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Supplementary Materials 

The best alignments or homology hits were at 92% with uncultured Cyanobacteria: GenBank: 
GQ502588.1, FJ024312.1, and KU667126.1 and KM892905.1. All these sequences link to the 
Taxonomy ID: 1211 (NCBI:txid1211) 

Lineage (full ):  
cellular organisms; Bacteria; Terrabacteria group; Cyanobacteria/Melainabacteria 
group; Cyanobacteria; environmental samples 

Based on our OTU identifications we have investigated the sequence similarity of 
Cyanobacteria specific sequences or OTUs. These sequences are: 

>8F21 
CCTACGGGAGGCAGCAGTGGGGAATTTTCCGCAATGGGCGAAAGCCTGACGGAGCAATGCCGCGTGGAGGTAGAAGGCCCACGGGT 
CGTGAACTTCTTTTCTCGGAGAAGAAACAATGACGGTATCTGAGGAATAAGCATCGGCTAACTCTGTGCCAGCAGCCGCGGTAAGAC 
AGAGGATGCAAGCGTTATCCGGAATGATTGGGCGTAAAGCGTCTGTAGGTGGCTTTTCAAGTCCGCCGTCAAATCCCAGGGCTCAAC 
CCTGGACAGGCGGTGGAAACTACCAAGCTGGAGTACGGTAGGGGCAGAGGGAATTTCCGGTGGAGCGGTGAAATGCTTAGATATTA 
CATGGAATACCAATTGCGAAGGCAGGTTACTATGAGTTAATTGACGCTGATGGACGAAAGCGTGGGTAGCGAACAGGATTAGATAC 
CCTGGTAGTC 

>53CC 
CCTACGGGAGGCAGCAGTGGGGAATTTTCCGCAATGGGCGAAAGCCTGACGGAGCAATGCCGCGTGAAGGCAGAAGGCCCACGGGT 
CATGAACTTCTTTTCTCGGAGAAGAAAAAATGACGGTATCTGAGGAATAAGCATCGGCTAACTCTGTGCCAGCAGCCGCGGTAAGAC 
AGAGGATGCAAGCGTTATCCGGAATGATTGGGCGTAAAGCGTCTGTAGGTGGCTTTTCAAGTCCGCCGTCAAATCCCCGGGCTCAAC 
CCTGGACAGGCAGTGGAAACTACCAAGCTGGAGTACGGTAGGGGCAGAGGGAATTTCCGGTGGAGCGGTGAAATGCGTTGAGATCG 
GAAAGAACACCAACGGCGAAAGCACTCTGCTGGGCCGACACTGACACTGAGAGACGAAAGCTAGGGGAGCAAATGGGATTAGATA 
CCCTGGTAGTC

Further, we have conducted multi sequence alignment involving our sequences with GQ502588.1, 
FJ024312.1, KU667126.1 and KM892905.1. Then we drew tree to show sequences relationship using of 
the distances corrected by Kimura's 2 parameter model (1). Neighbor-joining Method was also used to 
reconstruct phylogenetic tree (2). 

Cladogram 

The sequences seem to share a common ancestor, but KU667126.1, 8F21, 53CC and 
KM892905.1 are much more closely related.  

Supplementary Figures, Tables and Legends: 

Figure S1: Bacterial DNA amplification: The PCR product of genomic DNA was used as a negative 

control.  Lane 1 shows size marker, 1-kb ladder, lane 2 contain genomic DNA, lanes 3- 12 contain FFPE 

microbial DNA from different patient samples, lane 13 contains FFPE genomic DNA and lane 14 is blank 



negative control.  500 bp fragment was amplified by the 16S primer. 

There was no such fragment in total genomic DNA or total FFPE DNA. 

Figure S2. Bacterial DNA amplification using primers specific for Cyanobacteria with indicated 

percentage abundance. Primers CYA106F and CYA781R(a) (3). Samples 9386-S4-LUAD amplified at the 

correct size and sample 9378-S3-LUAD showed a much lower amplification amounts proportional to 

amounts observed via MiSeq.  A blank negative control and total human genomic DNA showed no 

amplification of Cyanobacteria.   

Figure S3. Screening for unwanted microbial contamination in random FFPE samples. PCR 

amplification of FFPE extracted samples using 16S rRNA specific primers. Lanes 1 and 2 contain 500bp 

PCR products from FFPE tissue samples. Lanes 3 and 4 contain nothing or diminishing amounts of PCR 

products from adjacent paraffin samples. Lane 5 which was negative control (filtered and sterilized 

water), did not show any PCR product.  

Table S1: The probes that are annotated with CD36 and the significance of differential expression 

between the healthy and LUAD samples in GSE19188 (4) is shown. Differentially expressed genes were 

estimated by using empirical Bayes framework after data was quantile normalized. 

Table S2:  The number of sequences generated from each sample are shown in a table. The values ranged 

from 32,846 to1,461,977 sequences.  



 
 

 
 

 
 

 
 

 
 

 
 

 
 

Supplementary Figures 
 

Figure S1: 
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Supplementary Tables 
 

Table S1 
 

Gene Symbol Probe ID P-value FDR Adj. p-value 

CD36 228766_at 2.52E-27 1.00E-24 

CD36 206488_s_at 1.13E-22 1.63E-20 

CD36 228766_at 2.52E-27 1.00E-24 

CD36 206488_s_at 1.13E-22 1.63E-20 

CD36 209555_s_at 2.25E-20 2.05E-18 

CD36 242197_x_at 3.96E-07 2.91E-06 

Figure S3: 



Table S2 
 
Sample ID Sequence count 
 538E-S12-LUSC 539497 
 53CD-S6-NORM 734616 
 53D0-S2-LUAD 493261 
 53D1-S4-NORM 449415 
 53D8-S24-NORM 759613 
 542B-S26-LUSC 625826 
 542C-S3-NORM 409201 
 5439-S17-NORM 662371 
 560F-S25-LUSC 389137 
 5610-S7-NORM 671010 
 562A-S10-LUSC 700965 
 562B-S20-NORM 538137 
 8CDD-S23-LUSC 555181 
 8D34-S19-LUAD 403607 
 8DC0-S16-LUSC 32846 
 8DE8-S15-LUAD 622869 
 8E9B-S13-LUSC 538947 
 8F21-S1-LUAD 792561 
 8F46-S8-LUAD 403899 
 8F4C-S11-LUAD 325776 
 8FBC-S22-NORM 376177 
 9374-S21-LUAD 343436 
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