
FIGURE LEGENDS - SUPPLEMENTARY MATERIAL 1 

Fig. S1. RNA CoMPASS analysis of c666-1. 2 

Fig. S2. RNA CoMPASS analysis of x666-1. 3 

Fig. S3. RNA CoMPASS analysis of CNE1. 4 

Fig. S4. RNA CoMPASS analysis of HONE1. The presence of mycoplasma reads 5 

likely represents true contamination. 6 

Fig. S5. RNA CoMPASS analysis of HK1. 7 

Fig. S6. RNA CoMPASS analysis of NP460. 8 

 9 

Fig. S7. MuLV detected in c666-1, x666-1, and NP460 cell lines. 10 

Fig. S8. HPV-18 detected in three independent sources of CNE1 cell lines. 11 

Quantitative real-time PCR on CNE1 cells from three independent laboratories were 12 

surveyed for the presence of HPV-16 and HPV-18. All three cell lines demonstrated 13 

evidence of HPV-18 but none was infected with HPV-16. Samples were normalized to 14 

GAPDH and compared to NPC cell line c666-1 for relative viral expression. 15 

 16 

Fig. S9. RNA CoMPASS analysis of CNE1-JPN. The presence of mycoplasma reads 17 

likely represents true contamination. 18 

 19 

Fig. S10. Strand specific RNA-sequencing of ribodepleted RNA from CNE1, CNE1-20 

JPN, and HONE1 cell lines reveals the majority of transcription in the sense 21 

direction. Coverage graphs are represented using a linear scale. Green coverage 22 

represents reads in both the sense and antisense strands, blue coverage represents 23 



those reads in the sense direction, and pink coverage represents those reads in the 24 

antisense direction. The y-axis represents the number of reads at each nucleotide 25 

position of the genome. Insets within the antisense coverage represent blowups of 26 

those regions with a max scale of minus 15 reads since there were so few reads. The 27 

max scale for the other coverage graphs is 1,750 reads. 28 

 29 

Fig. S11. HPV-18 breakpoint 1-a. Homology: sequence that shares homology with 30 

both human and HPV-18 sequence.  31 

Fig. S12. HPV-18 breakpoint 2-c.   32 

Fig. S13. HPV-18 breakpoint 3-d. Homology: sequence that shares homology with 33 

both human and HPV-18 sequence.  34 

Fig. S14. HPV-18 breakpoint 4-e. Homology: sequence that shares homology with 35 

both human and HPV-18 sequence.  36 

Fig. S15. HPV-18 breakpoint 5-b. No homology: sequence that shares no homology 37 

with human or HPV-18 sequence.  38 

 39 

Fig. S16. HPV-18 SNV analysis shows identical SNVs in HeLa cells, CNE1, and 40 

HONE1 cells. Raw reads from HeLa, CNE1, and HONE1 datasets aligned to the HPV-41 

18 genome (NC001357) were visualized in the IGV genome browser. Coverage graphs 42 

are represented using a log scale. The y-axis represents the number of reads at each 43 

nucleotide position. Blowouts of all mismatches observed in the samples are shown in 44 

individual boxes. The nucleotide mutation coordinates and corresponding amino acid 45 

changes are represented above each respective box. 46 



Fig. S17. Specific SNVs within CNE1 and HONE1 exhibit heterogeneity relative to 47 

HeLa cells.  48 

 49 
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Table S3. Quantification of HPV-18 genes in NPC cell lines. 52 
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Fig. S1. RNA CoMPASS analysis of c666-1
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Fig. S2 RNA CoMPASS analysis of x666-1
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Fig. S5 RNA CoMPASS analysis of HK1
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Fig. S6 RNA CoMPASS analysis of NP460
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Fig. S9 RNA CoMPASS analysis of CNE1-JPN
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Forward primer Reverse primer
GAPDH Reference gene 5’-GAAATCCCATCACCATCTTCCAGG-3’ 5’-GAGCCCCAGCCTTCTCCATG-3’
HPV-16 Reference gene 5’-TTGCAGATCATCAAGAACACGTAGA-3’ 5’-CAGTAGAGATCAGTTGTCTCTGGTTGC-3’
HPV-18 Reference gene 5’-AGAGGCCAGTGCCATTCGT-3’ 5’-GTTTCTCTGCGTCGTTGGAGT-3’
EBV- EBER 5’-GGACCTACGCTGCCCTAGA-3’ 5’-CAGCTGGTACTTGACCGAAGA-3’

Reference for GAPDH primer: West et al, JBC 2004, Vol 279, (28): 28896-28902
Reference for HPV-16 and HPV-18 primers: Lindh et al, J ClinVirol. 2007, Vol 40, (4): 321-4   
VM164A -TGCCTCCTAGATCGTATTCCC-
VM-164B -GCACTCTGTGGCATGAAGGT-
RB164K2 -TGGCTCCTCCCTCTATTATCG-

Primers for genotyping of the HeLa-specific L1 retrotransposon marker.  

Table S1 List of PCR Primers



Table S2. List of human viruses used in custom viral genome. 



















































Table S3. Quantification of HPV-18 genes in NPC cell lines

Gene expression represented as Transcripts per Million (TPM)

Gene Name Hela-1 (%) Hela-2 (%) CNE1 (%) CNE1-JPN 
(%) HONE1 (%)

E1 186.1 (15%) 1058.5 (30%) 34.4 (16%) 167.8 (22%) 164.6 (21%)
E2 1.3 (0%) 3.5 (0%) 3.1 (1%) 9.1 (1%) 11.2 (2%)
E4 0.0 (0%) 0.0 (0%) 0.0 (0%) 0.0 (0%) 0.0 (0%)
E5 0.0 (0%) 0.0 (0%) 0.0 (0%) 0.0 (0%) 0.0 (0%)
E6 294.8 (25%) 628.3 (18%) 48.5 (22%) 167.5 (21%) 181.3 (23%)
E7 658.4 (55%) 1798.5 (51%) 96.0 (43%) 393.9 (51%) 403.3 (52%)
L1 56.6 (5%) 14.9 (1%) 39.4 (18%) 37.5 (5%) 18.0 (2%)
L2 0.0 (0%) 0.0 (0%) 0.0 (0%) 0.0 (0%) 0.0 (0%)
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