056		TGFB2

		chr11		2187632		2187921		0.4423		61680		2		6		0.0118		0.011		0.0218		0.018		TH

		chr11		76082430		76082430		-0.4577		74539		1		1		0.0810		0.069		0.1392		0.093		THAP12

		chr6		169629875		169629875		0.4685		351917		1		6		0.0546		0.051		0.1165		0.079		THBS2

		chr17		76880144		76880144		0.4473		176042		1		2		0.1283		0.094		0.1820		0.112		TIMP2

		chr1		223314788		223314788		0.4567		35112		1		2		0.0864		0.073		0.1447		0.095		TLR5

		chr10		102891076		102891280		0.4367		54781		2		17		0.0155		0.012		0.0237		0.018		TLX1

		chr10		102890886		102891019		0.4566		54781		5		17		0.0000		0		0.0000		0		TLX1NB

		chr5		170736201		170736572		0.4905		326428		7		12		0.0000		0		0.0000		0		TLX3

		chr3		149051362		149051523		0.4818		280778		4		7		0.0000		0		0.0009		0.001		TM4SF18

		chr1		205216617		205216617		0.4221		32286		1		3		0.3904		0.223		0.4268		0.229		TMCC2

		chr17		76228233		76228233		0.4074		175758		1		16		0.7407		0.351		0.7452		0.353		TMEM235

		chr8		91649477		91649477		0.4738		386256		1		1		0.0464		0.045		0.1083		0.074		TMEM64

		chr2		152220410		152220410		0.4317		222843		1		2		0.2648		0.168		0.3103		0.176		TNFAIP6

		chr20		42544728		42544794		0.5617		242247		3		25		0.0000		0		0.0027		0.003		TOX2

		chr9		35689902		35689911		0.4597		397627		2		9		0.0045		0.005		0.0173		0.014		TPM2

		chr7		65723664		65723664		0.4250		362025		1		1		0.3503		0.208		0.3904		0.214		TPST1

		chr1		209942726		209942726		0.4541		33282		1		2		0.0955		0.08		0.1538		0.1		TRAF3IP3

		chr8		141074510		141074581		0.4478		393002		2		2		0.0109		0.01		0.0209		0.017		TRAPPC9

		chr1		228603769		228603769		0.5681		36266		1		15		0.0000		0		0.0646		0.04		TRIM17

		chr2		27529788		27530153		0.4489		206872		3		21		0.0036		0.004		0.0073		0.008		TRIM54

		chr1		231299352		231299352		0.4551		36895		1		18		0.0901		0.075		0.1483		0.096		TRIM67

		chr8		116506662		116506709		0.4850		389009		2		2		0.0018		0.002		0.0146		0.013		TRPS1

		chr8		143386872		143386872		0.4280		393780		1		5		0.3112		0.192		0.3540		0.2		TSNARE1

		chr1		232148829		232148829		0.4474		37067		1		1		0.1283		0.094		0.1820		0.112		TSNAX-DISC1,DISC1

		chr21		46012520		46012520		0.4000		251993		1		3		0.9982		0.414		0.9982		0.414		TSPEAR

		chr1		55266296		55266296		0.4112		14881		1		14		0.6515		0.319		0.6624		0.321		TTC22

		chr15		99707757		99707757		0.4097		141758		1		1		0.6879		0.331		0.6961		0.333		TTC23

		chr19		54926805		54926805		0.4769		200894		1		19		0.0437		0.043		0.1056		0.073		TTYH1

		chr7		2681223		2681223		0.4175		353553		1		3		0.4904		0.261		0.5159		0.266		TTYH3

		chr6		139600997		139600997		0.4234		347232		1		1		0.3758		0.216		0.4122		0.222		TXLNB

		chr6		42660572		42660572		0.4895		338043		1		1		0.0255		0.027		0.0892		0.061		UBR2

		chr1		165853708		165853708		0.4056		26715		1		3		0.7998		0.368		0.8025		0.369		UCK2

		chr2		27530884		27530884		0.4013		206872		1		21		0.9472		0.409		0.9481		0.409		UCN

		chr16		84780726		84780726		-0.4184		156393		1		4		0.4704		0.252		0.4986		0.258		USP10

		chr16		23156675		23156675		0.4054		147634		1		2		0.8062		0.369		0.8089		0.37		USP31

		chr12		95941869		95942100		0.4276		95963		6		19		0.0000		0		0.0000		0		USP44

		chr10		11574616		11574616		0.4540		42045		1		6		0.0965		0.081		0.1547		0.101		USP6NL

		chr2		71134630		71134630		0.4229		213229		1		9		0.3822		0.219		0.4186		0.225		VAX2

		chr8		95541247		95541247		-0.4360		386712		1		1		0.2166		0.144		0.2648		0.154		VIRMA

		chr9		2623562		2623562		0.5308		395199		1		2		0.0009		0.001		0.0655		0.041		VLDLR

		chr8		100718146		100718146		-0.4248		387425		1		1		0.3530		0.208		0.3922		0.214		VPS13B

		chr7		49813085		49813486		0.4845		360644		5		8		0.0000		0		0.0000		0		VWC2

		chr8		67419936		67419936		0.4527		384173		1		2		0.1001		0.083		0.1574		0.103		VXN

		chr1		228195779		228195794		0.4537		36109		2		17		0.0064		0.007		0.0182		0.015		WNT3A

		chr22		46366907		46366907		0.4679		260429		1		6		0.0546		0.051		0.1165		0.079		WNT7B

		chr16		78323024		78323024		0.4078		155154		1		1		0.7307		0.348		0.7361		0.35		WWOX

		chr16		69873892		69873892		0.4174		153672		1		1		0.4923		0.261		0.5177		0.266		WWP2

		chr3		149271990		149271990		0.4533		280840		1		1		0.0992		0.083		0.1574		0.103		WWTR1

		chr2		31607367		31607367		0.4440		207674		1		1		0.1547		0.114		0.2075		0.128		XDH

		chr8		135559178		135559178		-0.4067		392442		1		2		0.7607		0.358		0.7643		0.359		ZFAT

		chr16		88590325		88590340		0.4737		158039		2		6		0.0027		0.003		0.0155		0.014		ZFPM1

		chr3		147110367		147110367		0.4227		280566		1		19		0.3876		0.223		0.4240		0.229		ZIC4

		chr5		43192025		43192025		0.4435		311734		1		14		0.1565		0.114		0.2093		0.128		ZNF131

		chr17		5019611		5019611		0.4167		160648		1		10		0.5114		0.27		0.5359		0.275		ZNF232

		chr3		22413680		22413680		0.4237		265212		1		6		0.3694		0.214		0.4058		0.22		ZNF385D

		chr18		22929205		22929205		0.5387		180529		1		8		0.0009		0.001		0.0655		0.041		ZNF521






Supplementary Table 4

		Supplementary Table 4: Results from DMR analysis comparing LowHR TNBC-like and TNBC samples

		chr		start		end		value		cluster		indexStart		indexEnd		L		clusterL		p,value		fwer		p.valueArea		fwerArea		Gene

		chr1		32229411		32229411		0.4097		9746		21101		21101		1		3		0.7211		0.652		0.7276		0.653		ADGRB2

		chr21		38081480		38081480		-0.4019		249429		787800		787800		1		9		0.9443		0.736		0.9449		0.736		SIM2






Supplementary Table 5

		Supplementary Table 5: Results from DMR analysis comparing LowHR HRpos-like and LowHR TNBC-like samples

		chr		start		end		value		cluster		L		clusterL		p,value		fwer		p.valueArea		fwerArea		Gene

		chr22		43116077		43116077		0.4771		263029		1		16		0.0453		0.1220		0.1219		0.215		A4GALT

		chr17		79095818		79095818		0.4573		179638		1		14		0.1084		0.2440		0.1767		0.308		AATK

		chr16		48269819		48269819		-0.4110		152479		1		6		0.6754		0.7190		0.6840		0.721		ABCC11

		chr9		136150585		136150585		0.4076		413870		1		7		0.7537		0.7490		0.7586		0.751		ABO

		chr2		211090171		211090171		0.4508		233059		1		11		0.1474		0.3080		0.2101		0.356		ACADL

		chr17		48546341		48546341		0.4137		172852		1		20		0.6138		0.6880		0.6254		0.691		ACSF2

		chr20		25013345		25013364		0.4290		242862		2		8		0.0437		0.0900		0.0484		0.094		ACSS1

		chr1		236849966		236849966		0.4064		38440		1		10		0.7946		0.7640		0.7982		0.765		ACTN2

		chr12		52301307		52301307		0.4096		91741		1		10		0.7075		0.7290		0.7139		0.731		ACVRL1

		chr5		33892083		33892313		0.5135		314907		6		14		0.0000		0.0000		0.0003		0.001		ADAMTS12

		chr5		5140646		5140646		0.4826		312168		1		22		0.0365		0.1030		0.1134		0.2		ADAMTS16

		chr10		1447183		1447183		0.4381		40746		1		3		0.2474		0.4390		0.2955		0.465		ADARB2

		chr14		24804022		24804339		0.4585		117318		4		13		0.0017		0.0060		0.0028		0.008		ADCY4

		chr18		909518		909518		0.4012		180736		1		3		0.9563		0.8240		0.9563		0.824		ADCYAP1

		chr1		244588462		244588462		-0.4370		39364		1		1		0.2615		0.4620		0.3083		0.487		ADSS2

