Genome-wide DNA methylation profiling of human diabetic peripheral neuropathy in subjects with type 2 diabetes mellitus
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Supplemental Figures
Supplemental Figure S1. Distribution of percentage methylation within groups. This histogram illustrates the overall distribution of the percent methylation of the measured 1,527,600 CpG sites. 

[image: D:\seelzing\Downloads\Supplemental Figure S1 (Individual sample read coverage distribution).tif]



Supplemental Figure S2. Hierarchical cluster analysis according to methylation patterns across different samples. Distance between samples according to their methylation patterns was estimated by 1-Pearson's correlation distance. Height is used as a measure of closeness, with a greater height representing more dissimilar individual samples or clusters.
[image: D:\seelzing\Downloads\Supplemental Figure S2 (DNA methylation clustering patterns per individual).tiff]



[bookmark: _GoBack]Supplemental Figure S3. Similar distribution of DMCpGs (degenerators compared to regenerators) across chromosomes. This circular dot plot illustrates the genome-wide distribution of DMCpGs. The data points in pink outside the gray circle represent hyper-methylated CpG sites with increased methylation in degenerators, whereas the points in green inside the circle represent hypo-methylated CpG sites with decreased methylation in degenerators. 
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Supplemental Tables List
Supplemental Table S1. Overall percentage of methylated CpG sites (r, regenerator; d, degenerator).
Supplemental Table S2. Distribution of methylation CpG sites with different methylation levels.
Supplemental Table S3. Differentially methylated CpG sites and annotation.
Supplemental Table S4. DMC summary table.
Supplemental Table S5. GO enrichment (Biological Process) results of DMCs.
Supplemental Table S6. KEGG enrichment analysis of DMCs.
Supplemental Table S7. Validation of CpG sites and gene expression
Supplemental Table S8. Subject characteristics (r, regenerator; d, degenerator).
Supplemental Table S9. Subject neuropathy phenotyping (r, regenerator; d, degenerator).


image3.emf
chris

chri4d

“‘2\ chr22 chry
o
&2 et &
NG < i \i @ “’ 3 "-.'&; é@

s “ % - o = &, “v

L od . "
& . ’s' && \‘ﬂ ! * F-'”‘."’. 35.\":‘

A N
s Y 12 . .'-;b.\ v,
[ ¥ ané
20T = | &
® o (& %E' . . :!?p ;E}
. % - v I

= <" ) &

Siyy

yIUo

* hyper
* hypo

Chromosomes Hypo-methylated Hyper-methylated Ratio
1 160 124 0.78
2 118 105 0.89
3 56 57 1.02
4 55 65 1.18
5 70 65 0.93
6 74 55 0.74
7 132 98 0.74
8 66 54 0.82
9 110 79 0.72
10 125 75 0.6
11 121 89 0.74
12 79 69 0.87
13 43 28 0.65
14 43 45 1.05
15 53 39 0.74
16 107 87 0.81
17 101 92 0.91
18 37 30 0.81
19 175 118 0.67
20 72 64 0.89
21 34 37 1.09
22 82 72 0.88
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