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Figure S1. In vivo binding of RNAPIII to the BLV miRNA cluster in latently-infected YR2 ovine cells.

a. Schematic representation of the BLV provirus in latently-infected YR2 ovine cells. The localization of the
different amplified regions is presented below the provirus. b. Chromatin prepared from YR2 cells was
immunoprecipitated with specific antibodies directed against the largest subunit of the RNAPII or RNAPIII
(RPB1 or RPC1, respectively) or with a purified 1gG to measure aspecific immunoprecipitation background.
Results are presented as histograms indicating percentages of immunoprecipitated DNA compared to the
input DNA (% IP/INP). Data are the means + SEM from one representative of at least three independent
experiments.
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Figure S2. Recruitment of the RPC7a and RPC7b subunits to the BLV miRNA cluster in latently-
infected YR2 ovine cells.

Chromatin prepared from YR2 cells was immunoprecipitated with specific antibodies directed against the two
isoforms of the RNAPIII RPC7 subunit or with a purified IgG as background measurement. Purified DNA
was then amplified with oligonucleotide primers hybridizing to three BLV regions: the 5’-LTR, the miRNA
cluster or the 3’LTR/host junction region (a) or to the class Il control cellular genes (b). Results are
presented as histograms indicating fold enrichment compared to 1gG for which a value of 1 was
assigned. Data are the means * SEM of duplicates samples from one representative of at least three
independent experiments.
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Figure S3. The BLV miRNA cluster DNA is not methylated in latently-infected YR2 ovine cells.
Genomic DNA from YR2 cells was extracted and treated by sodium bisulfite and the miRNA cluster was
amplified by nested PCR. The amplified products were cloned in a TA cloning vector and 10 independent
clones were sequenced. Open and filled circles represent non-methylated and methylated CpG
dinucleotides, respectively. The position of the 5 BLV-pre-miRs within the miRNA cluster is presented in

the lower part of the figure.



Name of Sequences

primer

CV3311 | Stemloop BLV-miR-B4-3p | 5'...gtcgtatccagtgcagggtccgaggtattcgcactggatacgacaaaggc...3’
Cv3331 Stemloop miR-191 5’...gtcgtatccagtgcagggtccgaggtattcgcactggatacgaccagcetg...3’
CVv3333 | Stemloop BLV-miR-B2-5p | 5'...gtcgtatccagtgcagggtccgaggtattcgecactggatacgactctgeg...3’
Cv3321 miRNAs bs Fwd 5’...tgattatcaggccttgctaccatc...3’

Cv3322 miRNAs bs Rev 5’...gaagggactttatgggcactgttagaa...3’

Cv3323 miRNAs bs nested Fwd 5’...ccagagatctactctcacctctceecc...3’

Cv3324 miRNAs bs nested Rev 5’...gcccaaatgctgctggatgtggctgg...3’

Cv3380 miRNAs cluster Fwd 5’...gtcagcacccccatgtttcacgceacc...3’

Cv3381 miRNAs cluster Rev 5’...gctagcagatctgaccttttggaagagatattg...3’

CVv3451 MTE/DPE Fwd 5’...acaagcgcgggtgcaagecatgattecttggagegeggggtcagg...3’
CVv3452 MTE/DPE Rev 5’...cctgaccccgegetccaaggaatcatggtctgecaccegegcettgt...3’
CV3453 BRE Fwd 5’...ttgcecggtgtctectggecgctagataacgecgaaggagagageg...3’
Cv3454 BRE Rev 5’...cgctctctecttcggegttatctageggecaggagagaccggeaa...3’

Table S1 : List of PCR primers used in this study




Antibody Reference Origin
IgG I-1000 Vector Laboratories
RPB1 SC-899 Santa Cruz
TBP Mab-TBPCSH-100 Diagenode
Bdp1 2663 Dr B. White
Brfl 128 Dr B. White
Brf2 940.005 Dr N. Hernandez
TFHIC 4286 Dr B. White
TFIIA ab76894 Abcam
RPC1 CS377 Dr N. Hernandez
RPC1’ SC-1900 Santa Cruz
RPC4 Ccse81 Dr N. Hernandez
RPC6 ab151495 Abcam
RPC7a SC3070 Dr N. Hernandez
RPC7f SC3072 Dr N. Hernandez
H3K27me3 07-449 Millipore
H3K4me?2 07-030 Millipore
H3K4me3 04-745 Millipore
H3K36me3 ab-9050 Abcam
H3K9me3 07-442 Millipore
H3ac 06-599 Millipore
H3K9ac pAb-ACHAHS-044 Diagenode
H2AZ 17-10048 Millipore
a-tubulin T5168 Sigma