		chr2		162357826		162357826		0.4433		227300		1		1		0.2024		0.3900		0.2571		0.424		AHCTF1P1

		chr5		400201		400201		0.4273		310954		1		11		0.3710		0.5500		0.4028		0.564		AHRR

		chr7		134143823		134143919		0.4286		375974		3		13		0.0113		0.0270		0.0119		0.029		AKR1B1

		chr12		85674296		85674296		0.4637		96141		1		16		0.0796		0.1920		0.1512		0.267		ALX1

		chr11		94571764		94571764		-0.4326		77480		1		1		0.3044		0.5060		0.3437		0.524		AMOTL1

		chr7		2738925		2738925		0.4071		358871		1		4		0.7714		0.7540		0.7752		0.755		AMZ1

		chr8		41655673		41655789		0.4477		387215		2		6		0.0182		0.0440		0.0290		0.064		ANK1

		chr5		10565263		10565263		0.4685		312919		1		3		0.0669		0.1700		0.1407		0.251		ANKRD33B

		chr12		99287793		99287793		0.4150		97806		1		4		0.5845		0.6770		0.5975		0.68		ANKS1B

		chr12		101111593		101111593		0.4002		97966		1		3		0.9923		0.8350		0.9923		0.835		ANO4

		chr19		17439339		17439339		0.4022		195487		1		2		0.9212		0.8110		0.9215		0.811		ANO8

		chr2		201612879		201612944		-0.4682		231643		2		4		0.0044		0.0130		0.0194		0.041		AOX2P

		chr4		40859259		40859259		0.4273		297404		1		8		0.3696		0.5490		0.4014		0.563		APBB2

		chr19		1467952		1467979		0.5201		190009		2		6		0.0003		0.0010		0.0163		0.037		APC2,C19orf25

		chr12		50355618		50355618		0.4055		91294		1		7		0.8175		0.7710		0.8200		0.772		AQP5

		chr2		97204401		97204401		0.4054		219153		1		1		0.8197		0.7730		0.8222		0.774		ARID5A

		chr1		201084119		201084122		0.4436		31342		2		12		0.0224		0.0520		0.0318		0.067		ASCL5

		chr12		110754762		110754762		0.4227		99722		1		1		0.4371		0.5940		0.4647		0.606		ATP2A2

		chr1		154300241		154300241		0.4028		24436		1		3		0.9024		0.8080		0.9027		0.808		ATP8B2

		chr12		63544768		63544768		0.4066		93936		1		19		0.7877		0.7610		0.7915		0.762		AVPR1A

		chr17		80944134		80944134		0.4284		180529		1		4		0.3508		0.5350		0.3848		0.549		B3GNTL1

		chr12		570155		570155		0.4033		84139		1		4		0.8825		0.7990		0.8831		0.799		B4GALNT3

		chr21		42543072		42543072		0.4362		254287		1		3		0.2662		0.4680		0.3121		0.492		BACE2

		chr22		38485020		38485020		0.4147		261602		1		6		0.5905		0.6800		0.6033		0.683		BAIAP2L2

		chr9		135464814		135465030		0.4508		413664		2		5		0.0158		0.0390		0.0268		0.059		BARHL1

		chr1		156611951		156612436		0.4702		25210		5		11		0.0003		0.0010		0.0011		0.004		BCAN

		chr12		25055967		25056083		0.4490		88276		4		22		0.0019		0.0070		0.0028		0.008		BCAT1

		chr1		147016901		147016901		0.5367		23081		1		1		0.0047		0.0170		0.0829		0.139		BCL9

		chr4		42153081		42153081		0.4384		297636		1		18		0.2438		0.4370		0.2928		0.463		BEND4

		chr12		32260832		32260832		0.4012		89378		1		16		0.9558		0.8240		0.9560		0.824		BICD1

		chr20		6750617		6750617		0.4737		240816		1		6		0.0520		0.1400		0.1275		0.229		BMP2

		chr3		112995690		112995690		0.4103		279244		1		4		0.6901		0.7250		0.6975		0.727		BOC

		chr6		105584149		105584149		0.4351		347975		1		19		0.2770		0.4820		0.3213		0.504		BVES

		chr2		119915392		119915392		0.4276		222438		1		19		0.3644		0.5450		0.3970		0.559		C1QL2

		chr12		2237980		2237980		-0.4052		84595		1		2		0.8250		0.7760		0.8272		0.776		CACNA1C

		chr12		2393671		2393684		0.4332		84638		2		2		0.0373		0.0800		0.0437		0.087		CACNA1C-IT3,CACNA1C

		chr17		48636344		48636646		0.4758		172892		3		33		0.0006		0.0020		0.0047		0.013		CACNA1G-AS1

		chr1		223908491		223908491		-0.4041		35650		1		1		0.8607		0.7920		0.8618		0.792		CAPN2

		chr5		71015210		71015210		0.4167		318660		1		13		0.5480		0.6550		0.5635		0.66		CARTPT

		chr16		88988174		88988235		0.4542		160728		2		3		0.0122		0.0330		0.0243		0.054		CBFA2T3

		chr2		223163784		223163792		0.4288		234823		2		21		0.0437		0.0900		0.0484		0.094		CCDC140

		chr1		169396635		169396635		0.4161		27582		1		12		0.5612		0.6610		0.5756		0.665		CCDC181

		chr5		66488992		66488992		0.4027		318282		1		2		0.9027		0.8080		0.9030		0.808		CD180

		chr4		15780238		15780306		0.4384		295242		2		16		0.0293		0.0640		0.0373		0.075		CD38

		chr3		48694018		48694018		0.4133		272626		1		8		0.6210		0.6910		0.6323		0.694		CELSR3

		chr17		48546118		48546193		0.4153		172852		2		20		0.0644		0.1170		0.0661		0.118		CHAD,ACSF2

		chr1		6231043		6231043		0.4205		2101		1		3		0.4780		0.6150		0.5018		0.624		CHD5

		chr3		238496		238496		0.4663		265607		1		25		0.0730		0.1780		0.1463		0.257		CHL1

		chr7		29495985		29495985		-0.4175		362774		1		1		0.5311		0.6440		0.5480		0.65		CHN2

		chr7		136556193		136556193		0.4026		376319		1		5		0.9071		0.8080		0.9074		0.808		CHRM2

		chr1		240046473		240046473		-0.4495		38704		1		1		0.1581		0.3300		0.2195		0.373		CHRM3

		chr15		78912658		78912658		0.4334		140512		1		19		0.2955		0.5000		0.3370		0.521		CHRNA3

		chr20		61992187		61992187		0.4679		250730		1		9		0.0683		0.1720		0.1421		0.252		CHRNA4

		chrX		71524766		71524766		0.4210		420923		1		11		0.4672		0.6100		0.4916		0.62		CITED1

		chr7		143042635		143042635		0.4285		377477		1		4		0.3503		0.5350		0.3843		0.549		CLCN1

		chr22		19512228		19512228		0.4350		257051		1		15		0.2790		0.4850		0.3226		0.507		CLDN5

		chr16		3068128		3068128		0.4447		146340		1		15		0.1916		0.3780		0.2485		0.416		CLDN6

		chr2		29338100		29338109		0.4846		210398		2		17		0.0011		0.0040		0.0171		0.039		CLIP4

		chr13		100547292		100547367		0.4463		113496		3		13		0.0061		0.0170		0.0083		0.022		CLYBL

		chr2		98962900		98962900		0.4259		219489		1		12		0.3879		0.5640		0.4186		0.578		CNGA3

		chr19		40729386		40729386		0.4032		199401		1		3		0.8869		0.8030		0.8875		0.803		CNTD2

		chr1		205012569		205012569		0.4015		32608		1		8		0.9469		0.8230		0.9472		0.823		CNTN2

		chr9		116969440		116969440		0.4239		409806		1		1		0.4200		0.5850		0.4487		0.597		COL27A1

		chr7		7529755		7529755		0.4862		360150		1		1		0.0312		0.0930		0.1084		0.192		COL28A1

		chr13		110897039		110897046		-0.4142		114656		2		3		0.0661		0.1180		0.0669		0.119		COL4A1

		chr19		18901843		18901843		0.4047		196078		1		25		0.8402		0.7850		0.8419		0.785		COMP

		chr12		39299326		39299326		0.4007		89744		1		12		0.9718		0.8300		0.9718		0.83		CPNE8

		chr20		2781122		2781324		0.5175		240031		5		16		0.0000		0.0000		0.0008		0.003		CPXM1

		chr10		125651588		125651621		0.4239		59150		2		12		0.0495		0.0990		0.0536		0.102		CPXM2

		chr7		30722320		30722320		0.4754		363040		1		15		0.0495		0.1330		0.1252		0.224		CRHR2

		chr2		80530431		80530431		0.4166		217681		1		11		0.5510		0.6570		0.5662		0.662		CTNNA2,LRRTM1

		chr7		101629430		101629430		0.4022		372079		1		1		0.9212		0.8110		0.9215		0.811		CUX1

		chr15		74658547		74658547		0.4758		139456		1		20		0.0481		0.1290		0.1239		0.22		CYP11A1

		chr2		38301756		38301756		0.4510		211556		1		37		0.1451		0.3040		0.2079		0.352		CYP1B1

		chr20		52790063		52790139		0.4589		248455		2		15		0.0088		0.0240		0.0216		0.047		CYP24A1

