
Supplemental Text 
Full-length sequence of HTLV-1 provirus integrated in TL-Om1 cells 
Size ：8941 bps 
TGACAATGACCATGAGCCCCAAATATCCCCCGGGGGCTTAGAGCCTCCTAGTGAAAAACATTTCCGCGAAACAGAAGTCTGAAAAGGTCAGGGCCCAGACTA
AGGCTCTGACGTCTCCCCCCGGAGGGACAGCTCAGCACCGGCTCAGGCTAGGCCCTGACGTGTCCCCCTGAAGACAAATCATAAGCTCAGACCTCCGGGA
AGCCACCGGAACCACCCATTTCCTCCCCATGTTTGTCAAGCCGCCCTCAGGCGTTGACGACAACCCCTCACCTCAAAAAACTTTTCATGGCACGCATATGGC
TGAATAAACTAACAGGAGTCTATAAAAGCGTGGAGACAGTTCAGGAGGAGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCCGCCATCCA
CGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAGAGCTCAGGTCGAGACCGGGCCTTT
GTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTGCGTCTTTGTTTCGTTTTCTGTTCTGC
GTCGCTACAGATCGAAAGTTCCACCCCTTTCCCTTTCATTCACGACTGACTGCCGGCTTGGCCCACGGCCAAGTACCGGCGACTCCGTTGGCTCGGAGCCA
GCGACAGCCCATTCTATAGCACTCTCCAGGAGAGAAACTTAGTACACAGTTGGGGGCTCGTCCGGGATACGAGCGCCCCTTTATTCCCTAGGCAATGGGCCA
AACCTTTTCCCGTAGCGCTAGCCCTATTCCGCGGCCGCCCCGGGGGCTGGCCGCTCATCACTGGCTTAACTTCCTCCAAGCGGCATATCGCCTAGAACCCG
GTCCCTCCAGTTACGATTTCCACCAGTTGAAAAAATTTCTTAAAATAGCTTTAGAAACACCGGTCTGGATCTGTCCCATTAACTACTCCCTCCTAGCCAGCCTAC
TCCCAAAAGGATACCCCGGCCGGGTGAATGAAATTTTACACATACTCATCCAAACCCAAGCCCAGATCCCGTCCCGTCCCGCGCCACCGCCGCCGTCATCCC
CCACCCACGACCCCCCGGATTCTGATCCACAAATCCCCCCTCCCTATGTTGAGCCTACGGCCCCCCAAGTCCTTCCAGTCATGCACCCACATGGTGCCCCTC
CCAACCATCGCCCATGGCAAATGAAAGACCTACAGGCCATTAAGCAAGAAGTCTCCCAAGCAGCCCCTGGGAGCCCCCAGTTTATGCAGACCATCCGGCTTG
CGGTGCAGCAGTTTGACCCCACTGCCAAAGACCTCCAAGACCTCCTGCAGTACCTTTGCTCCTCCCTCGTGGCTTCCCTCCATCACCAGCAGCTAGATAGCC
TTATATCGGAGGCCGAAACCCGAGGTATTACAGGTTATAACCCCTTAGCCGGTCCCCTCCGTGTCCAAGCCAACAATCCACAACAACAAGGATTAAGGCGAGA
ATACCAGCAACTCTGGCTCGCCGCCTTCGCCGCCCTGCCAGGGAGTGCCAAAGACCCTTCCTGGGCCTCTATCCTCCAAGGCCTGGAGGAGCCTTACCAC
GCCTTCGTAGAACGCCTCAACATAGCTCTTGACAATGGGCTGCCAGAAGGCACGCCCAAAGACCCCATCTTACGTTCCTTAGCCTACTCCAATGCAAACAAA
GAATGCCAAAAATTACTACAGGCCCGAGGACACACTAATAGCCCTCTAGGAGATATGTTGCGGGCTTGTCAGACCTGGACCCCCAAAGACAAAACCAAAGTG
TTAGTTGTCCAGCCTAAAAAACCCCCCCCAAATCAGCCGTGCTTCCGGTGCGGGAAAGCAGGCCACTGGAGTCGGGACTGCACTCAGCCTCGCCCCCCCC
CCGGGCCATGCCCCCTATGTCAAGACCCAACTCACTGGAAGCGAGACTGCCCCCGCCTAAAGCCCACTATCCCAGAACCAGAGCCAGAGGAAGATGCCCTC
CTATTAGACCTCCCCGCTGACATCCCACACCCAAAAAACTCCATAGGGGGGGAGGTTTAACCTCCCCCCCCACATTACAGCAAGTCCTTCTTAACCAAGACCC
AGCATCTATTCTGCCAGTTATACCGTTAGATCCCGCCCGTCGGCCCGTAATTAAAGCCCAGGTTGACACCCAGACCAGCCACCCAAAGACTATCGAAGCTTTA
