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Please do not complete any field with "not applicable" or n/a.  Refer to the help text for what text to use if an item is not relevant to your study.
For final submission: please carefully check your responses for accuracy; you will not be able to make changes later.
Statistics
For all statistical analyses, confirm that the following items are present in the figure legend, table legend, main text, or Methods section.
n/a
Confirmed
Our web collection on statistics for biologists contains articles on many of the points above.
Software and code
Policy information about availability of computer code
For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.
Data
Policy information about availability of data
All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:
- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability
- For clinical datasets or third party data, please ensure that the statement adheres to our policy 
Human research participants
Policy information about studies involving human research participants and Sex and Gender in Research. 
Note that full information on the approval of the study protocol must also be provided in the manuscript.
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Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.
For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf
Life sciences study design
All studies must disclose on these points even when the disclosure is negative.
Behavioural & social sciences study design
All studies must disclose on these points even when the disclosure is negative.
Ecological, evolutionary & environmental sciences study design
All studies must disclose on these points even when the disclosure is negative.
Did the study involve field work?
Field work, collection and transport
Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material, system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response. 
Materials & experimental systems
n/a
Involved in the study
Methods
n/a
Involved in the study
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Eukaryotic cell lines
Policy information about cell lines and Sex and Gender in Research
Commonly misidentified lines
(See ICLAC register)
Palaeontology and Archaeology
Note that full information on the approval of the study protocol must also be provided in the manuscript.
Animals and other research organisms
Policy information about studies involving animals; ARRIVE guidelines recommended for reporting animal research, and Sex and Gender in Research
Note that full information on the approval of the study protocol must also be provided in the manuscript.
Clinical data
Policy information about clinical studies
All manuscripts should comply with the ICMJE guidelines for publication of clinical research and a completed CONSORT checklist must be included with all submissions.
Dual use research of concern
Policy information about dual use research of concern
Hazards
Could the accidental, deliberate or reckless misuse of agents or technologies generated in the work, or the application of information presented in the manuscript, pose a threat to:
No
Yes
For examples of agents subject to oversight, see the United States Government Policy for Institutional Oversight of Life Sciences Dual Use Research of Concern.
Experiments of concern
Does the work involve any of these experiments of concern:
No
Yes
Precautions and benefits
ChIP-seq
Data deposition
Genome browser session 
(e.g. UCSC)
Methodology
Flow Cytometry
Plots
Confirm that:
Methodology
Magnetic resonance imaging
Experimental design
Acquisition
Diffusion MRI
Preprocessing
Statistical modeling & inference
Specify type of analysis:
Statistic type for inference
(See Eklund et al. 2016)
Models & analysis
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	CurrentPageNumber: 
	Double-blind peer review submissions: write DBPR and your manuscript number here instead of author names.: Wei Cai
	YYYY-MM-DD: 2023/05/25
	na: 
	y: 
	Provide a description of all commercial, open source and custom code used to collect the data in this study, specifying the version used OR state that no software was used.: Particle Analyzer Litesizer 500, Bioanalyzer 2100 system (Agilent Technologies, CA, USA), AMPure XP system (Beckman Coulter, Beverly, USA), Hisat2 v2.0.5.
	Provide a description of all commercial, open source and custom code used to analyse the data in this study, specifying the version used OR state that no software was used.: FlowJo software 10.0, GraphPad Prism 8.0.2, ImageJ 1.8.0,  the software of R using the "DESeq2" package (1.20.0), the software of R using the "clusterProfiler" package 4.0.2, the software of R using the “pheatmap” package 1.0.12.
	Note the sampling procedure. Describe the statistical methods that were used to predetermine sample size OR if no sample-size calculation was performed, describe how sample sizes were chosen and provide a rationale for why these sample sizes are sufficient.: All data needed to evaluate the conclusions in the paper are present in the paper and/or the Supplementary Materials. Source data are provided with this paper. All the databases/datasets used in the study along with appropriately accessible links/accession-codes. RNAseq data has been deposited to GEO under accession GSE222419 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE222419). The mass spectrometry proteomics data have been deposited to the ProteomeXchange Consortium via the PRIDE partner repository with the dataset identifier PXD039329 (https://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD039329). 