		chr10		94834763		94834763		0.4229		53894		1		5		0.4335		0.5910		0.4617		0.603		CYP26A1

		chr2		72371261		72371261		0.4231		216720		1		10		0.4321		0.5900		0.4603		0.602		CYP26B1

		chr10		94826319		94826319		0.4197		53888		1		8		0.4916		0.6190		0.5142		0.628		CYP26C1

		chr21		27945533		27945554		0.4322		252031		3		11		0.0105		0.0260		0.0111		0.028		CYYR1

		chr9		124344221		124344221		0.4089		410632		1		1		0.7230		0.7380		0.7285		0.74		DAB2IP

		chr4		71872103		71872103		0.4120		299572		1		1		0.6519		0.7100		0.6613		0.713		DCK

		chr2		220283156		220283175		0.4262		234488		2		12		0.0473		0.0950		0.0514		0.098		DES

		chr18		3526902		3526902		0.4172		181023		1		1		0.5380		0.6480		0.5546		0.654		DLGAP1

		chr9		968090		968090		0.4197		400872		1		1		0.4924		0.6200		0.5151		0.629		DMRT1

		chr1		50886393		50886411		0.4446		13999		2		12		0.0213		0.0500		0.0310		0.065		DMRTA2

		chr2		230578216		230578216		0.4047		235728		1		6		0.8402		0.7850		0.8419		0.785		DNER

		chr1		171810910		171810910		0.4466		27893		1		14		0.1786		0.3630		0.2372		0.403		DNM3

		chr5		169064451		169064451		0.4277		330879		1		10		0.3630		0.5430		0.3956		0.557		DOCK2

		chr1		11752494		11752494		0.4723		3994		1		15		0.0542		0.1440		0.1294		0.232		DRAXIN

		chr18		28621490		28621490		0.4882		183570		1		21		0.0285		0.0870		0.1056		0.189		DSC3

		chr13		96296144		96296144		0.4230		112746		1		2		0.4324		0.5900		0.4606		0.602		DZIP1

		chr10		131761386		131761386		0.4824		60389		1		18		0.0365		0.1030		0.1134		0.2		EBF3

		chr3		183994073		183994073		0.4657		288675		1		15		0.0738		0.1800		0.1468		0.259		ECE2

		chr1		236629477		236629477		0.4017		38397		1		2		0.9378		0.8180		0.9381		0.818		EDARADD

		chr20		57875703		57875735		0.4837		249493		2		15		0.0011		0.0040		0.0171		0.039		EDN3

		chr20		62119492		62119492		0.4257		250803		1		1		0.3915		0.5680		0.4219		0.582		EEF1A2

		chrX		44088106		44088106		0.4577		418882		1		1		0.1067		0.2390		0.1750		0.304		EFHC2

		chr9		140524817		140524817		-0.4285		415715		1		2		0.3503		0.5350		0.3843		0.549		EHMT1

		chr2		73151595		73151595		0.4894		216797		1		6		0.0271		0.0850		0.1042		0.187		EMX1

		chr10		119303479		119303479		0.4537		58008		1		42		0.1283		0.2770		0.1941		0.329		EMX2OS,EMX2

		chr2		119600002		119600586		0.4330		222382		3		15		0.0102		0.0260		0.0111		0.028		EN1

		chr2		46613544		46613544		0.4789		213108		1		1		0.0429		0.1190		0.1194		0.213		EPAS1

		chr1		226008710		226008710		-0.4367		36025		1		1		0.2632		0.4630		0.3096		0.488		EPHX1

		chr17		19209667		19209667		0.4182		166248		1		5		0.5189		0.6350		0.5377		0.642		EPN2

		chr19		55592453		55592930		0.4654		204083		2		3		0.0053		0.0150		0.0196		0.041		EPS8L1

		chr11		726367		726367		0.4142		61848		1		3		0.6046		0.6870		0.6168		0.69		EPS8L2

		chr17		37860344		37860344		-0.4048		169546		1		1		0.8383		0.7840		0.8399		0.784		ERBB2

		chr12		1552740		1552740		0.4133		84360		1		1		0.6226		0.6910		0.6340		0.694		ERC1

		chr7		64451426		64451426		0.4176		367170		1		4		0.5308		0.6440		0.5477		0.65		ERV3-1

		chr1		6507490		6508028		0.4167		2244		5		8		0.0014		0.0050		0.0014		0.005		ESPN

		chr4		5710403		5710411		0.4836		293429		3		15		0.0000		0.0000		0.0044		0.012		EVC2

		chr7		27283545		27283545		0.4631		362368		1		35		0.0813		0.1950		0.1529		0.27		EVX1

		chr8		118966409		118966409		-0.4307		395147		1		1		0.3224		0.5170		0.3586		0.532		EXT1

		chr13		113764555		113764871		0.4690		115657		2		8		0.0044		0.0130		0.0194		0.041		F7

		chr8		59058254		59058656		0.4682		388926		3		7		0.0011		0.0040		0.0050		0.014		FAM110B

		chr7		22989876		22989876		-0.4236		361624		1		1		0.4260		0.5870		0.4548		0.599		FAM126A

		chr9		38622559		38622559		0.4770		404088		1		14		0.0453		0.1220		0.1219		0.215		FAM201A

		chr15		52945342		52945342		-0.4082		135224		1		6		0.7421		0.7450		0.7476		0.747		FAM214A

		chr21		42688886		42688886		0.4833		254322		1		12		0.0357		0.1020		0.1128		0.2		FAM3B

		chr1		166135208		166135208		0.4150		27039		1		17		0.5850		0.6770		0.5980		0.68		FAM78B

		chr8		124217760		124217896		0.4711		395961		2		3		0.0030		0.0100		0.0182		0.041		FAM83A

		chr17		6679564		6679564		0.4398		163484		1		11		0.2306		0.4200		0.2812		0.45		FBXO39

		chr3		192126165		192126165		0.4167		290198		1		3		0.5474		0.6540		0.5632		0.659		FGF12

		chr13		102568555		102568886		0.4723		113819		2		4		0.0030		0.0100		0.0182		0.041		FGF14

		chr5		170878094		170878209		0.4693		331180		2		6		0.0041		0.0120		0.0191		0.041		FGF18

		chr11		69516939		69517299		0.5712		73584		3		24		0.0000		0.0000		0.0041		0.011		FGF19

		chr10		103536342		103536348		0.4845		55680		2		12		0.0011		0.0040		0.0171		0.039		FGF8

		chr10		123355748		123355748		0.4257		58679		1		23		0.3918		0.5680		0.4222		0.582		FGFR2

		chr5		180075875		180075875		0.4583		333657		1		2		0.1037		0.2330		0.1728		0.3		FLT4

		chr14		38061988		38061988		-0.4756		118575		1		1		0.0489		0.1320		0.1247		0.223		FOXA1

		chr1		47882265		47882265		0.4099		13644		1		7		0.6984		0.7280		0.7053		0.73		FOXE3

		chr14		29236535		29236535		0.4072		117600		1		26		0.7691		0.7540		0.7733		0.755		FOXG1

		chr8		145700251		145700268		0.4323		400534		2		15		0.0395		0.0830		0.0451		0.089		FOXH1

		chr7		4781872		4781872		0.4143		359318		1		4		0.6022		0.6840		0.6146		0.687		FOXK1

		chr3		138666118		138666144		0.4198		283420		2		19		0.0556		0.1050		0.0589		0.107		FOXL2NB

		chr14		89817982		89817982		-0.4666		125567		1		4		0.0724		0.1770		0.1457		0.257		FOXN3

		chr6		1313211		1313211		0.6770		334133		1		10		0.0000		0.0000		0.0782		0.129		FOXQ1

		chr9		86152249		86152249		0.4218		405600		1		3		0.4526		0.6060		0.4786		0.616		FRMD3

		chr10		13932894		13932894		0.4333		43095		1		9		0.2972		0.5000		0.3381		0.521		FRMD4A

		chr17		79503859		79503859		0.4450		179848		1		6		0.1888		0.3750		0.2466		0.414		FSCN2

		chr2		202900063		202900063		0.4075		231932		1		16		0.7578		0.7500		0.7625		0.751		FZD7

		chr2		171676809		171676809		0.5767		228320		1		2		0.0006		0.0020		0.0788		0.131		GAD1

		chr10		26506713		26506713		0.4345		44632		1		11		0.2850		0.4890		0.3276		0.511		GAD2

		chr5		153582370		153582370		0.4005		329178		1		1		0.9804		0.8310		0.9804		0.831		GALNT10

		chr2		154729200		154729200		0.4103		226463		1		22		0.6901		0.7250		0.6975		0.727		GALNT13

		chr1		230289718		230289718		0.4138		37095		1		3		0.6121		0.6880		0.6243		0.691		GALNT2

		chr9		128071135		128071135		-0.4315		411442		1		1		0.3146		0.5100		0.3528		0.527		GAPVD1

		chr2		26396787		26396787		0.4762		209579		1		14		0.0470		0.1260		0.1233		0.218		GAREM2

		chr9		130151001		130151001		0.4306		411947		1		1		0.3235		0.5180		0.3597		0.533		GARNL3

		chr7		30656105		30656105		-0.4071		363014		1		1		0.7722		0.7540		0.7761		0.755		GARS1