CTAGATACAGGAGCAGACATGACAGTCCTTCCGATAGCCTTGTTCTCAAGTAATACTCCCCTCAAAAATACATCCGTATTAGGGGCAGGGGGCCAAACCCAAG
ATCACTTTAAGCTCACCTCCCTTCCTGTGCTAATACGCCTCCCTTTCCGGACAACGCCTATTGTTTTAACATCTTGCCTAGTTGATACCAAAAACAACTGGGCCA
TCATAGGTCGCGATGCCTTACAACAATGCCAGGGCGTCCTGTACCTCCCTGAGGCAAAAGGGCCGCCTGTAATCTTGCCAATACAGGCGCCAGCCGTCCTTG
GGCTAGAACACCTCCCAAGGCCCCCCGAAATCAGCCAGTTCCCTTTAAACCAGAACGCCTCCAGGCCTTGCAACACTTGGTCCGAAAGGCCCTGGAGGCA
GGCCATATCGAACCCTACACCGGACCAGGAAATAACCCAGTATTCCCAGTTAAAAAGGCCAATGGAACCTGGCGATTCATCCACGACCTGCGGGCCACTAAC
TCTCTAACCATAGATCTCTCATCATCTTCCCCCGGGCCCCCTGACTTGTCCAGCCTGCCAACTACACTAGCCCACTTGCAAACTATAGACCTTAAAGACGCCTT
TTTCCAAATCCCCTTACCTAAACAGTTCCAGCCCTACTTTGCTTTCACTGTCCCACAGCAGTGTAACTACGGCCCCGGCACTAGATACGCCTGGAAGGTACTA
CCCCAAGGGTTTAAAAATAGTCCCACCCTGTTCGAAATGCAGCTGGCCCATATCCTGCAGCCCATTCGGCAAGCTTTCCCCCAATGCACTATTCTTCAGTACAT
GGATGACATTCTCCTGGCAAGCCCCTCCCATGAGGACCTACTACTACTCTCAGAGGCCACAATGGCTTCCCTAATCTCCCATGGGTTGCCTGTGTCCGAAAA
CAAAACCCAGCAAACCCCTGGAACAATTAAGTTCCTAGGGCAAATAAGTTCACCCAACCACCTCACTTATGATGCAGTCCCCACGGTACCTATACGGTCCCGC
TGGGCGCTACCTGAACTTCAAGCCCTACTTGGCGAGATTCAGTGGGTCTCCAAGGGAACTCCTACCTTACGCCAGCCCCTTCACAGTCTCTACTGTGCCTTA
CAAAGGCATACTGATCCCCGAGACCAAATATATTTAAATCCTTCTCAAGTTCAATCATTAGTGCAGCTGCGGCAGGCCCTGTCACAGAACTGCCGCAGTAGACT
AGTCCAAACCCTGCCCCTCCTAGGGGCTATTATGCTGACCCTCACTGGCACCACTACTGTAGTGTTCCAGTCCAAGCAGCAGTGGCCACTTGTCTGGCTACA
TGCCCCCCTACCCCACACTAGCCAGTGCCCCTGGGGGCAGCTACTTGCCTCAGCTGTGTTATTACTCGACAAATACACCTTGCAATCCTATGGGCTACTCTGC
CAAACCATACATCATAACATCTCCACCCAAACCTTCAACCAATTCATTCAAACATCTGACCACCCCAGTGTTCCTATCTTACTCCACCACAGTCACCGATTCAAA
AATTTAGGTGCCCAAACTGGAGAACTTTGGAACACTTTTCTTAAAACAGCTGCCCCCTTGGCTCCTGTGAAAGCCCTCATGCCAGTGTTTACTCTTTCCCCGG
TGATCATAAACACCGCCCCCTGCCTGTTTTCAGACGGATCTACCTCCCGGGCAGCCTATATTCTCTGGGACAAGCATATATTGTCACAAAGATCATTCCCCCTT
CCGCCACCGCACAAGTCGGCCCAACGGGCCGAACTTCTCGGACTTTTGCATGGCCTCTCCAGCGCCCGTTCGTGGCGCTGTCTCAACATATTTCTAGACTC
CAAGTATCTTTATCATTACCTTCGGACCCTTGCCCTAGGCACCTTCCAAGGCAGGTCCTCTCAGGCCCCCTTTCAGGCCCTCCTGCCCCGCTTACTATCGCGT
AAGGTCGTCTATTTGCACCACGTTCGCAGCCATACCAATCTACCTGATCCCATCTCCAGGCTCAACGCTCTCACAGATGCCCTACTAATCACCCCTGTCCTGC
AGCTCTCTCCTGCAGAACTACACAGTTTCACCCATTGCGGACAGACGGCCCTCACATTGCAAGGGGCAACCACAACTGAGGCTTCCAATATCCTGCGCTCTT
GCCACGCCTGCCGCAAAAATAACCCACAACATCAGATGCCTCGGGGACACATCCGCCGTGGCCTACTTCCTAACCACATCTGGCAGGGCGACATTACCCATT
