
 
Figure S1. Principal component analyses of the matrix of 96 classes of substitutions and 

boxplots of the mutant allele frequencies (MAFs) for samples from 6 studies. 
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Figure S2. Principal component analysis showing the ethnicities of patients. 
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Figure S3. Tumor purities estimated through FACETS were comparable with those from the 

original studies with few exceptions (red dots). For the Newell et al. studies we observed larger 

discrepancies between our and the original estimates for hyperdiploid samples compared to near 

diploid samples, indicating that the original estimates probably did not account for tumor ploidy. 
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Figure S4. Features of somatic mutations in acral melanomas. 
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Figure S5. Features of somatic mutations in mucosal melanomas.  
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Figure S6. Lollipop plots showing somatic non-synonymous mutations on TYRP1 and SLC30A9.  
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Figure S7. Significantly mutated gene (SMGs) in acral and mucosal melanomas.  
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Figure S8. The GISTIC scores calculated from acral melanoma and mucosal melanoma samples.  
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Figure S9. Oncoprint plots showing the alterations of genes that are involved in the MAPK 

signaling pathway. 
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Purity = 0.68; Ploidy = 1.97
• Homozygously deleted region: the 
entire NF1 gene 
(chr17:29374144-29719037).
• The expected log2 Ratio of homozy-
gously deleted region is -1.63 (dashed 
line) and expected BAF is ~0.5, in line 
with the obsevation.

Purity = 0.41; Ploidy = 4.02
• Homozygously deleted region: part 
of NF1 (chr17:29374927-29647538, or 
exons 1-35 of NM_000267).
• The expected log2 Ratio of homozy-
gously deleted region is -1.26 (dashed 
line) and expected BAF is ~0.5, in line 
with the obsevation.

Purity = 0.35; Ploidy = 3.43
• Homozygously deleted region: part 
of NF1 (chr17:29495050-29535056, or 
exons 5-12 of NM_000267).
• The expected log2 Ratio of homozy-
gously deleted region is -0.94 (dashed 
line) and expected BAF is ~0.5, in line 
with the obsevation.

Purity = 0.21; Ploidy = 3.65
• Homozygously deleted region: the 
entire NF1 gene 
(chr17:29374144-29761258).
• For homozygously deleted segments, 
the expected log2 Ratio = -0.57 
(dashed line) , in line with the obseva-
tion (sample purity low and the homo-
zygously deleted region has insuffi-

Purity = 0.73; Ploidy = 4.44
• Homozygously deleted region: part 
of NF1 (chr17:29565061-29595065, or 
exons 30-35 of NM_000267).
• The expected log2 Ratio of homozy-
gously deleted region is -2.81  (dashed 
line), in line with the obsevation (homo-
zygously deleted region has insuffi-
cient germline heterozygous SNPs).

Purity = 0.44; Ploidy = 3.35
• Homozygously deleted region: part 
of NF1 (chr17:29530055-29695081, or 
exons 12-56 of NM_000267).
• The expected log2 Ratio of homozy-
gously deleted region is -1.21 (dashed 
line) and expected BAF is ~0.5, in line 
with the obsevation.

Purity = 0.31; Ploidy = 2
• Homozygously deleted region: part 
of NF1 (chr17:29335025-29585064, or 
exons 1-30 of NM_000267).
• The expected log2 Ratio of homozy-
gously deleted region is -0.54 (dashed 
line) , in line with the obsevation 
(homozygously deleted region has 
insufficient germline heterozygous 
SNPs).
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Figure S10. Copy number profiles showing homozygous deletion of NF1 (page1).



Purity = 0.46; Ploidy = 3.46
• Homozygously deleted region: part 

of NF1 (chr17:29425039-29515053, or 

exons 1-8 of NM_000267).

• The expected log
2
 Ratio of homozy-

gously deleted region is  -1.31 (dashed 

line) and expected BAF is ~0.5, in line 

with the obsevation.

Purity = 0.7; Ploidy = 2.05
• Homozygously deleted region: part 

of NF1 (chr17:29350028-29480048, or 

promoter, exons 1, and part of intron 1  

of NM_000267).

• The expected log
2
 Ratio of homozy-

gously deleted region is -1.76 (dashed 

line) and expected BAF is ~0.5, in line 

with the obsevation.

Purity = 0.89; Ploidy = 2.6
• Homozygously deleted region: part 

of NF1 (chr17:29588681-29632673, or 

exons 33-36 of NM_000267).

• The expected log
2
 Ratio of homozy-

gously deleted region is -3.53 (dashed 

line) , in line with the obsevation. 

(homozygously deleted region has 

insufficient germline heterozygous 

SNPs).

Purity = 0.88; Ploidy = 2.32
• Homozygously deleted region: part 

of NF1 (chr17:29540057-29615068, or 

exons 13-35 of NM_000267).

• The expected log
2
 Ratio of homozy-

gously deleted region is -3.25 (dashed 

line), in line with the observation (there 

is insufficient germline heterozygous 

SNP at the homozygouosly deleted 

region).

Purity = 0.7; Ploidy = 3.72
• Homozygously deleted region: part 

of NF1 (chr17:29655074-29735087, or 

exons 38-57 of NM_000267).

• The expected log
2
 Ratio of homozy-

gously deleted region is -2.42 (dashed 

line), in line with the observation (there 

is insufficient germline heterozygous 

SNP at the homozygouosly deleted 

region).

Purity = 0.43; Ploidy = 1.86
• Homozygously deleted region: part 

of NF1 (chr17:29490049-29520054, or 

exons 3-8 of NM_000267).

• The expected log
2
 Ratio of homozy-

gously deleted region is  -0.77 (dashed 

line) and expected BAF is ~0.5, in line 

with the obsevation.

Purity = 0.55; Ploidy = 2.9
• Homozygously deleted region: part 

of NF1 (chr17:29520054-29580063, or 

exons 9-31 of NM_000267).

• The expected log
2
 Ratio of homozy-

gously deleted region is -1.47 (dashed 

line) , in line with the obsevation. 

(homozygously deleted region has 

insufficient germline heterozygous 

SNPs).
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Figure S10. Copy number profiles showing homozygous deletion of NF1 (page2).



 
Figure S11. Copy number profiles showing homozygous deletion of SMARCA2 and ARID1B. 
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Figure S12. Tiling plot of germline mutations.  
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Figure S13. The mutual exclusivity and co-occurrence between pairs of driver events in acral 

melanoma and mucosal melanoma.  
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Figure S14. Fewer structural variation (SV) junctions for acral and mucosal melanomas with 

BRAF class 1 mutations compared to others.  
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Figure S15. The association of genetic alterations with clinical features. 

 