	Note the sampling procedure. Describe the statistical methods that were used to predetermine sample size OR if no sample-size calculation was performed, describe how sample sizes were chosen and provide a rationale for why these sample sizes are sufficient.: The sample size for each experiment was described in Figure Legends. Sample size in mouse experiments was determined to get biological meaningful results, and thus enough to reflect the huge differences between Control and CAA mice. Detailed mice numbers in each experiment were determined by the number of mice born in the cages designed for indicated experiments. Sample sizes for qPCR, western blot and other cell and molecular experiments were designed for at least three samples in each group for analysis.
	Describe the covariate-relevant population characteristics of the human research participants (e.g. age, genotypic information, past and current diagnosis and treatment categories). If you filled out the behavioural & social sciences study design questions and have nothing to add here, write "See above.": A cohort consisting 12 healthy donors (female n =6, male n =6), 12 CAA patients (female n =4, male n =8), 28 aCSVD patients (female n =9, male n =19), 10 cerebral autosomal dominant arteriopathy with subcortical infarcts and leukoencephalopathy (CADASIL) patients (female n =4, male n =6), and 10 AD patients (female n =5, male n =5) was recruited.
	Describe the covariate-relevant population characteristics of the human research participants (e.g. age, genotypic information, past and current diagnosis and treatment categories). If you filled out the behavioural & social sciences study design questions and have nothing to add here, write "See above.": Age, group (mean±SD): healthy donors (70.67±1.13), CAA patients (74.67±2.56), CAA patients (76.30±2.05), aCSVD patients (71.00±1.51), CADASIL patients (46.80±4.49), AD patients (73.10±1.29).Hypertension, group (n , %): healthy donors (0, 0), CAA patients (6, 50.00%), AIS patients (5, 50.00%), aCSVD patients (20, 71.43%), CADASIL patients (2, 20.00%), AD patients (5, 50.00%).Diabetes mellitus, group (n , %): healthy donors (0, 0), CAA patients (3, 25.00%), AIS patients (1, 10.00%), aCSVD patients (7, 25.00%), CADASIL patients (2, 20.00%), AD patients (1, 10.00%).Symptomatic stroke, n (%), group (n , %): healthy donors (0, 0), CAA patients (7, 58.33%), AIS patients (10, 100.00%), aCSVD patients (7, 25.00%), CADASIL patients (4, 40.00%), AD patients (1, 10.00%).
	Describe how participants were recruited. Outline any potential self-selection bias or other biases that may be present and how these are likely to impact results.: The participants were recruited in the Third Affiliated Hospital of Sun Yat-sen University from April 2021 to December 2021. All eligible patients, meeting the inclusion criteria, from each group were enrolled in the study within the specified timeframe. Additionally, the neurologist responsible for patient enrollment was unaware of the subsequent experimental design, ensuring the absence of self-selection bias.
	Identify the organization(s) that approved or provided guidance on the study protocol, OR state that no ethical approval or guidance was required and explain why not.: The clinical studies were approved by the Medical Ethics Committee of the Third Affiliated Hospital of Sun Yat-Sen University. All participants had been given the informed consent according to the principles illustrated in Declaration of Helsinki. 
	Identify the organization(s) that approved or provided guidance on the study protocol, OR state that no ethical approval or guidance was required and explain why not.: In total, 105 WT mice (male : female = 55 : 50), 38 Tg-SwDI/B mice (male : female = 20 : 18), and 5 5xFAD mice (male : female = 3 : 2) were utilized in the study. No sexual impact on migrasome production has been observed.
	Identify the organization(s) that approved or provided guidance on the study protocol, OR state that no ethical approval or guidance was required and explain why not.: All Mice were used in accordance with the Guide for Care and Use of Laboratory Animals of the National Institute of Health, and protocols were approved by the Institutional Animal Care and Use Committee of The Third Affiliated Hospital of Sun Yat-sen University.
	life: 
	behavioural: 
	eee: 
	If no data were excluded from the analyses, state so OR if data were excluded, describe the exclusions and the rationale behind them, indicating whether exclusion criteria were pre-established.: No data were excluded from analysis.