TCAAATATAAAAATACACTGTATCGCCTTCATGTATGGGTAGACACCTTTTCAGGAGCCATCTCAGCTACCCAAAAGAGAAAAGAAACAAGCTCAGAAGCTATTT
CCTCTTTGCTTCAGGCCATTGCCTATCTAGGCAAGCCTAGCTACATAAACACAGACAACGGCCCTGCCTATATTTCCCAAGACTTCCTCAATATGTGTACCTCC
CTTGCTATTCGCCATACTACCCATGTCCCCTACAATCCAACCAGCTCAGGACTTGTAGAACGCTCTAATGGCATTCTTAAAACCCTATTATATAAGTACTTTACTG
ACAAACCCGACCTACCCATGGATAATGCTCTATCCATAGCCCTATGGACAATCAACCACCTGAATGTGTTAACCAACTGCCACAAAACCCGATGGCAGCTTCAC
CACTCCCCCCGACTCCAGCCGATCCCAGAGACACATTCCCTCAGCAATAAACAAACCCATTGGTATTATTTCAAGCTTCCTGGTCTTAATAGCCGCCAGTGGA
AAGGACCACAGGAGGCTCTCCAAGAAGCTGCCGGCGCTGCTCTCATCCCGGTAAGCGCTAGTTCTGCCCAGTGGATCCCGTGGAGACTCCTCAAGCGAGC
TGCATGCCCAAGACCCGTCGGAGGCCCCGCCGATCCCAAAGAAAAAGACCACCAACACCATGGGTAAGTTTCTCGCCACTTTGATTTTATTCTTCCAGTTCT
GCCCCCTCATCCTCGGTGATTACAGCCCCAGCTGCTGTACTCTCACAATTGGAGTCTCCTCATACCACTCTAAACCCTGCAATCCTGCCCAGCCAGTTTGTTC
GTGGACCCTCGACCTGCCGGCCCTTTCAGCAGATCAGGCCCTACACCCCCCCTGCCCTAATCTAGTAAGTTACTCCAGCTACCATGCCACCTATTCCCTATAT
CTATTCCCTCATTGGATTAAAAAGCCAAACCGAAATGGCGGAGGCTATTATTCAGTCTCTTATTCAGACCCTTGTTCCTTAAAGTGCCCATACCTGGGGTGCCA
ATCATGGACCTGTCCCTATAAATGCGGTTTTCCCTTCTCCCTTCTAGTCGACGCTCCAGGATATGACCCCATCTGGTTCTTTAATACCGAACCCAGCCAACTGC
CTCCCACCGCCCCTCCTCTACTCCCCCACTCTAACCTAGACCACATCCTCGAGCCCTCTATACCATGGAAATCAAAACTCCTGACCCTTGTCCAGTTAACCCTA
CAAAGCACTAATTATACTTGCATTGTCTGTATCGATCGTGCCAGCCTATCCACTTGGCACGTCCTATACTCTCCCAACGTCTCTGTTCCATCCTCTTCTTCTACC
CCCCTCCTTTACCCATCGTTAGCGCTTCCAGCCCCCCACCTGACGTTACCATTTAACTGGACCCACTGCTTTGACCCCCAGATTCAAGCTATAGTCTCCTCCC
CCTGTCATAACTCCCTCATCCTGCCCCCCTTTTCCTTGTCACCTGTTCCCACCCTAGGATCCCGCTCCCGCCGAGCGGTACCGGTGGCGGTCTGGCTTGTCT
CCGCCCTGGCCATGGGAGCCGGGGTGGCTGGCGGGATTACCGGCTCCATGTCCCTCGCCTCAGGGAAGAGCCTCTTACATGAGGTGGACAAAGATATTTC
CCAATTAACTCAAGCAATAGTCAAAAACCACAAAAATCTACTCAAAATTGCGCAGTATGCTGCCCAGAACAGACGAGGCCTTGATCTCCTGTTCTGGGAGCAA
GGAGGATTATGCAAAGCATTACAAGAACAGTGCTGTTTTCTGAATATTACTAATTCCCATGTCTCAATACTACAAGAAAGACCCCCCCTGGAGAATCGAGTCCT
GACTGGCTGGGGCCTTAACTGGGACCTTGGCCTCTCACAGTGGGCTCGAGAGGCCTTACAAACTGGAATCACCCTTGTCGCGCTACTCCTTCTTGTTATCCT
TGCAGGACCATGCATCCTCCGTCAGCTACGACACCTCCCCTCGCGCGTCAGATACCCCCATTACTCTCTTATAAACCCTGAGTCATCCCTGTAAACCAAGCAC
ATAATTATTGCAACCACATCGCCTCCAGCCTCCCCTGCCAATAATTAACCTCTCCCATTAAATCCTCCTTCTCCTGCAGCAACTTCCTCCGTTCAGCCTCCAAG
GACTCCACCTCGCCTTCCAACTGTCTAGTATAGCCATCAATCCCCAACTCCTGCATTTTTTCTTTCCTAGCACTATGCTGTTTCGCCTTCTCAGCCCCTTGTCTC
