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Validation

Sample sizes for cell culture experiments were determined according to pilot studies or previous experimental experience and standard
protocols in the field (Bohn. et al., 2018, Nat Imm, Dal et al., 2020, Small)

Animal numbers were calculated according to Guidelines for the Care and Use of Mammals in Neuroscience and Behavioral Research 2003,
ISBN: 0-309-50587-9 and approved in a study protocol by the State Investigation Office Rhineland-Palatinate.

The sample calculation for RNA-Seq is based on a calculation by a statistician of the Institute of Medical Biometry (IMBEI) Mainz and published
power analyses (J Comput Biol. 2012;20:970-978, RNA. 2014;20:1684-1696).

No data was excluded

Unless otherwise indicated, all experiments underlying the figures and supplementary figures were repeated independently at least three
times. All attempts at replication were successful.

The single cell RNA sequencing approach was performed with cells isolated from a total of 6 individual mice resulting in an average of app.
4300 CD45+ cells and a mean of 160.000 aligned reads per cell. Due to the very clear-cut and representative results across all biological
replicates within one group, additional experiments were not conducted to avoid possible and unwanted batch effects due to technical issues.

To analyze the in vivo distribution of the micelles, three different methodological approaches (flow cytometry and confocal microscopy using
OregonGreen (OG)-labelled micelles, IVIS measurements using Indocyanine Green (ICG) loaded micelles) were used. Due to the comparable
and unambiguous results obtained by both flow cytometry and confocal microscopy, no further replicates were conducted for ICG
epifluorescence measurement.

Allocation was random

Investigators were blinded

anti-CD16/CD32 (clone 93; eBioscience, #14-0161-82, used at 1:50)

anti-CD45PAN-BV711 (clone 30-F11; BioLegend, #103147, used at 1:100)

anti-CD45PAN-APC-eFluor 780 (clone 30-F11; eBioscience, #47-0451-82, used at 1:60)

anti-CD11b-PE (clone M1/70; BD Biosciences, #557397, used at 1:100)

anti-CD29-Alexa Fluor 488 (clone eBioHMßb1-1; BioLegend, #102212, used at 1:80),

All antibodies used here are commercially available and have validated for the species and application. Validation Information as well
as references can be found for each individual antibody in the data sheets provided by the companies.