	Describe the measures taken to verify the reproducibility of the experimental findings. If all attempts at replication were successful, confirm this OR if there are any findings that were not replicated or cannot be reproduced, note this and describe why.: All the cell culture experiments were repeated at least three times, and we made sure that cells in these data were cultured strictly sticking on sterile and mycoplasma-free conditions. For animal studies, more than three mice in each group were used in animal experiments, which was sufficient to get credible conclusions. Considering the animal welfare, we try to get supportive conclusions with the fewest possible replicate experiments. Two replicates were used in each group in RNA-seq, which is enough to get biologically meaningful differences. Western Blot was confirmed by at least three independent experiments with similar results and thus believed to be reliable. All the replicated experiments have been confirmed as successful.
	Describe how samples/organisms/participants were allocated into groups. If allocation was not random, describe how covariates were controlled. If this is not relevant to your study, explain why.: Mice with different genotypes were randomly divided into different groups. For example, when Control or Tg-SWDI mice were divided into two groups, each individual was chosen just randomly and allocated to different groups. Likewise, cultured cells in different dishes were randomly allocated into different treatment groups.
	Describe the extent of blinding used during data acquisition and analysis. If blinding was not possible, describe why OR explain why blinding was not relevant to your study.: The neuroimaging assessment, flow cytometric analysis, immunostaining, and enzyme linked immunosorbent assay and mouse experiments in this article were performed and analyzed by investigators who were blinded for experimental designs. Blinding was not performed for cell-related experiments because the investigator must know the treatment for each group. For western blot and qPCR, the investigator was not blinded since these experiments were conducted by the same person.
	Briefly describe the study type including whether data are quantitative, qualitative, or mixed-methods (e.g. qualitative cross-sectional, quantitative experimental, mixed-methods case study). : 
	State the research sample (e.g. Harvard university undergraduates, villagers in rural India) and provide relevant demographic information (e.g. age, sex) and indicate whether the sample is representative. Provide a rationale for the study sample chosen. For studies involving existing datasets, please describe the dataset and source.: 
	Describe the sampling procedure (e.g. random, snowball, stratified, convenience). Describe the statistical methods that were used to predetermine sample size OR if no sample-size calculation was performed, describe how sample sizes were chosen and provide a rationale for why these sample sizes are sufficient. For qualitative data, please indicate whether data saturation was considered, and what criteria were used to decide that no further sampling was needed.: 
	Provide details about the data collection procedure, including the instruments or devices used to record the data (e.g. pen and paper, computer, eye tracker, video or audio equipment) whether anyone was present besides the participant(s) and the researcher, and whether the researcher was blind to experimental condition and/or the study hypothesis during data collection.: 