		chr3		128212001		128212196		0.4328		281833		3		12		0.0102		0.0260		0.0111		0.028		GATA2

		chr8		11560563		11560563		0.4255		382783		1		20		0.3940		0.5690		0.4241		0.583		GATA4

		chr7		921156		921156		-0.4245		357923		1		2		0.4111		0.5760		0.4401		0.589		GET4

		chr6		13404882		13404882		0.4292		336539		1		1		0.3423		0.5300		0.3768		0.544		GFOD1

		chr5		179779205		179779205		0.4184		333579		1		13		0.5156		0.6320		0.5344		0.639		GFPT2

		chr19		38877739		38877739		0.4921		198795		1		4		0.0241		0.0750		0.1017		0.182		GGN

		chr19		46180667		46180667		0.4019		201008		1		3		0.9303		0.8140		0.9306		0.814		GIPR

		chr9		80130342		80130342		0.4058		405150		1		1		0.8084		0.7670		0.8112		0.768		GNA14

		chr1		235796187		235796302		0.4630		38209		2		2		0.0066		0.0180		0.0207		0.044		GNG4

		chr9		88694317		88694317		-0.4124		405816		1		5		0.6439		0.7070		0.6541		0.71		GOLM1

		chr7		99769558		99769558		0.4176		371465		1		5		0.5308		0.6440		0.5477		0.65		GPC2

		chr9		139237503		139237503		0.4896		415046		1		4		0.0268		0.0840		0.1040		0.186		GPSM1

		chr12		52400907		52401214		0.4356		91771		2		11		0.0335		0.0730		0.0406		0.081		GRASP

		chr9		37432946		37432946		0.4052		403837		1		1		0.8278		0.7780		0.8300		0.778		GRHPR

		chr11		105481283		105481283		0.4218		78463		1		24		0.4512		0.6060		0.4775		0.616		GRIA4

		chr11		120434979		120435056		0.5365		81217		5		13		0.0000		0.0000		0.0006		0.002		GRIK4

		chr9		140051205		140051205		0.4639		415470		1		4		0.0788		0.1910		0.1507		0.266		GRIN1

		chr3		141516291		141516458		-0.4314		283832		2		5		0.0401		0.0840		0.0453		0.089		GRK7

		chr5		178422071		178422071		0.4165		333124		1		16		0.5532		0.6570		0.5684		0.662		GRM6

		chr14		95235026		95235127		0.4443		126850		3		23		0.0064		0.0180		0.0086		0.023		GSC

		chr2		127413831		127413831		0.4995		223322		1		19		0.0174		0.0580		0.0954		0.171		GYPC

		chr4		174450083		174450353		0.4426		308831		2		37		0.0246		0.0560		0.0332		0.069		HAND2

		chr19		19373575		19373575		0.4114		196271		1		9		0.6669		0.7170		0.6760		0.719		HAPLN4

		chr10		93335091		93335091		0.4014		53642		1		3		0.9500		0.8240		0.9502		0.824		HECTD2-AS1

		chr8		43015521		43015521		0.4291		387530		1		1		0.3434		0.5310		0.3779		0.545		HGSNAT

		chr1		210567246		210567246		0.4565		33773		1		1		0.1139		0.2540		0.1816		0.316		HHAT

		chr17		1959121		1959121		0.4067		162143		1		55		0.7866		0.7610		0.7904		0.762		HIC1

		chr1		42342911		42342911		0.4093		12308		1		1		0.7125		0.7310		0.7183		0.733		HIVEP3

		chr4		57522145		57522493		0.4646		298804		2		12		0.0058		0.0160		0.0202		0.042		HOPX

		chr7		27136424		27136424		0.4493		362287		1		24		0.1601		0.3340		0.2212		0.377		HOTAIRM1

		chr7		27192187		27192187		0.4489		362312		1		20		0.1628		0.3390		0.2234		0.381		HOXA-AS3

		chr7		27227847		27227847		0.4393		362331		1		6		0.2356		0.4230		0.2856		0.452		HOXA11-AS

		chr2		176958174		176958174		0.5138		229171		1		15		0.0102		0.0340		0.0882		0.154		HOXD13

		chr2		177030228		177030228		0.4123		229209		1		7		0.6467		0.7080		0.6561		0.711		HOXD3

		chr2		177017449		177017449		0.4491		229202		1		17		0.1626		0.3380		0.2231		0.38		HOXD4

		chr12		117314052		117314052		0.4079		101142		1		1		0.7462		0.7460		0.7517		0.748		HRK

		chr10		118500755		118500755		0.4763		57847		1		2		0.0467		0.1260		0.1230		0.218		HSPA12A

		chr20		3713341		3713345		0.4736		240253		2		7		0.0028		0.0100		0.0182		0.041		HSPA12B

		chr15		99193929		99193929		0.4096		143929		1		9		0.7058		0.7290		0.7125		0.731		IGF1R

		chr17		47075095		47075175		0.4655		172362		2		16		0.0053		0.0150		0.0196		0.041		IGF2BP1

		chr7		23509289		23509289		0.4341		361748		1		12		0.2878		0.4940		0.3304		0.516		IGF2BP3

		chr1		166917009		166917009		0.5075		27104		1		5		0.0133		0.0450		0.0912		0.16		ILDR2

		chr2		121105535		121105535		-0.4486		222693		1		9		0.1648		0.3420		0.2253		0.384		INHBB

		chr1		153736313		153736313		0.4390		24314		1		1		0.2389		0.4290		0.2889		0.458		INTS3

		chr3		197639792		197639792		0.4200		291615		1		4		0.4871		0.6180		0.5101		0.627		IQCG

		chr3		13114570		13114733		0.5537		267391		4		15		0.0000		0.0000		0.0014		0.005		IQSEC1

		chr6		393239		393616		0.4146		333927		2		4		0.0655		0.1180		0.0669		0.119		IRF4

		chr5		3596207		3596704		0.5285		312010		2		11		0.0000		0.0000		0.0160		0.036		IRX1

		chr14		77964542		77964542		0.4064		124669		1		11		0.7921		0.7640		0.7960		0.765		ISM2

		chr5		52239660		52239660		-0.4440		316538		1		2		0.1966		0.3820		0.2532		0.419		ITGA1

		chr2		161078319		161078319		-0.4084		227081		1		1		0.7374		0.7440		0.7429		0.746		ITGB6

		chr7		20390589		20390589		0.4364		361276		1		1		0.2651		0.4650		0.3113		0.489		ITGB8

		chr15		41793881		41793881		0.4672		133349		1		6		0.0705		0.1750		0.1440		0.255		ITPKA

		chr1		226856016		226856016		0.4398		36274		1		5		0.2300		0.4200		0.2806		0.45		ITPKB

		chr1		62765148		62765148		0.4032		16074		1		3		0.8878		0.8030		0.8883		0.803		KANK4

		chr14		88789516		88789516		0.4033		125393		1		18		0.8825		0.7990		0.8831		0.799		KCNK10

		chr6		39281421		39281541		0.4568		342161		3		15		0.0033		0.0100		0.0061		0.015		KCNK17

		chr6		39196071		39196071		0.4075		342138		1		2		0.7581		0.7500		0.7628		0.751		KCNK5

		chr5		113699194		113699342		0.4179		323012		2		29		0.0603		0.1130		0.0628		0.114		KCNN2

		chr19		34799524		34799524		-0.4373		197757		1		1		0.2574		0.4530		0.3041		0.478		KIAA0355

		chr16		27730146		27730146		0.4115		150716		1		8		0.6635		0.7150		0.6727		0.717		KIAA0556

		chr2		149645394		149645394		0.4422		225898		1		6		0.2112		0.4010		0.2646		0.435		KIF5C

		chr8		145698232		145698660		0.4883		400533		2		6		0.0011		0.0040		0.0171		0.039		KIFC2

		chr16		87739430		87739430		-0.4049		160099		1		4		0.8366		0.7840		0.8383		0.784		KLHDC4

		chr10		135033364		135033364		0.4289		61382		1		4		0.3456		0.5330		0.3801		0.547		KNDC1

		chr12		53184179		53184179		0.4027		92083		1		6		0.9027		0.8080		0.9030		0.808		KRT3

		chr18		7116977		7116977		0.6346		181359		1		10		0.0000		0.0000		0.0782		0.129		LAMA1

		chr11		111411381		111411381		0.4162		79087		1		13		0.5588		0.6610		0.5734		0.665		LAYN

		chr10		102990026		102990191		0.4152		55565		2		22		0.0652		0.1180		0.0666		0.119		LBX1-AS1

		chr18		13542550		13542550		-0.4580		182487		1		2		0.1048		0.2360		0.1736		0.302		LDLRAD4

		chr6		33739558		33739607		0.4749		340718		2		2		0.0028		0.0100		0.0182		0.041		LEMD2

		chr1		65991176		65991182		0.5118		16585		2		10		0.0003		0.0010		0.0163		0.037		LEPR

		chr17		35297309		35297309		0.4289		168923		1		59		0.3456		0.5330		0.3801		0.547		LHX1

		chr9		139096450		139096450		0.4556		414996		1		9		0.1203		0.2640		0.1872		0.322		LHX3

		chr1		180204221		180204221		0.4939		29050		1		38		0.0221		0.0710		0.0998		0.178		LHX4

		chr9		124985406		124985406		0.4362		410833		1		3		0.2662		0.4680		0.3121		0.492		LHX6