CACTTGCGCTCACGGCGCTCCTGCTCTTCCTGCTTTCTCCGGGCGACGTCAGCGGCCTTCTTCTCCGCCCGCCTCCTGCGCCGTGCCTTCTCCTCTTCCTT
CCTTTTCAAATACTCAGCAATCTGCTTTTCCTCCTCTTTCTCCCGCTCTTTTTTTCGCTTCCTCTTCTCCTCAGCCCGTCGCTGCCGATCACGATGCGTTTCCC
CGCGAGGTGGCGCTTTCTCCCCTGGAGGGCCCCGTCGCAGCCGGCCGCGGCTTTCCTCTTCTAAGGATAGCAAACCGTCAAGCACAGCTTCCTCCTCCTC
CTTGTCCTTTAACTCTTCCTCCAAGGATAATAGCCCGTCCACCAATTCCTCCACCAGCAGGTCCTCCGGGCATGGCACAGGCAAGCATCGAAACAGCCCTAC
AGATACAAAGTTAACCATGCTTATTATCAGCCCACTTCCCAGGGTTTGGACAGAGTCTTCTTTTCGGATACCCAGTCTACGTGTTTGGAGACTGTGTACAAGGC
GACTGGTGCCCCATCTCTGGGGGACTATGTTCGGCCCGCCTACATCGTCACGCCCTACTGGCCACCTGTCCAGAGCATCAGATCACCTGGGACCCCATCGA
TGGACGCGTTATCGGCTCAGCTCTACAGTTCCTTATCCCTCGACTCCCCTCCTTCCCCACCCAGAGAACCTCTAAGACCCTCAAGGTCCTTACCCCGCCAATC
ACTCATACAACCCCCAACATTCCACCCTCCTTCCTCCAGGCCATGCGCAAATACTCCCCCTTCCGAAATGGATACATGGAACCCACCCTTGGGCAGCACCTCC
CAACCCTGTCTTTTCCAGACCCCGGACTCCGGCCCCAAAACCTGTACACCCTCTGGGGAGGCTCCGTTGTCTGCATGTACCTCTACCAGCTTTCCCCCCCCA
TCACCTGGCCCCTCCTGCCCCACGTGATTTTTTGCCACCCCGGCCAGCTCGGGGCCTTCCTCACCAATGTTCCCTACAAGCGAATAGAAGAACTCCTCTATA
AAATTTCCCTTACCACAGGGGCCCTAATAATTCTACCCGAAGACTGTTTGCCCACCACCCTTTTCCAGCCTGTTAGGGCACCCGTCACGCTAACAGCCTGGCA
AAACGGCCTCCTTCCGTTCCACTCAACCCTCACCACTCCAGGCCTTATTTGGACATTTACCGATAGCACGCCTATGATTTCCGGGCCCTGCCCTAAAGATGGC
CAGCCATCTTTAGTACTACAGTCCTCCTCCTTTATATTTCACAAATTTCAAACCAAGGCCTACCACCCCTCATTTCTACTCTCACACGGCCTCATACAGTACTCTT
CCTTTCATAATTTACATCTCCTGTTTGAAGAATACACCAACATCCCCATTTCTCTACTTTTTAACGAAAAAGAGGCAGATGACAATGACCATGAGCCCCAAATATC
CCCCGGGGGCTTAGAGCCTCCCAGTGAAAAACATTTCCGCGAAACAGAAGTCTGAAAAGGTCAGGGCCCAGACTAAGGCTCTGACGTCTCCCCCCGGAGG
GACAGCTCAGCACCGGCTCAGGCTAGGCCCTGACGTGTCCCCCTGAAGACAAATCATAAGCTCAGACCTCCGGGAAGCCACCGGAACCACCCATTTCCTCC
CCATGTTTGTCAAGCCGCCCTCAGGCGTTGACGACAACCCCTCACCTCAAAAAACTTTTCATGGCACGCATATGGCTGAATAAACTAACAGGAGTCTATAAAA
GCGTGGAGACAGTTCAGGAGGAGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCCGCCATCCACGCCGGTTGAGTCGCGTTCTGCCGC
CTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAGAGCTCAGGTCGAGACCGGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCT
AGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTGCGTCTTTGTTTCGTTTTCTGTTCTGCGTCGCTACAGATCGAAAGTTCCACCC
CTTTCCCTTTCATTCACGACTGACTGCCGGCTTGGCCCACGGCCAAGTACCGGCGACTCCGTTGGCTCGGAGCCAGCGACAGCCCATTCTATAGCACTCTC
CAGGAGAGAAACTTAGTACAC 