	Indicate the start and stop dates of data collection, noting the frequency and periodicity of sampling and providing a rationale for these choices. If there is a gap between collection periods, state the dates for each sample cohort. Specify the spatial scale from which the data are taken: 
	State how many participants dropped out/declined participation and the reason(s) given OR provide response rate OR state that no participants dropped out/declined participation.: 
	If participants were not allocated into experimental groups, state so OR describe how participants were allocated to groups, and if allocation was not random, describe how covariates were controlled.: 
	Briefly describe the study. For quantitative data include treatment factors and interactions, design structure (e.g. factorial, nested, hierarchical), nature and number of experimental units and replicates.: 
	Describe the research sample (e.g. a group of tagged Passer domesticus, all Stenocereus thurberi within Organ Pipe Cactus National Monument), and provide a rationale for the sample choice. When relevant, describe the organism taxa, source, sex, age range and any manipulations. State what population the sample is meant to represent when applicable. For studies involving existing datasets, describe the data and its source.: 
	Describe the data collection procedure, including who recorded the data and how.: 2
	Describe the measures taken to verify the reproducibility of experimental findings. For each experiment, note whether any attempts to repeat the experiment failed OR state that all attempts to repeat the experiment were successful.: 
	Describe the study conditions for field work, providing relevant parameters (e.g. temperature, rainfall).: 
	State the location of the sampling or experiment, providing relevant parameters (e.g. latitude and longitude, elevation, water depth).: 
	Describe the efforts you have made to access habitats and to collect and import/export your samples in a responsible manner and in compliance with local, national and international laws, noting any permits that were obtained (give the name of the issuing authority, the date of issue, and any identifying information).: 
	Describe any disturbance caused by the study and how it was minimized.: 
	Describe all antibodies used in the study; as applicable, provide supplier name, catalog number, clone name, and lot number.: rabbit anti-TSPAN4 (Abcam ab181995, 1:1000)rabbit anti-TSPAN7 (Proteintech 18695-1-AP, 1:1000)rabbit anti-TSPAN9 (Proteintech 21983-1-AP, 1:1000)rabbit anti-NDST1 (Proteintech 26203-1-AP, 1:1000)rabbit anti-ROCK1 (Invitrogen PA5-22262, 1:1000)rabbit anti-C3ORF64 (Proteintech 27595-1-AP, 1:1000)rabbit anti-PIGK (Proteintech 15151-1-AP, 1:1000)rabbit anti-PGCP (Proteintech 16601-1-AP, 1:1000)mouse anti-caspase1 (Santa cruz biotechnology sc-56036, 1:1000)rabbit anti-Caspase 3 (Proteintech 19677-1-AP, 1:1000)rabbit anti-Caspase 7 (Proteintech 27155-1-AP, 1:1000) rabbit anti-Caspase 8 (Proteintech 13423-1-AP,1:1000)rabbit anti-Caspase 9 (Proteintech 10380-1-AP, 1:1000)rat anti-Caspase 11 (Cell Signaling Technology 14340S, 1:1000)rabbit anti-Caspase 12 (Cell Signaling Technology 35965S, 1:1000)rabbit anti-ZO1 (Invitrogen 617300, 1:1000)rabbit anti-CD5L (Immunoway YN1573,1:1000)rabbit anti-HBB (Proteintech 16216-1-AP, 1:1000)rabbit anti-HBA (Proteintech 14537-1-AP, 1:1000)rabbit anti-KRT1 (Proteintech 16848-1-AP, 1:1000)mouser anti-CRP (Proteintech 66250-1, 1:1000)rabbit anti-CD55 (Abclonal A1689, 1:1000)rabbit anti-CD59 (Proteintech 26580-1-AP,1:1000)mouse anti-GAPDH (Proteintech 60004-1-Ig, 1:1000)anti-rat secondary antibody conjugated with Cy3 (Jackson ImmunoResearch Laboratories 112-545-003, 1:1000)anti-goat secondary antibody conjugated with Cy3 (Jackson