		chr1		197882170		197882469		0.4771		30833		3		21		0.0003		0.0010		0.0044		0.012		LHX9

		chr20		62369445		62369462		0.4602		250922		2		27		0.0086		0.0230		0.0213		0.046		LIME1,ZGPAT

		chr17		70611386		70611386		0.4141		176498		1		1		0.6052		0.6870		0.6174		0.69		LINC00511

		chr8		117010731		117010731		-0.4855		394849		1		1		0.0321		0.0950		0.1092		0.194		LINC00536

		chr6		134786039		134786039		0.4475		351395		1		5		0.1722		0.3520		0.2320		0.393		LINC01010

		chr5		6583601		6583601		0.4414		312380		1		14		0.2154		0.4040		0.2679		0.438		LINC01018

		chr2		175190821		175191374		0.5068		228931		5		16		0.0000		0.0000		0.0008		0.003		LINC01305

		chr6		168197505		168197505		0.4061		356697		1		9		0.8015		0.7650		0.8051		0.766		LINC01558

		chr6		139795461		139795461		0.4335		352319		1		2		0.2936		0.4990		0.3354		0.52		LINC01625

		chr17		75877811		75877811		0.4325		178312		1		2		0.3061		0.5070		0.3448		0.525		LINC01973

		chr15		58782688		58782688		0.4297		135877		1		3		0.3359		0.5260		0.3713		0.54		LIPC

		chr16		1030586		1030619		0.4905		145316		2		9		0.0008		0.0030		0.0169		0.039		LMF1

		chr1		165324411		165324411		0.4039		26911		1		32		0.8673		0.7920		0.8678		0.792		LMX1A

		chr2		63275509		63275794		0.4491		214991		3		48		0.0050		0.0150		0.0075		0.02		LOC100132215

		chr12		106975112		106975112		0.4183		98869		1		21		0.5173		0.6340		0.5361		0.641		LOC100287944

		chr12		106980319		106980319		0.4061		98871		1		12		0.8034		0.7650		0.8065		0.766		LOC100287944,RFX4

		chr19		14260587		14260587		0.4402		194556		1		3		0.2273		0.4190		0.2781		0.45		LOC100507373,ADGRL1

		chr11		117069900		117069900		0.4091		80145		1		12		0.7183		0.7350		0.7238		0.737		LOC100652768

		chr19		30016136		30016136		0.4104		196933		1		7		0.6901		0.7250		0.6975		0.727		LOC284395

		chr8		65492534		65492534		0.4254		389637		1		12		0.3951		0.5690		0.4252		0.583		LOC401463

		chr5		43018282		43018443		0.5268		316155		2		12		0.0000		0.0000		0.0160		0.036		LOC648987

		chr12		25205846		25205846		0.4084		88308		1		10		0.7379		0.7440		0.7434		0.746		LRMP

		chr11		68096138		68096138		0.5439		73067		1		6		0.0030		0.0110		0.0813		0.135		LRP5

		chr1		90100070		90100070		0.4019		18763		1		16		0.9281		0.8140		0.9284		0.814		LRRC8C

		chr1		204653629		204653629		0.4007		32509		1		13		0.9718		0.8300		0.9718		0.83		LRRN2,MDM4

		chr20		6032365		6032365		0.4399		240732		1		5		0.2284		0.4190		0.2790		0.45		LRRN4

		chr12		1931124		1931124		0.4228		84502		1		1		0.4349		0.5910		0.4628		0.603		LRTM2,CACNA2D4

		chr2		33308864		33308864		0.4446		210967		1		1		0.1924		0.3790		0.2494		0.417		LTBP1

		chr15		41805031		41805031		0.4201		133355		1		16		0.4852		0.6170		0.5082		0.626		LTK

		chr2		133426298		133426298		0.4380		224436		1		21		0.2483		0.4400		0.2961		0.466		LYPD1

		chr19		35786932		35786932		0.4448		198016		1		7		0.1913		0.3780		0.2483		0.416		MAG

		chr8		120238690		120238690		-0.4103		395401		1		1		0.6912		0.7260		0.6984		0.728		MAL2

		chr4		86954451		86954451		0.4832		301332		1		2		0.0359		0.1030		0.1131		0.2		MAPK10

		chr2		27211953		27211953		0.4119		209812		1		2		0.6544		0.7110		0.6638		0.714		MAPRE3

		chr19		12978706		12978706		0.4388		194159		1		8		0.2403		0.4320		0.2900		0.46		MAST1

		chr3		182972326		182972625		0.4120		288410		2		21		0.0688		0.1180		0.0694		0.119		MCF2L2,B3GNT5

		chr6		41606641		41606641		0.4414		342579		1		10		0.2162		0.4050		0.2685		0.438		MDFI

		chr7		15725322		15725322		0.4357		360742		1		20		0.2720		0.4750		0.3168		0.498		MEOX2

		chr7		130126368		130126368		-0.4155		375385		1		18		0.5748		0.6710		0.5889		0.674		MEST

		chr4		141419169		141419169		0.4136		305719		1		12		0.6146		0.6880		0.6262		0.691		MGAT4D

		chr17		74865838		74865838		0.4975		177923		1		2		0.0191		0.0640		0.0968		0.173		MGAT5B

		chr1		165606857		165606857		0.4124		26952		1		1		0.6447		0.7080		0.6547		0.711		MGST3

		chr1		222796161		222796161		-0.4434		35444		1		1		0.2021		0.3900		0.2568		0.424		MIA3

		chr3		99594931		99594931		-0.4063		277853		1		11		0.7957		0.7640		0.7993		0.765		MIR548G,FILIP1L,CMSS1

		chr16		56651456		56651456		0.4045		153849		1		8		0.8452		0.7880		0.8463		0.788		MT1A,MT1M,MT1L

		chr11		1082797		1082797		0.4139		62057		1		6		0.6099		0.6870		0.6221		0.69		MUC2

		chr5		176734633		176734633		0.4102		332596		1		5		0.6915		0.7260		0.6986		0.728		MXD3

		chr3		174844917		174844917		-0.4256		287479		1		1		0.3929		0.5690		0.4230		0.583		NAALADL2

		chr17		42083264		42083264		0.4013		170961		1		18		0.9522		0.8240		0.9524		0.824		NAGS

		chr1		145415412		145415412		0.4100		22897		1		2		0.6975		0.7280		0.7045		0.73		NBPF10,NBPF20,HJV

		chr1		144966130		144966130		-0.4407		22804		1		1		0.2223		0.4110		0.2732		0.443		NBPF20,LOC653513,PDE4DIP

		chr1		145075538		145075538		0.4068		22840		1		6		0.7816		0.7560		0.7855		0.757		NBPF20,PDE4DIP

		chr2		134023625		134023662		0.4865		224485		2		8		0.0011		0.0040		0.0171		0.039		NCKAP5

		chr12		57632120		57632120		0.4914		93328		1		5		0.0241		0.0750		0.1017		0.182		NDUFA4L2

		chr18		55862577		55862763		0.4913		186367		5		10		0.0000		0.0000		0.0011		0.004		NEDD4L

		chr17		37764118		37764118		0.4026		169500		1		13		0.9099		0.8090		0.9101		0.809		NEUROD2

		chr22		42828386		42828386		0.4133		262924		1		8		0.6212		0.6910		0.6326		0.694		NFAM1

		chr18		77236335		77236335		0.4033		189017		1		5		0.8847		0.8000		0.8853		0.8		NFATC1

		chr9		14156315		14156315		0.4429		401778		1		1		0.2054		0.3940		0.2599		0.428		NFIB

		chr19		13123973		13123973		0.4443		194220		1		14		0.1941		0.3810		0.2508		0.419		NFIX

		chr1		184859325		184859325		0.4710		29938		1		1		0.0570		0.1520		0.1322		0.24		NIBAN1

		chr20		21492749		21492749		0.4053		242338		1		5		0.8242		0.7760		0.8264		0.776		NKX2-2

		chr4		13545639		13545639		0.4173		294993		1		21		0.5372		0.6470		0.5538		0.653		NKX3-2

		chr1		183386739		183386739		0.4158		29660		1		16		0.5665		0.6640		0.5809		0.668		NMNAT2

		chr10		72200789		72200859		0.4454		49971		2		17		0.0205		0.0480		0.0304		0.065		NODAL

		chr10		72015695		72015695		0.4475		49910		1		4		0.1720		0.3520		0.2317		0.393		NPFFR1

		chr7		24323799		24323840		0.5059		361838		2		19		0.0003		0.0010		0.0163		0.037		NPY

		chr1		200122591		200122721		0.4290		31136		2		2		0.0437		0.0900		0.0484		0.094		NR5A2

		chr2		50574708		50574708		0.4523		213686		1		13		0.1374		0.2920		0.2024		0.343		NRXN1

		chr16		2089866		2089866		-0.4016		145887		1		3		0.9419		0.8210		0.9422		0.821		NTHL1

		chr9		87285479		87285701		0.4894		405713		5		20		0.0000		0.0000		0.0011		0.004		NTRK2

		chr15		88801474		88801474		0.4044		142119		1		7		0.8507		0.7910		0.8518		0.791		NTRK3-AS1

		chr1		224492828		224492828		-0.4529		35779		1		2		0.1346		0.2880		0.2004		0.339		NVL

		chr7		8482614		8482681		0.5183		360312		2		16		0.0003		0.0010		0.0163		0.037		NXPH1

