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Table S1. Crossover classes analyzed for meiotic recombination frequency using the strain #306
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Table S2. Crossover classes analyzed for meiotic recombination frequency using the strain #620
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Fig. S1. The presence of the sgs3-FLP transgene allows to specifically remove FRT-flanked transcriptional
terminator STOP#1 from Dam-encoding transgenes only in larval salivary gland cells.

a - Schematic representation of the min.hsp70P-FRT-STOP#1-FRT-Dam(-HP1) transgenes and removal of the STOP#1
cassette placed between the minimal hsp70 promoter and Dam(-HP1) coding sequence in the presence of FLP recombi-
nase. PCR products of different lengths are expected from the intact and FLP-recombined transgenes. b — PCR products
obtained from genomic DNA isolated from dissected larval salivary glands and whole adult flies. The presence of the
5gs3-FLP transgene leads to specific removal of the STOP#1 cassette in larval salivary glands but not in adult flies' tissues.
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Fig. S2. Comparison of HP1 binding profiles in salivary glands of the Non3 and Plrescue];
Non3 mutants.

Chromosomes X, 2L, 2R, 3L, 3R, 4 and Y are shown. A running mean algorithm (a sliding window of 50 GATC
fragments, one fragment per step) was applied to the HP1 binding data.
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Fig. $S3. Comparison of HP1 binding profiles in salivary glands of the control third instar larvae
and P[rescue]; Non3 mutants.

Chromosomes X, 2L, 2R, 3L, 3R, 4 and Y are shown. A running mean algorithm (a sliding window of 50 GATC
fragments, one fragment per step) was applied to the HP1 binding data.
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