ImmunoResearch Laboratories 305-165-003, 1:1000)anti-rabbit secondary antibody conjugated with Alexa Fluor 405 (Jackson ImmunoResearch Laboratories 111-475-003, 1:1000)anti-rabbit secondary antibody conjugated with Cy3 (Jackson ImmunoResearch Laboratories 111-165-003, 1:1000)anti-rabbit secondary antibody conjugated with 488 (Jackson ImmunoResearch Laboratories 111-545-003,1:1000)anti-rabbit secondary antibody conjugated with 647 (Jackson ImmunoResearch Laboratories 111-605-045,1:1000)anti-mouse secondary antibody conjugated with Alexa Fluor 488 (Invitrogen A-11059, 1:1000)anti-mouse secondary antibody conjugated with Alexa Fluor 405 (Abcam ab175658,1:1000)Brilliant Violet 421 Donkey anti-rabbit IgG (Biolegend 406410, 1:1000)APC/CY7 conjugated anti human CD14 (Biolegend 367108, clone: G10F5, 1:400)PerCP/CY5.5 conjugated anti human CD66b (Biolegend 305108, clone: 63D3, 1:400)FITC conjugated anti human CD3 (Biolegend 317306, clone: OKT3, 1:400)AF700 conjugated anti human CD19 (Biolegend 302226, clone: H1B19, 1:400)PerCP conjugated anti mouse CD45 (Biolegend 103132, clone: 30-F11, 1:400)FITC conjugated anti mouse CD3 (Biolegend 100204, clone: 17A2, 1:400)APC/CY7 conjugated anti mouse CD3 (Biolegend 100220, clone: 17A2, 1:400)PE conjugated anti mouse CD19 (Biolegend 152408, clone: 1D3/CD19, 1:400)PE/CY7 conjugated anti mouse/human CD11b (Biolegend 101216, clone: M1/70, 1:400)BV421 conjugated anti mouse F4/80 (Biolegend 123132, clone: 8M8, 1:400)APC/CY7 conjugated anti mouse Ly6G (Biolegend 108424, clone: RB8-8C5, 1:400)
	Describe the validation of each primary antibody for the species and application, noting any validation statements on the manufacturer’s website, relevant citations, antibody profiles in online databases, or data provided in the manuscript.: All of these antibodies are commercially available and have been test to recognize for both human and mouse species. The quality control and validation are provided by the manufacturer's websites:rabbit anti-TSPAN4 (Abcam ab181995, 1:1000) (https://www.abcam.cn/products/primary-antibodies/nag-2-antibody-epr13840-ab181995.html)rabbit anti-TSPAN7 (Proteintech 18695-1-AP, 1:1000) (https://www.ptglab.com/products/TSPAN7-Antibody-18695-1-AP.htm)rabbit anti-TSPAN9 (Proteintech 21983-1-AP, 1:1000) (https://www.ptglab.com/products/TSPAN9-Antibody-21983-1-AP.htm)rabbit anti-NDST1 (Proteintech 26203-1-AP, 1:1000) (https://www.ptglab.com/products/NDST1-Antibody-26203-1-AP.htm)rabbit anti-ROCK1 (Invitrogen PA5-22262, 1:1000) (https://www.thermofisher.cn/cn/zh/antibody/product/ROCK1-Antibody-Polyclonal/PA5-22262)rabbit anti-C3ORF64 (Proteintech 27595-1-AP, 1:1000) (https://www.ptglab.com/products/C3orf64-Antibody-27595-1-AP.htm)rabbit anti-PIGK (Proteintech 15151-1-AP, 1:1000) (https://www.ptglab.com/products/PIGK-Antibody-15151-1-AP.htm)rabbit anti-PGCP (Proteintech 16601-1-AP, 1:1000) (https://www.ptglab.com/products/PGCP-Antibody-16601-1-AP.htm)mouse anti-caspase1 (Santa cruz biotechnology sc-56036, 1:1000) (https://www.scbt.com/p/caspase-1-antibody-14f468?requestFrom=search)rabbit anti-Caspase 3 (Proteintech 19677-1-AP, 1:1000) (https://www.ptglab.com/products/CASP3-Antibody-19677-1-AP.htm)rabbit anti-Caspase 7 (Proteintech 27155-1-AP, 1:1000) (https://www.ptglab.com/products/Caspase-7-Antibody-27155-1-AP.htm)rabbit anti-Caspase 8 (Proteintech 13423-1-AP,1:1000) (https://www.ptglab.com/products/CASP8-Antibody-13423-1-AP.htm)rabbit anti-Caspase 9 (Proteintech 10380-1-AP, 1:1000) (https://www.ptglab.com/products/CASP9-Antibody-10380-1-AP.htm)rat anti-Caspase 11 (Cell Signaling Technology 14340S, 