		chr12		57614182		57614182		0.4405		93316		1		9		0.2237		0.4140		0.2745		0.445		NXPH4

		chr13		79177700		79177700		0.4569		111805		1		14		0.1117		0.2480		0.1797		0.311		OBI1-AS1

		chr21		34444382		34444382		0.4118		252786		1		25		0.6569		0.7110		0.6663		0.714		OLIG1

		chr15		53078063		53078063		0.4372		135249		1		4		0.2582		0.4540		0.3049		0.479		ONECUT1

		chr19		46047249		46047249		0.4123		200960		1		1		0.6453		0.7080		0.6552		0.711		OPA3

		chr14		57283436		57283436		0.4582		120373		1		7		0.1040		0.2330		0.1728		0.3		OTX2-AS1

		chr19		719951		719951		0.5254		189588		1		7		0.0069		0.0250		0.0849		0.146		PALM

		chr2		105460108		105460263		0.4626		220544		2		13		0.0066		0.0180		0.0207		0.044		PANTR1

		chr3		142681996		142681996		0.4197		284007		1		19		0.4921		0.6200		0.5148		0.629		PAQR9

		chr22		44577135		44577135		0.4225		263496		1		19		0.4426		0.5990		0.4700		0.61		PARVG

		chr10		102589545		102589545		0.5240		55424		1		13		0.0075		0.0260		0.0854		0.147		PAX2

		chr2		223156136		223156136		0.4483		234818		1		4		0.1670		0.3430		0.2273		0.385		PAX3

		chr1		18962937		18962937		0.4862		5869		1		8		0.0312		0.0930		0.1084		0.192		PAX7

		chr1		164688315		164688315		-0.4349		26811		1		1		0.2792		0.4850		0.3226		0.507		PBX1

		chrX		91036888		91036888		0.4172		421391		1		3		0.5380		0.6480		0.5546		0.654		PCDH11X

		chr21		45177538		45177538		0.4165		255218		1		3		0.5527		0.6570		0.5679		0.662		PDXK

		chr19		15580700		15580721		0.4345		194948		2		7		0.0357		0.0770		0.0423		0.084		PGLYRP2

		chr20		58180616		58180616		0.4517		249580		1		15		0.1410		0.2980		0.2051		0.347		PHACTR3

		chr4		111544463		111544463		0.5232		303506		1		11		0.0075		0.0260		0.0854		0.147		PITX2

		chr20		43211178		43211178		0.4057		245961		1		7		0.8120		0.7670		0.8145		0.768		PKIG

		chr3		155421970		155422092		0.5041		285479		2		11		0.0003		0.0010		0.0163		0.037		PLCH1

		chr15		90208915		90208915		0.4394		142491		1		6		0.2353		0.4220		0.2853		0.451		PLIN1

		chr1		53528612		53528612		0.4181		14421		1		13		0.5195		0.6350		0.5383		0.642		PODN

		chr7		131223417		131223417		0.4109		375567		1		2		0.6785		0.7190		0.6870		0.721		PODXL

		chr2		105473340		105473340		0.4557		220550		1		12		0.1203		0.2640		0.1872		0.322		POU3F3

		chr4		122686453		122686453		0.4805		304332		1		18		0.0393		0.1080		0.1158		0.205		PP12613

		chr1		40006671		40006671		0.4415		11614		1		2		0.2151		0.4030		0.2676		0.437		PPIEL

		chr5		146435620		146435620		0.4047		327899		1		5		0.8396		0.7850		0.8413		0.785		PPP2R2B

		chr10		135160775		135160792		0.4121		61461		2		7		0.0688		0.1180		0.0694		0.119		PRAP1

		chr6		105846107		105846107		0.4080		348017		1		1		0.7445		0.7450		0.7501		0.747		PREP

		chr12		11002197		11002197		0.4005		86695		1		6		0.9818		0.8320		0.9818		0.832		PRH1-PRR4

		chr3		64136807		64136807		-0.4058		275341		1		2		0.8095		0.7670		0.8120		0.768		PRICKLE2

		chr14		61970191		61970209		0.4195		121091		2		3		0.0564		0.1080		0.0597		0.11		PRKCH

		chr5		35188558		35188558		-0.4221		315111		1		1		0.4495		0.6040		0.4764		0.614		PRLR

		chr5		138729245		138729245		0.4448		326334		1		7		0.1913		0.3780		0.2483		0.416		PROB1

		chr4		16085546		16085606		0.4379		295298		2		18		0.0310		0.0680		0.0384		0.077		PROM1

		chr11		36422377		36422377		0.4813		67927		1		5		0.0382		0.1070		0.1147		0.204		PRR5L

		chr3		9989666		9989666		0.4008		266573		1		9		0.9699		0.8300		0.9699		0.83		PRRT3-AS1,PRRT3,CIDEC

		chr3		46940212		46940212		0.4039		272198		1		6		0.8667		0.7920		0.8673		0.792		PTH1R

		chr10		46993502		46993502		0.4253		47259		1		9		0.3984		0.5710		0.4285		0.584		PTPN20,GLUD1P2

		chr1		198668711		198668711		-0.4342		30967		1		1		0.2873		0.4930		0.3298		0.515		PTPRC

		chr12		15475767		15475767		0.4101		87449		1		15		0.6956		0.7270		0.7025		0.729		PTPRO

		chr19		5339092		5339092		0.4677		191872		1		5		0.0691		0.1740		0.1429		0.254		PTPRS

		chr19		45150513		45150513		0.4460		200586		1		5		0.1839		0.3690		0.2419		0.409		PVR

		chr8		128883193		128883193		-0.4571		397062		1		1		0.1089		0.2450		0.1772		0.309		PVT1

		chr17		29719431		29719431		0.4179		167891		1		6		0.5234		0.6370		0.5413		0.644		RAB11FIP4

		chr7		4885521		4885521		0.4447		359385		1		4		0.1919		0.3780		0.2488		0.416		RADIL

		chr9		129885080		129885084		0.4612		411876		2		11		0.0080		0.0220		0.0213		0.046		RALGPS1

		chr2		238807629		238807629		0.4497		237796		1		1		0.1576		0.3280		0.2190		0.371		RAMP1

		chr11		64512829		64512829		0.4596		71723		1		17		0.0970		0.2200		0.1664		0.288		RASGRP2

		chr18		56940418		56940418		0.4976		186641		1		14		0.0191		0.0640		0.0968		0.173		RAX

		chr19		50031017		50031246		0.4585		202351		2		5		0.0091		0.0250		0.0218		0.048		RCN3

		chr9		36037454		36037454		0.4596		403567		1		11		0.0976		0.2200		0.1670		0.288		RECK

		chr10		43600706		43600706		0.4425		46695		1		5		0.2087		0.3990		0.2624		0.433		RET

		chr15		93613938		93613938		0.4160		143294		1		4		0.5626		0.6620		0.5770		0.666		RGMA

		chr8		54789648		54789648		0.4677		388413		1		3		0.0691		0.1740		0.1429		0.254		RGS20

		chr1		151694123		151694123		0.4667		23800		1		16		0.0722		0.1760		0.1454		0.256		RIIAD1

		chr2		87018054		87018054		0.4960		218396		1		17		0.0202		0.0660		0.0979		0.175		RMND5A,CD8A

		chr7		5676855		5676855		0.4264		359676		1		1		0.3821		0.5600		0.4130		0.574		RNF216

		chr1		44873229		44873229		0.4091		12965		1		8		0.7180		0.7350		0.7235		0.737		RNF220

		chr19		46800085		46800338		0.4918		201201		3		8		0.0000		0.0000		0.0044		0.012		RNU6-66P,HIF3A

		chr8		109095568		109095782		0.4356		394411		3		21		0.0088		0.0230		0.0102		0.027		RSPO2

		chr1		25255838		25255838		0.4141		7827		1		7		0.6069		0.6870		0.6190		0.69		RUNX3

		chr1		870791		870791		0.4292		90		1		12		0.3423		0.5300		0.3768		0.544		SAMD11

		chr17		73688097		73688097		0.4046		177455		1		1		0.8421		0.7850		0.8435		0.785		SAP30BP

		chr22		20790837		20790985		0.4349		257412		2		16		0.0351		0.0760		0.0417		0.083		SCARF2

		chr12		52205722		52205722		0.4030		91697		1		1		0.8944		0.8040		0.8947		0.804		SCN8A

		chr22		43659884		43659884		0.4064		263249		1		1		0.7940		0.7640		0.7976		0.765		SCUBE1

		chr1		243448000		243448000		0.4402		39131		1		2		0.2264		0.4180		0.2773		0.449		SDCCAG8

		chr11		128564180		128564180		0.4696		82824		1		10		0.0625		0.1620		0.1369		0.246		SENCR,FLI1

		chr13		37248078		37248244		0.4536		107957		2		16		0.0124		0.0340		0.0246		0.055		SERTM1

		chr22		31976162		31976162		-0.4289		260155		1		2		0.3456		0.5330		0.3801		0.547		SFI1

		chr4		154709828		154709878		0.5118		307275		2		47		0.0003		0.0010		0.0163		0.037		SFRP2

		chr1		168196658		168196658		0.4373		27403		1		1		0.2577		0.4530		0.3044		0.478		SFT2D2,TBX19