Env sequence of HTLV‐1 provirus isolated from TL‐Om1 cells
Complete sequence of HTLV‐1 from TL‐Om1 cells showed 93 nt (31 aa) inframe deletion in the env sequence. A. 
Comparison of the env sequences to ATK‐1. The deleted region contained aa125‐155 of ATK‐1 Env and was located in 
the RBD.

Supplemental Fig. 1

Env amino acid sequence domains
1‐21 SP
21‐313 SU
21‐179 receptor binding domain (RBD)
180‐215 proline‐rich region (PRR)
215‐313 SU C‐term
313‐488 TM 446‐465 tm
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1st Amino Acid Sequence
File Name        : ATK‐1 Env_1AA
Sequence Size    : 488

2nd Amino Acid Sequence
File Name        : TL‐Om1 Env_1AA
Sequence Size    : 457

Unit Size to Compare : 2

Percent Similarity   : 99.3(447/457)
Percent Identity     : 97.8(454/457)



 
Supplemental Table 1. Genomic long PCR primers 
Forward Name sequence Reverse Name Sequence size 

(base) regions 

5′ gPCR 1F CAGTTCCCATGATCTGAGTCTAGGTCC 41R GGGAGGTGAGCTTAAAGTGATCTT 3964 5′ integration site, LTR, 
coding 

18F CCAAGTCCTTCCAGTCATGCA 188R ATGGTCATTGTCATCTGCCTCTTT 6950 coding 

174F TGGACAGAGTCTTCTTTTCGGATAC 3′ gPCR 2R ACAAAAGCAGGAGGCGTCACACTAC 4065 LTR, 3′ integration site 

 
 