1:1000) (https://www.cellsignal.com/products/primary-antibodies/caspase-11-17d9-rat-mab/14340?site-search-type=Products&N=4294956287&Ntt=14340s&fromPage=plp&_requestid=915984)rabbit anti-Caspase 12 (Cell Signaling Technology 35965S, 1:1000) (https://www.cellsignal.com/products/primary-antibodies/caspase-12-antibody/35965?site-search-type=Products&N=4294956287&Ntt=35965s&fromPage=plp&_requestid=916066)rabbit anti-ZO1 (Invitrogen 617300, 1:1000) (https://www.thermofisher.cn/cn/zh/antibody/product/ZO-1-Antibody-Polyclonal/61-7300)rabbit anti-CD5L (Immunoway YN1573,1:1000) (http://www.immunoway.com/Home/22/YN1573)rabbit anti-HBB (Proteintech 16216-1-AP, 1:1000) (https://www.ptglab.com/products/HBB-Antibody-16216-1-AP.htm)rabbit anti-HBA (Proteintech 14537-1-AP, 1:1000) (https://www.ptgcn.com/products/HBA1,CD31-Antibody-14537-1-AP.htm)rabbit anti-KRT1 (Proteintech 16848-1-AP, 1:1000) (https://www.ptgcn.com/products/KRT1-specific-Antibody-16848-1-AP.htm)mouser anti-CRP (Proteintech 66250-1, 1:1000) (https://www.ptgcn.com/products/CRP-Antibody-66250-1-Ig.htm)rabbit anti-CD55 (Proteintech 26580-1-AP,1:1000) (https://www.ptgcn.com/products/CD55-Antibody-26580-1-AP.htm)rabbit anti-CD59 (Abclonal A1689, 1:1000) (https://abclonal.com/catalog-antibodies/CD59RabbitpAb/A1689)mouse anti-GAPDH (Proteintech 60004-1-Ig, 1:1000) (https://www.ptgcn.com/products/GAPDH-Antibody-60004-1-Ig.htm)anti-rat secondary antibody conjugated with Cy3 (Jackson ImmunoResearch Laboratories 112-545-003, 1:1000) (https://www.jacksonimmuno.com/catalog/products/112-545-003)anti-goat secondary antibody conjugated with Cy3 (Jackson ImmunoResearch Laboratories 305-165-003, 1:1000) (https://www.jacksonimmuno.com/catalog/products/305-165-003)anti-rabbit secondary antibody conjugated with Alexa Fluor 405 (Jackson ImmunoResearch Laboratories 111-475-003, 1:1000) (https://www.jacksonimmuno.com/catalog/products/111-475-003)anti-rabbit secondary antibody conjugated with Cy3 (Jackson ImmunoResearch Laboratories 111-165-003, 1:1000) (https://www.jacksonimmuno.com/catalog/products/111-165-003)anti-rabbit secondary antibody conjugated with 488 (Jackson ImmunoResearch Laboratories 111-545-003,1:1000) (https://www.jacksonimmuno.com/catalog/products/111-545-003)anti-rabbit secondary antibody conjugated with 647 (Jackson ImmunoResearch Laboratories 111-605-045,1:1000) (https://www.jacksonimmuno.com/catalog/products/111-605-045)anti-mouse secondary antibody conjugated with Alexa Fluor 488 (Invitrogen A-11059, 1:1000) (https://www.thermofisher.cn/cn/zh/antibody/product/Rabbit-anti-Mouse-IgG-H-L-Cross-Adsorbed-Secondary-Antibody-Polyclonal/A-11059)anti-mouse secondary antibody conjugated with Alexa Fluor 405 (Abcam ab175658,1:1000) (https://www.abcam.com/products/secondary-antibodies/donkey-mouse-igg-hl-alexa-fluor-405-ab175658.html)Brilliant Violet 421 Donkey anti-rabbit IgG (Biolegend 406410, 1:1000) (https://www.biolegend.com/en-us/products/brilliant-violet-421-donkey-anti-rabbit-igg-minimal-x-reactivity-7262)APC/CY7 conjugated anti human CD14 (Biolegend 367108, clone: G10F5, 1:400) (https://www.biolegend.com/en-us/products/apc-cyanine7-anti-human-cd14-antibody-12788)PerCP/CY5.5 conjugated anti human CD66b (Biolegend 305108, clone: 63D3, 1:400) (https://www.biolegend.com/en-us/products/percp-cyanine5-5-anti-human-cd66b-antibody-6585)FITC conjugated anti human CD3 (Biolegend 317306, clone: OKT3, 1:400) (https://www.biolegend.com/en-us/products/fitc-anti-human-cd3-antibody-3644)AF700 conjugated anti human CD19 (Biolegend 302226, clone: H1B19, 1:400) (https://www.biolegend.com/en-us/products/alexa-fluor-700-anti-human-cd19-antibody-3399)PerCP conjugated anti mouse CD45 (Biolegend 103132, clone: 30-F11, 