		chr14		36974800		36974800		0.4006		118450		1		5		0.9740		0.8300		0.9740		0.83		SFTA3

		chr2		109746251		109746251		0.4727		221192		1		20		0.0536		0.1440		0.1291		0.232		SH3RF3-AS1,SH3RF3

		chr15		45479642		45479792		0.5083		134155		3		8		0.0000		0.0000		0.0044		0.012		SHF

		chr3		113254986		113254986		-0.4571		279277		1		1		0.1095		0.2450		0.1778		0.309		SIDT1

		chr6		100911949		100912168		0.4646		347777		3		8		0.0017		0.0060		0.0050		0.014		SIM1

		chr21		38076709		38077042		0.4900		253540		3		15		0.0000		0.0000		0.0044		0.012		SIM2

		chr14		60975912		60975964		0.5441		120887		2		11		0.0000		0.0000		0.0160		0.036		SIX6

		chr1		2222253		2222253		0.4680		849		1		6		0.0683		0.1720		0.1421		0.252		SKI

		chr15		68120393		68120393		0.5586		137923		1		9		0.0008		0.0030		0.0791		0.131		SKOR1

		chr17		6616425		6616425		0.4086		163473		1		14		0.7332		0.7420		0.7387		0.744		SLC13A5

		chr17		80186336		80186336		0.4659		180139		1		13		0.0733		0.1790		0.1465		0.258		SLC16A3

		chr22		38477802		38477802		0.4238		261598		1		1		0.4227		0.5850		0.4515		0.597		SLC16A8

		chr14		92790285		92790285		0.4041		126199		1		10		0.8623		0.7920		0.8634		0.792		SLC24A4

		chr2		27484942		27484942		0.4085		209932		1		3		0.7340		0.7420		0.7396		0.744		SLC30A3

		chr16		31498651		31498651		0.4240		151867		1		2		0.4183		0.5840		0.4473		0.597		SLC5A2

		chr16		55690378		55690418		0.4881		153653		2		21		0.0011		0.0040		0.0171		0.039		SLC6A2

		chr5		524503		524503		0.4826		311029		1		13		0.0365		0.1030		0.1134		0.2		SLC9A3

		chr13		88326918		88326918		0.4029		112196		1		4		0.8958		0.8040		0.8960		0.804		SLITRK5

		chr9		72877684		72877684		0.4076		404577		1		1		0.7545		0.7500		0.7595		0.751		SMC5

		chr16		4838658		4838658		-0.4092		147055		1		14		0.7161		0.7320		0.7219		0.734		SMIM22

		chr22		31480787		31481145		0.4188		260020		2		6		0.0586		0.1090		0.0617		0.111		SMTN

		chr1		245970891		245970891		0.4103		39634		1		2		0.6901		0.7250		0.6975		0.727		SMYD3

		chr20		10198480		10198480		0.4960		241079		1		20		0.0202		0.0660		0.0979		0.175		SNAP25-AS1

		chr3		181444870		181444999		0.5056		288182		3		20		0.0000		0.0000		0.0044		0.012		SOX2-OT

		chr17		70120182		70120182		0.4439		176375		1		3		0.1974		0.3830		0.2538		0.42		SOX9

		chr2		171573223		171573419		0.4812		228297		2		26		0.0017		0.0060		0.0174		0.039		SP5

		chr8		101250595		101250595		-0.4113		393241		1		1		0.6691		0.7180		0.6776		0.72		SPAG1

		chr2		65543410		65543410		-0.4090		215440		1		1		0.7213		0.7380		0.7268		0.74		SPRED2

		chr17		36715074		36715074		0.4201		169209		1		1		0.4852		0.6170		0.5082		0.626		SRCIN1

		chr19		18540330		18540330		0.4289		195917		1		4		0.3456		0.5330		0.3801		0.547		SSBP4

		chr7		149487338		149487338		0.4962		378101		1		4		0.0202		0.0660		0.0979		0.175		SSPO

		chr12		22486454		22486454		0.4114		88041		1		4		0.6669		0.7170		0.6760		0.719		ST8SIA1

		chr11		72497641		72497641		-0.4086		74591		1		1		0.7329		0.7410		0.7385		0.743		STARD10,ARAP1

		chr17		37808629		37808629		-0.4597		169522		1		2		0.0968		0.2200		0.1662		0.288		STARD3

		chr8		74375265		74375265		0.4577		390676		1		1		0.1067		0.2390		0.1750		0.304		STAU2

		chr5		172753646		172753646		0.4549		331739		1		3		0.1244		0.2700		0.1905		0.324		STC2

		chr7		22484882		22484882		0.4924		361534		1		6		0.0238		0.0750		0.1015		0.182		STEAP1B

		chr1		47697550		47697550		0.4133		13614		1		30		0.6218		0.6910		0.6331		0.694		STIL,TAL1

		chr11		8615751		8615751		0.4185		63947		1		16		0.5123		0.6300		0.5314		0.637		STK33

		chr7		138350700		138350700		0.4236		376590		1		4		0.4258		0.5870		0.4545		0.599		SVOPL

		chr6		10882240		10882240		0.4302		336012		1		11		0.3296		0.5230		0.3649		0.537		SYCP2L

		chr6		10881925		10881925		0.4371		336012		1		11		0.2607		0.4610		0.3074		0.486		SYCP2L,GCM2

		chr22		33119791		33119791		0.4079		260417		1		2		0.7495		0.7480		0.7548		0.75		SYN3

		chr1		210111531		210111531		0.4034		33715		1		10		0.8814		0.7990		0.8819		0.799		SYT14

		chr2		161996385		161996385		0.4993		227244		1		1		0.0174		0.0580		0.0954		0.171		TANK

		chr1		234587589		234587589		-0.4172		37911		1		2		0.5375		0.6480		0.5541		0.654		TARBP1

		chr22		19746984		19746984		0.4937		257127		1		4		0.0221		0.0710		0.0998		0.178		TBX1

		chr1		152080543		152081317		0.4716		23923		3		5		0.0008		0.0030		0.0050		0.014		TCHH

		chr6		50791202		50791385		-0.4119		344168		2		3		0.0688		0.1180		0.0694		0.119		TFAP2B

		chr21		43735412		43735412		-0.4142		254685		1		9		0.6044		0.6860		0.6165		0.689		TFF3

		chr1		218524558		218524558		0.5213		34838		1		1		0.0077		0.0270		0.0857		0.148		TGFB2

		chr2		85545908		85545908		0.4258		217997		1		2		0.3890		0.5670		0.4194		0.581		TGOLN2

		chr11		2187632		2187632		0.4418		62514		1		6		0.2132		0.4010		0.2660		0.435		TH

		chr11		76082430		76082430		-0.4207		75475		1		1		0.4719		0.6110		0.4963		0.621		THAP12

		chr2		242549864		242549864		0.4004		239158		1		4		0.9853		0.8340		0.9853		0.834		THAP4

		chr6		169629875		169629875		0.4501		357200		1		6		0.1526		0.3170		0.2145		0.362		THBS2

		chr9		71790355		71790355		0.4000		404435		1		1		1.0000		0.8360		1.0000		0.836		TJP2

		chr1		223314788		223314788		0.4405		35543		1		2		0.2234		0.4130		0.2743		0.445		TLR5

		chr10		102895043		102895133		0.5076		55537		2		10		0.0003		0.0010		0.0163		0.037		TLX1

		chr10		102890886		102890886		0.4218		55536		1		15		0.4512		0.6060		0.4775		0.616		TLX1NB

		chr5		170736201		170736572		0.4698		331141		7		11		0.0003		0.0010		0.0003		0.001		TLX3

		chr3		149051470		149051523		0.4377		284553		2		7		0.0312		0.0690		0.0387		0.078		TM4SF18

		chr1		205216617		205216617		0.4527		32664		1		3		0.1352		0.2890		0.2010		0.34		TMCC2

		chr17		53800442		53800442		0.4038		173447		1		4		0.8709		0.7930		0.8714		0.793		TMEM100

		chr4		154409945		154409945		0.4584		307197		1		2		0.1031		0.2310		0.1722		0.298		TMEM131L

		chr3		100281202		100281202		-0.4280		277979		1		1		0.3586		0.5410		0.3918		0.555		TMEM45A

		chr1		15468459		15468459		0.4016		4722		1		1		0.9439		0.8220		0.9442		0.822		TMEM51-AS1

		chr9		100326029		100326029		0.4077		407849		1		1		0.7531		0.7490		0.7581		0.751		TMOD1

		chr2		152220410		152220410		0.4100		226187		1		2		0.6956		0.7270		0.7025		0.729		TNFAIP6

		chr13		43149171		43149171		0.4212		108710		1		18		0.4620		0.6100		0.4869		0.62		TNFSF11

		chr20		42544728		42544794		0.4869		245765		3		26		0.0000		0.0000		0.0044		0.012		TOX2

		chr9		123690671		123690671		0.4378		410479		1		15		0.2508		0.4420		0.2978		0.467		TRAF1

		chr1		209942726		209943131		0.4565		33669		2		2		0.0102		0.0280		0.0229		0.051		TRAF3IP3

		chr8		141370229		141370229		0.4685		398905		1		2		0.0669		0.1700		0.1407		0.251		TRAPPC9

		chr1		228603769		228603769		0.4869		36713		1		15		0.0304		0.0900		0.1075		0.191		TRIM17

