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Ratio (%)

Pore Size (um) Throat Size (um)
Small 18.25 +0.36 545 +0.52 29929
Medium 38.75 +0.75 14.97 +0.75 38.6 + 194
Large 92.10 + 3.21 29.66 + 1.46 322+ 158
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mTmG Genotyping Primers

1. 5 CTCTGC TGC CTC CTG GCTTCT 3'
Homozygous: 250bp product

2. 5'CGAGGC GGATCACAAGCAATA 3
Heterozygous = 250, 330bp products

3. 5'TCAATG GGC GGG GGTCGTT 3
Wildtype: 330bp product

LysM-Cre Genotyping Primer Pairs
1. 5' GAACCT GAT GGACAT GTT CAG G 3
5'AGT GCG TTC GAACGC TAGAGCCTGT 3
Cre: 350bp product
2.5 TTACGT CCATCG TGGACAGC 3
5'TGG GCT GGG TGT TAG CCT TA 3
Myogenin: 250bp product (control)
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sEV Particle Diameter vs. PTS Pore Size
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Summary of

Reads Mapping
to Annotation Gene Type
Types

40pmPTS-Sample #2 ~ 40umPTS-Sample #2

Antisense to exons
Antisense to introns
Antisense to ncRNAs
Antisense to repeat elements
CDBox

HAcaBox

€Non- LINE

Myeloid LTR

Exosomes Other Rfam ncRNA

40pmPTS-Sample #1 - 40pmPTS-Sample #1
€ Myeloid

Exosomes

RefSeq exons

80pmPTS-Sample #2 - 80umPTS-Sample #2

RefSeq introns
RefSeq IncRNA
SINE

Tandem repeat
Unannotated
lincRNA
80pmPTS-Sample #1 miRNAs

- 80pmPTS-Sample #1
PIRNA