1:400) (https://www.biolegend.com/en-us/products/percp-cyanine5-5-anti-mouse-cd45-antibody-4264)FITC conjugated anti mouse CD3 (Biolegend 100204, clone: 17A2, 1:400) (https://www.biolegend.com/en-us/products/fitc-anti-mouse-cd3-antibody-45)APC/CY7 conjugated anti mouse CD3 (Biolegend 100220, clone: 17A2, 1:400) (https://www.biolegend.com/en-us/products/pe-cyanine7-anti-mouse-cd3-antibody-6060)PE conjugated anti mouse CD19 (Biolegend 152408, clone: 1D3/CD19, 1:400) (https://www.biolegend.com/en-us/products/pe-anti-mouse-cd19-antibody-13641)PE/CY7 conjugated anti mouse/human CD11b (Biolegend 101216, clone: M1/70, 1:400) (https://www.biolegend.com/en-us/products/pe-cyanine7-anti-mouse-human-cd11b-antibody-1921)BV421 conjugated anti mouse F4/80 (Biolegend 123132, clone: 8M8, 1:400) (https://www.biolegend.com/en-us/products/brilliant-violet-421-anti-mouse-f4-80-antibody-7199)APC/CY7 conjugated anti mouse Ly6G (Biolegend 108424, clone: RB8-8C5, 1:400) (https://www.biolegend.com/en-us/products/apc-cyanine7-anti-mouse-ly-6gly-6c-gr-1-antibody-3935)
	State the source of each cell line used and the sex of all primary cell lines and cells derived from human participants or vertebrate models.: Mouse macrophage cell line Raw 264.7 and cell line HEK293T were purchased from ATCC and mouse brain vessel pericyte (MBVP) cell line was purchased from NEWGAINBIO. 
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: The cell line has not been authenticated recently.
	Confirm that all cell lines tested negative for mycoplasma contamination OR describe the results of the testing for mycoplasma contamination OR declare that the cell lines were not tested for mycoplasma contamination.: All cell lines were tested negative for mycoplasma contamination.
	Name any commonly misidentified cell lines used in the study and provide a rationale for their use.: No ICLAC lines were used in this study.
	Provide provenance information for specimens and describe permits that were obtained for the work (including the name of the issuing authority, the date of issue, and any identifying information). Permits should encompass collection and, where applicable, export.: 
	deposition: 0
	If new dates are provided, describe how they were obtained (e.g. collection, storage, sample pretreatment and measurement), where they were obtained (i.e. lab name), the calibration program and the protocol for quality assurance OR state that no new dates are provided.: 
	datescheck: 0
	For laboratory animals, report species, strain and age OR state that the study did not involve laboratory animals.: Wild-type (WT, C57/BL6), transgenic Swedish Dutch Iowa (Tg-SwDI) mice, and 5xFAD mice were purchased from GemPharmatech. The experiments were conducted using mice of the above strain at 8, 12, and 24 weeks of age. The homozygous Tg-SwDI+/+ mice with C57/BL6 background, which are generated with knocked in of human amyloid-β precursor protein (APP) gene with three familial mutations and develop CAA at ~24w of age, were utilized as CAA murine models. Heterozygous Tg-SwDI+/- mice which have less Aβ production, were used to study the orders of Aβ deposition and excessive migrasome production. 5xFAD mice have five FAD mutations under the promoter of Thy1: APP K670N/M671L (Swedish) I716V + (Florida) + V717I (London) and PS1 M146L + L286V (5xFAD). Healthy wild-type (WT) C57/BL6 mice were used as control to the Tg-SwDI mice or recipients of migrasomes. All the mice were C57BL/6J background and housed in a specific pathogen-free facility under 12h light/dark cycle, temperature with 24±2°C, humidity between 30-70%, with access to food and water ad libitum.
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