		chr2		27529788		27530153		0.4626		209949		3		21		0.0019		0.0070		0.0053		0.014		TRIM54

		chr14		51560748		51560748		0.4035		119361		1		21		0.8767		0.7960		0.8772		0.796		TRIM9

		chr8		116506662		116506662		0.4093		394772		1		2		0.7141		0.7310		0.7199		0.733		TRPS1

		chr12		3384898		3384898		0.4266		84949		1		3		0.3788		0.5580		0.4097		0.572		TSPAN9

		chr6		43253387		43253387		0.4626		343059		1		6		0.0829		0.1980		0.1545		0.273		TTBK1

		chr19		54926805		54926805		0.4188		203889		1		20		0.5084		0.6280		0.5281		0.635		TTYH1

		chr17		72231318		72231400		0.4470		176911		2		3		0.0191		0.0460		0.0293		0.064		TTYH2

		chr6		139600997		139600997		0.4605		352276		1		1		0.0921		0.2120		0.1623		0.283		TXLNB

		chr18		658937		658937		0.4290		180690		1		24		0.3445		0.5320		0.3790		0.546		TYMS

		chr2		27530884		27530884		0.4335		209949		1		21		0.2947		0.5000		0.3362		0.521		UCN

		chr4		96212021		96212021		0.5035		302182		1		1		0.0149		0.0500		0.0929		0.164		UNC5C

		chr16		84780726		84780726		-0.4052		158840		1		4		0.8261		0.7770		0.8283		0.777		USP10

		chr12		95941869		95942212		0.5077		97370		8		19		0.0000		0.0000		0.0000		0		USP44

		chr6		144733031		144733031		-0.4337		352898		1		1		0.2920		0.4960		0.3337		0.517		UTRN

		chr2		85817259		85817259		-0.4185		218089		1		3		0.5129		0.6300		0.5319		0.637		VAMP5

		chr2		71134586		71134630		0.4498		216426		2		9		0.0163		0.0400		0.0274		0.06		VAX2

		chr9		2623562		2623562		0.4931		401009		1		2		0.0229		0.0720		0.1006		0.179		VLDLR

		chr8		100718146		100718146		-0.4333		393173		1		1		0.2972		0.5000		0.3381		0.521		VPS13B

		chr7		49813486		49813486		0.4617		365971		1		8		0.0871		0.2020		0.1576		0.275		VWC2

		chr8		67419936		67419936		0.4307		389865		1		2		0.3224		0.5170		0.3586		0.532		VXN

		chr2		63351486		63351486		0.4092		215000		1		1		0.7147		0.7310		0.7205		0.733		WDPCP

		chr1		228195522		228195794		0.4509		36556		3		16		0.0047		0.0140		0.0072		0.019		WNT3A

		chr22		46366859		46366907		0.4364		264034		2		6		0.0321		0.0710		0.0395		0.08		WNT7B

		chr12		118494258		118494258		-0.4074		101351		1		1		0.7622		0.7500		0.7669		0.751		WSB2

		chr3		149271990		149271990		0.4042		284614		1		1		0.8562		0.7910		0.8573		0.791		WWTR1

		chr2		31607367		31607367		0.4628		210760		1		1		0.0818		0.1970		0.1534		0.272		XDH

		chr8		135490787		135490787		-0.4283		398219		1		8		0.3533		0.5380		0.3873		0.552		ZFAT

		chr16		88590404		88590404		0.4066		160498		1		6		0.7879		0.7610		0.7918		0.762		ZFPM1

		chr13		100637241		100637258		0.4710		113521		2		30		0.0030		0.0100		0.0182		0.041		ZIC2

		chr3		147110367		147110367		0.4173		284337		1		19		0.5361		0.6470		0.5527		0.653		ZIC4

		chr5		43191975		43191984		0.4609		316191		2		14		0.0080		0.0220		0.0213		0.046		ZNF131

		chr18		22929205		22929205		0.4472		183275		1		8		0.1736		0.3530		0.2331		0.394		ZNF521

		chr1		228603769		228603769		0.5681		36266		1		15		0.0000		0.0000		0.0646		0.04		TRIM17

		chr2		27529788		27530153		0.4489		206872		3		21		0.0036		0.0040		0.0073		0.008		TRIM54

		chr1		231299352		231299352		0.4551		36895		1		18		0.0901		0.0750		0.1483		0.096		TRIM67

		chr8		116506662		116506709		0.4850		389009		2		2		0.0018		0.0020		0.0146		0.013		TRPS1

		chr8		143386872		143386872		0.4280		393780		1		5		0.3112		0.1920		0.3540		0.2		TSNARE1

		chr1		232148829		232148829		0.4474		37067		1		1		0.1283		0.0940		0.1820		0.112		TSNAX-DISC1,DISC1

		chr21		46012520		46012520		0.4000		251993		1		3		0.9982		0.4140		0.9982		0.414		TSPEAR

		chr1		55266296		55266296		0.4112		14881		1		14		0.6515		0.3190		0.6624		0.321		TTC22

		chr15		99707757		99707757		0.4097		141758		1		1		0.6879		0.3310		0.6961		0.333		TTC23

		chr19		54926805		54926805		0.4769		200894		1		19		0.0437		0.0430		0.1056		0.073		TTYH1

		chr7		2681223		2681223		0.4175		353553		1		3		0.4904		0.2610		0.5159		0.266		TTYH3

		chr6		139600997		139600997		0.4234		347232		1		1		0.3758		0.2160		0.4122		0.222		TXLNB

		chr6		42660572		42660572		0.4895		338043		1		1		0.0255		0.0270		0.0892		0.061		UBR2

		chr1		165853708		165853708		0.4056		26715		1		3		0.7998		0.3680		0.8025		0.369		UCK2

		chr2		27530884		27530884		0.4013		206872		1		21		0.9472		0.4090		0.9481		0.409		UCN

		chr16		84780726		84780726		-0.4184		156393		1		4		0.4704		0.2520		0.4986		0.258		USP10

		chr16		23156675		23156675		0.4054		147634		1		2		0.8062		0.3690		0.8089		0.37		USP31

		chr12		95941869		95942100		0.4276		95963		6		19		0.0000		0.0000		0.0000		0		USP44

		chr10		11574616		11574616		0.4540		42045		1		6		0.0965		0.0810		0.1547		0.101		USP6NL

		chr2		71134630		71134630		0.4229		213229		1		9		0.3822		0.2190		0.4186		0.225		VAX2

		chr8		95541247		95541247		-0.4360		386712		1		1		0.2166		0.1440		0.2648		0.154		VIRMA

		chr9		2623562		2623562		0.5308		395199		1		2		0.0009		0.0010		0.0655		0.041		VLDLR

		chr8		100718146		100718146		-0.4248		387425		1		1		0.3530		0.2080		0.3922		0.214		VPS13B

		chr7		49813085		49813486		0.4845		360644		5		8		0.0000		0.0000		0.0000		0		VWC2

		chr8		67419936		67419936		0.4527		384173		1		2		0.1001		0.0830		0.1574		0.103		VXN

		chr1		228195779		228195794		0.4537		36109		2		17		0.0064		0.0070		0.0182		0.015		WNT3A

		chr22		46366907		46366907		0.4679		260429		1		6		0.0546		0.0510		0.1165		0.079		WNT7B

		chr16		78323024		78323024		0.4078		155154		1		1		0.7307		0.3480		0.7361		0.35		WWOX

		chr16		69873892		69873892		0.4174		153672		1		1		0.4923		0.2610		0.5177		0.266		WWP2

		chr3		149271990		149271990		0.4533		280840		1		1		0.0992		0.0830		0.1574		0.103		WWTR1

		chr2		31607367		31607367		0.4440		207674		1		1		0.1547		0.1140		0.2075		0.128		XDH

		chr8		135559178		135559178		-0.4067		392442		1		2		0.7607		0.3580		0.7643		0.359		ZFAT

		chr16		88590325		88590340		0.4737		158039		2		6		0.0027		0.0030		0.0155		0.014		ZFPM1

		chr3		147110367		147110367		0.4227		280566		1		19		0.3876		0.2230		0.4240		0.229		ZIC4

		chr5		43192025		43192025		0.4435		311734		1		14		0.1565		0.1140		0.2093		0.128		ZNF131

		chr17		5019611		5019611		0.4167		160648		1		10		0.5114		0.2700		0.5359		0.275		ZNF232

		chr3		22413680		22413680		0.4237		265212		1		6		0.3694		0.2140		0.4058		0.22		ZNF385D

		chr18		22929205		22929205		0.5387		180529		1		8		0.0009		0.0010		0.0655		0.041		ZNF521






Supplementary Table 5

		Supplementary Table 6: Correlation of clinicopathological metadata with DNA methylation groups

				LowHR TNBC-like		LowHR HRpos-like		p-value

		Total		10		13		-

		Local tumor stage

		  T1 + T2		9 (90%)		12 (92.3%)		1

		  T3 + T4		1 (10%)		1 (7.7%)

		Nodal status

		  N-		7 (70%)		6 (46.2%)		0.402

		  N+		3 (30%)		7 (53.8%)

		Grading

		  G2		0		2 (15.4%)		0.486

		  G3		10 (100%)		11 (84.6%)

		HER2 status

		  Negative		8		2		0.003

		  Positive		2		11

		Ki67

		  Range [%]		20-95		15-90		-

		  Median [%]		71.5		40		0.087





