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The breast cancer cell line proteomics data31 used in this study are available in the Chorus database under accession code 6153436701505083307 [https://
chorusproject.org/anonymous/download/experiment/6153436701505083307].

Samples-size calculation was not performed. One MS analysis was performed in technical triplicate. Further MS analyses for all primary
experiments was performed in biological quadruplicate (independent cell cultures). The number of cells cultured for each replicate was based
on previous reports and observations, in order to gain sufficient depth of sequencing and accurate profiling of low stoichiometry PTMs.
Western blot analyses were performed in biological duplicate (independent cell cultures). Microscopy experiments were performed in
biological duplicate, and 109 individual cells were investigated from randomly chosen fields of cells spread across the different experiments.
The chosen sample sizes are consistent with previous publications, and are common practice in the field (2-4 biological replicates).

No data was excluded.

MS analyses were performed in triplicate or quadruplicate. Western blot and microscopy experiments were performed in biological duplicate.
All attempts at replication were successful, and the number of replicates are indicated in the figure legends in the manuscript.

Samples were not divided into experimental groups, all replicates for all individual experiments were simultaneously prepared, handled, and
statistically processed while taking multiple-hypotheses testing into account.

All samples relating to each experiment were handled simultaneously. During handling, all samples were numbered and processed in random
order to avoid introduction of bias into the samples. During MS data acquisition, samples were clearly labeled (and thus not blinded), which is
important to MS experimental design. The performance of the MS instrument drifts over time, and there can be power outages and other
factors outside of our control. Therefore, it is important to run samples in an order where the least technical variance is introduced between
runs (e.g. control_rep1, treatmentA_rep1, treamtentB_rep1, control_rep2, treatmentA_rep2, treatmentB_rep2, etc.). Further, this lets us
account for the limited degree of sample carryover as a result from column carryover.

All data analysis was performed with unbiased software, in an unsupervised manner, and therefore blinding is not applicable in this context.
All MS data is publicly available and may be re-processed and investigated by any external party.

The following primary antibodies were used for immunoblot analysis in this study, and diluted at 1:1,000 unless stated otherwise.
Poly/Mono-ADP Ribose (E6F6A) Rabbit mAb #83732 (CST), PARP1 (46D11) Rabbit mAb #9532 (CST), HPF1 Rabbit pAb HPA043467
(Atlas Antibodies), ADPRHL2 (ARH3) Rabbit pAb HPA027104 (Atlas Antibodies), GAPDH Rabbit pAb ab9485 (Abcam), GFP Mouse mAb
clone 7.1 and 13.1 (Roche). Pan-ADPr (MABE1016) Rabbit (Millipore); at 1:1,500, ADPRHL2 (ARH3) Rabbit pAb HPA027104 (Atlas
Antibodies); at 1:2,000, GFP (ab290) Rabbit (Abcam); at 1:5,000, custom-made HPF1 antibody was previously described (Bilokapic S,
Suskiewicz MJ, Ahel I, Halic M. Bridging of DNA breaks activates PARP2-HPF1 to modify chromatin. Nature 585, 609-613 (2020).)




