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Table S1. Overview of the amplicons and the number of replicate (RT-)PCR reactions per patient and 
per sample type. 

 

Table S2. Overview of the used primers. 

Amplicon  
Primer 
Code 

Position in the 
Genome a Sequence (5'-3') 

gag-pr [1] 

Outer 
primers 

KVL064 570 603 
GTT GTG TGA CTC TGG TAA CTA GAG 
ATC CCT CAG A 

KVL065 2797 2828 
TCC TAA TTG AAC YTC CCA RAA RTC YTG 
AGT TC 

Inner 
primers 

KVL066 626 649 TCT CTA GCA GTG GCG CCC GAA CAG 
KVL067 2597 2623 GGC CAT TGT TTA ACY TTT GGD CCA TCC 

p2-RnaseH 
[2] 

Outer 
primers 

AV190-1 1810 1837 
GCT ACA YTA GAA GAA ATG ATG ACA 
GCA T 

CR1 4651 4687 
GAT TCT ACT ACT CCT TGA CTT TGG GGA 
TTG TAG GGA A 

Inner 
primers 

AV190-2 1817 1847 
TAG AAG AAA TGA TGA CAG CAT GYC 
AGG GAG T 

CR2 4669 4638 
CTT TGG GGA TTG TAG GGA ATN CCA 
AAT TCC TG 

in-vif [3] 

Outer 
primers 

KVL068 3854 3880 
AGG AGC AGA AAC TTW CTA TGT  
AGA TGG 

KVL069 5956 5981 
TTC TTC CTG CCA TAG GAR ATG  
CCT AAG 

Inner 
primers 

KVL071 5774 5800 
CAG AAT TGG GTG YCR ACA TAG  
CAG AAT 

KVL076 4161 4188 
GCA CAY AAA GGR ATT GGA GGA AAT 
GAA C 
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Table S2. Cont. 

Amplicon 
 

Primer 
Code 

Position in the 
Genome a 

Sequence (5'-3') 

vif-vpr-vpu b 

Outer 
primers 

KVL144 4943 4968 
AGC MAA RCT WCT CTG GAA AGG  
TGA AG 

KVL145 6572 6603 
GTA ACR CAG AGW GGG GTY AAY TTT 
ACA CAT GG 

Inner 
primers 

KVL146 5030 5058 
CAT TAR GGA YTA TGG AAA ACA GAT 
GGC AG 

KVL147 6441 6466 TTG TGG GTT GGG GTC TGT RGG TAC AC 

env [4] 

Outer 
primers 

EnvA 5954 5982 
GGC TTA GGC ATC TCC TAT GGC AGG 
AAG AA 

KVL008 * 5284 5308 GGT CAK GGR GTC TCC ATA GAA TGG A 
KVL009 9145 9170 GCC AAT CAG GGA AGW AGC CTT GTG T 

Inner 
primers 

envB 6198 6224 
AGA AAG AGC AGA AGA CAG TGG  
CAA TGA 

envM 9058 9086 
TAG CCC TTC CAG TCC CCC CTT TTC  
TTT TA 

nef b 

Outer 
primers 

KVL072 8330 8355 
AAT AGA GTT AGG MAG GGA TAC  
TCA CC 

KVL073 9599 9620 ACT CAA GGC AAG CTT TAT TGA G 
Inner 

primers 
KVL074 8496 8513 GGA RCC TGT GCC TCT TCA 
KVL073 9599 9620 ACT CAA GGC AAG CTT TAT TGA G 

a position is relative to the HXB2 reference genome. b developed in-house. * PBMC outer sense primer. 

Table S3. Impact of MID filtering and RC454 data cleaning. 
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Table S4. Overview of the available clonal and population sequences. 

 

Table S9. Expected number of difference RNA copies available for cDNA synthesis in relation to the 
viral load. 

 

 
Figure S1. Schematic overview of the overlapping amplicons used for the near full genome 
amplification of HIV-1. Colored arrows indicate forward and reverse primers, with names 
corresponding to the primer’s names in Table S2. 
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Figure S2. Overview of the reaction mixes and cycling conditions for the (RT-)PCR reactions. 

 

Figure S3. Overview of the reaction mixes and cycling conditions for the second round of amplification. 
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Figure S4. emPCR/sequencing variability of the PBMC inner PCR product for patient AR01. Bars 
indicate the largest difference in observed nucleotide frequency along the axis of the patient-specific 
reference sequence. Only positions with coverage ≥10 in both samples are taken into account. 

 

Figure S5. emPCR/sequencing variability of the plasma outer PCR product for patient AR05. Bars 
indicate the largest difference in observed nucleotide frequency along the axis of the patient-specific 
reference sequence. Only positions with coverage ≥10 in both samples are taken into account. 
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Figure S6. emPCR/sequencing variability of the plasma inner PCR product (1a vs. 2a) for patient 
AR06. Bars indicate the largest difference in observed nucleotide frequency along the axis of the 
patient-specific reference sequence. Only positions with coverage ≥10 in both samples are taken  
into account. 

 

Figure S7. emPCR/sequencing variability of the plasma inner PCR product (1b vs. 2b) for patient 
AR06. Bars indicate the largest difference in observed nucleotide frequency along the axis of the 
patient-specific reference sequence. Only positions with coverage ≥10 in both samples are taken  
into account. 



S7 

 

Figure S8. emPCR/sequencing variability of the PBMC outer PCR product for patient AR07. Bars 
indicate the largest difference in observed nucleotide frequency along the axis of the patient-specific 
reference sequence. Only positions with coverage ≥10 in both samples are taken into account. 

 

Figure S9. emPCR/sequencing variability of the plasma outer PCR product for patient AR07. Bars 
indicate the largest difference in observed nucleotide frequency along the axis of the patient-specific 
reference sequence. Only positions with coverage ≥10 in both samples are taken into account. 
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Figure S10. Fragmentation protocol associated variability of the PBMC inner PCR product for patient 
AR01. Bars indicate the largest difference in observed nucleotide frequency along the axis of the 
patient-specific reference sequence. Only positions with coverage ≥10 in both samples are taken  
into account. 

 

Figure S11. Fragmentation protocol associated variability of the plasma inner PCR product for 
patient AR01. Bars indicate the largest difference in observed nucleotide frequency along the axis of 
the patient-specific reference sequence. Only positions with coverage ≥10 in both samples are taken 
into account. 
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Figure S12. Fragmentation protocol associated variability of the plasma inner PCR product for 
patient AR05. Bars indicate the largest difference in observed nucleotide frequency along the axis of 
the patient-specific reference sequence. Only positions with coverage ≥10 in both samples are taken 
into account. 

 

Figure S13. Fragmentation protocol associated variability of the plasma inner PCR product for 
patient AR06. Bars indicate the largest difference in observed nucleotide frequency along the axis of 
the patient-specific reference sequence. Only positions with coverage ≥10 in both samples are taken 
into account. 
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Figure S14. Fragmentation protocol associated variability of the PBMC inner PCR product for patient 
AR07. Bars indicate the largest difference in observed nucleotide frequency along the axis of the 
patient-specific reference sequence. Only positions with coverage ≥10 in both samples are taken  
into account. 

 

Figure S15. Histograms representing the per position diversity in the PBMC and plasma 
compartments of patient AR01. 



S11 

 

Figure S16. Histograms representing the per position diversity in the PBMC and plasma 
compartments of patient AR07. 
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