 
Supplemental Table 2. Primers for sequencing analysis 

Name Sequence Name Sequence 
Determination of HTLV-1 integration site  
5′-seq 1F GGGAACATGGATGGAGCTAG 5′-seq 2F CTTATAAGTGGGAGCTAAATGATGAG 
5′-seq 3F ATCTTGCTGCTGCTCATTG 5′-seq 4F ACTCCATTTGCCTTCCCTC 

70F ACAAATACACCTTGCAATCCTATGG 78F CACCTCCCAGGCAGCCTATA 
101F TGCCTATATTTCCCAAGACTTCCT 5R TCAGTCGTGAATGAAAGGGAAAG 
18R CGCTTGGGAGACTTCTTGCT   

Determination of HTLV-1 sequence    
18F CCAAGTCCTTCCAGTCATGCA 18R CGCTTGGGAGACTTCTTGCT 
20F CCCCCAGTTTATGCAGACCAT 20R CCACGAGGGAGGAGCAAA 
33F AATGCAAACAAAGAATGCCAAAA 33R GGCTGGACAACTAACACTTTGGT 
41F ACAGTCCTTCCGATAGCCTTGTT 41R GGGAGGTGAGCTTAAAGTGATCTT 
47F TCGTGATGCCTTACAACAATGC 47R GGAGGTGTTCTAGCCCAAGGA 
60F CCGAAAACAAAACCCAGCAA 60R CCAGCGGGACCGTATAGGTA 
70F ACAAATACACCTTGCAATCCTATGG 70R GGGTGGTCAGATGTTTGAATGA 
84F CCTGCCCCGCTTACTATCG 84R GGCATCTGTGAGAGCGTTGA 
101F TGCCTATATTTCCCAAGACTTCCT 101R TTCTACAAGTCCGGAGCTGGTT 
111F CCCCTCATCCTCGGTGATTAC 111R CGAGGGTCCATGAACAAACTG 
120F CATTGGATCAAAAAGCCAAACC 120R ATGATTGGCACCCTAGGTATGG 
139F CACTGCTTTGACCCCCAGAT 139R GGATCCTAGCGTGGGAACAG 
156F GCATCCTCCGTCAGCTACGA 156R TTGCAATAATTGTGTGCTTGGTTT 
161F CCTCGCCTTCCAACTGTCTAGTA 161R TGAGCGCAAGTGGAGACAAG 
174F TGGACAGAGTCTTCTTTTCGGATAC 174R TAGGCGGGCCGAACATAG 
180F GGCCTTCCTCACCAATGTTC 180R GCAAACAGTCCTCGGGTAGAAT 
187F CAAGGCCTACCACCCCTCAT 188F GTACTCTTCCTTTCATAATTTGCATCTC 
3′-1R ACAAAAGCAGGAGGCGTCACACTAC   



Supplemental Table 3. Summary of gene copy numbers (N) determined in this report. 

Method  Cells Target genes 
RPPH1 ALB ACTB CD81 HBB RAG-1 HTLV-1 LTR 

FISH TL-Om1 3.95 3 - - - - 1.8 - 
Jurkat 2 2 - - - - - - 

Digital 
PCR 

TL-Om1 3.95 2.93 - - - - 2.00 - 
Jurkat 2 1.72 - - - -  - 

PBMC1 2 2.17 - - - -  - 
PBMC2 2 1.99 - - - -  - 

q-PCR 
Plasmid 

TL-Om1 Mean 3.95 2.94 - - - - 1.91 4.01 
SD - 0.01 - - - - 0.06 0.18 

Jurkat Mean 2 1.84 - - - - - - 
SD - 0.04 - - - - - - 

q-PCR 
gDNA 

TL-Om1 Mean 3.95 2.92 4.65 3.99 3.65 3.71 - - 
SD - 0.02 0.03 0.02 0.01 0.01 - - 

Jurkat Mean 2 1.90 2.14 1.98 1.79 2.16 - - 
SD - 0.01 0.02 0.01 0.01 0.02 - - 

PBMC 1 
Mean 2 1.98 1.99 1.96 1.98 2.00 - - 

SD - 0.01 0.04 0.03 0.02 0.01 - - 

PBMC 2 Mean 2 2.02 2.02 1.98 2.00 2.02 - - 
SD - 0.04 0.05 0.04 0.05 0.04 - - 

Underlined number is the result from FISH analysis. 
N = (FISH) x 2-ΔCt , ΔCt = Ct (Target gene)- Ct (RPPH1) 