Table S2 : List of antibodies used in this study




Name of Genomic Viral localization (nt +1 = first Sequences
primer |localization nucleotide of the 5’LTR)
Cv3168 Rasa3 E1 5’...gacccagcatggcggtggag...3’
Cv3169 Rasa3 E1 5’...ccgectgcetectgegaactc...3’
CVvV3170 Rasa3 I1 5’...catacctccctggecccgcet...3’
Cv3171 Rasa3 i1 5’...cagaagcacccgcgctccaa...3’
CVv3174 | Jonction 5’ 5’...ccggcagcttctgaccgeag...3’
CV3175 | Jonction 5’ nt 9 —nt 28 and nt 8198 —nt 8217 5’...cgcctaggccggceatgatct...3’
Cv3123 LTR 5’ nt 423 —nt 442 and nt 8612 — nt 8631 5’...aagggcgtctggcttgeacc...3’
Cv3124 LTR5’ nt 533 —nt 552 5’...aatcccggacgagceccccaa...3’
CVv3028 gag nt 1263 —nt 1282 5’...agcccaacgecggggatctt...3’
CV3029 gag nt 1357 —nt 1376 5’...cggggccttggacgatggtg...3’
CVv3032 pol nt 3616 — nt 3635 5’...ttcctgeggecctttgectce...3’
Cv3033 pol nt 3740 — nt 3759 5’...agcccgccaagagacctgct...3’
CVv3038 env nt 5920 — nt 5939 5’...ccagaaccgacgggggcttg...3’
CVv3039 env nt 6030 — nt 6049 5’...gctggagatcaccgaggcegsg...3’
Cv3127 miRNAs nt 6804 — nt 6823 5’...acgccctgttgcacaccctt...3’
Cv3128 miRNAs nt 6927 — nt 6946 5’...ctcagaacccggggcecttgce...3’
Cv3044 Taxg, v E2 nt 7752 - nt 7771 5’...cttgtggaccccctecggcet...3’
Cv3045 Taxg vy E2 nt 7849 — nt 7869 5’...agggctcgcctaggggtagaa...3’
CV3046 LTR3’ nt 8095 — nt 8119 5’...tggttgctagcgggaaactaagact...3’
Ccv3047 LTR3’ nt 31 —nt 50 and nt 8014 — nt 8033 5’...ctggtttacggggcggtggc...3’
CV3176 | Jonction3' | nt 423 —nt 442 and nt 8612 — nt 8631 5’...aagggcgtctggcettgeacc...3’
CVv3177 | Jonction 3' 5’...ggccgtcgagttecgacctg...3’
Cv3179 Rasa3 12 5’...tcccgagccctaggtgtgcc...3’
Cv3180 Rasa3 12 5’...ctcctctceccgeaggecagt...3’
Cv3181 Rasa3 E2 5’...tcccacatacccggggcecaa...3’
Cv3182 Rasa3 E2 5’...tggtcctgaaaacctectectggt...3’
Cv3044 tRNA"P 5’..tcgttagtatagtggtgagtatccecg...3’
CV3045 tRNA*P 5’...ggggaatcgaaccccggtctcc...3’
Cv3357 55 rDNA 5’...tggccataccaccatgaatgcacc...3’
CVv3358 55 rDNA 5’...cgatccaagtactaaccaggtccaagc...3’
Cv3335 U6 RNA 5’...cgcttcacgaatttgcegtgtcat...3’
CVv3359 U6 RNA 5’...tgctcgcttcggeageacat...3’
CV3360 75K RNA 5’...ggctaggcegggtgteecctt...3’
CVv3361 75K RNA 5’...tcgtcctcttcgaccgageg...3’
CV3312 | miR-B4-3p nt 6745 — nt 6757 5’...agcaccacagtct...3’
Cv3332 miR-191 5’...cggcggcaacggaaucccaaa...3’
CV3334 | miR-B2-5p nt 6508 — nt 6521 5’...cggcggatgactgagtgtag...3’
Cv3313 Stemloop 5’...gtgcagggtccgaggt...3’
CV2564 Fluc 5’...cccgcgaacgacatttataa...3’
CV2565 Fluc 5’...tttggaaacgaacaccacg...3’
CV2004 GAPDH 5’...gcccccggtttctataaattg...3’
CV2005 GAPDH 5’...agaagatgcggctgactgtc...3’

Table S3 : List of qPCR primers used in this study




