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Syntaxin-1a and SNAP-25 expression level is increased in the blood samples of ischemic stroke patients.
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Fig. SI 1 Analysis of STX-1a and SNAP-25 in peripheral blood of healthy donors. a) IF analysis of STX-1a and SNAP-25 in SH-SY5Y cells line. Immunostaining of SH-SY5Y cells, for both synaptic proteins (red channels), has been performed as positive control. Cells have been immunostained with the nuclear marker DAPI (blue channel). Original magnification: 60X. Bars corresponds to 10 µm. b) WB analysis of STX-1a and SNAP-25 in the flow through of serum and plasma depleted from IgG and albumin. After the stripping of IgG and albumin from serum and plasma no specific signal is detected in the flow through for both STX-1a and SNAP-25.
For WB analysis 0.5 µg of mouse brain cortex lysate and 10 µL of flow through has been loaded in each lane







Fig. SI 2 Expression levels of STX-1a and SNAP-25 in blood of IS patients, HC and Y-HC subjects. a) Representative WB analysis of STX-1a in sera of IS patients and healthy controls. STX-1a is shifted at higher M.W. in all population analyzed. b) Representative WB analysis of SNAP-25 in PBMCs of IS patients and healthy controls. SNAP-25 is not expressed in PBMCs in any population analyzed. c) Pearson’s correlation analysis between expression of STX-1a in PBMCs and MMSE. STX-1a normalized expression levels in PBMCs of IS patients present a weak, positive but not statistically significant (p=0.2) correlation with MMSE (0.227). d, e, f) Pearson’s correlation analysis between expression of SNAP-25 in sera and the three clinical scales: NIH-SS (d), BI (e) and MMSE (f). SNAP-25 normalized expression levels in sera of IS patients present a very weak positive correlation with NIH-SS (0.154) (d) and BI (0.071) (e) and a weak negative correlation with MMSE (-0.326) (f). All the correlations are not statistically significant (p=0.4, 0.7 and 0.1 respectively for NIH-SS, BI and MMSE). g) Representative WB analysis of SNAP-25 in the flow through of sera of IS patients and HC subjets depleted from IgG and albumin. After the stripping of IgG and albumin from sera no specific signal for SNAP-25 is detected in any population analyzed.
For WB analysis 100 µg of sera or PBMC, 0.5 µg of mouse brain cortex lysate and 10 µL of flow through has been loaded in each lane












Fig. SI 3 Pearson’s correlation analysis between of STX-1a and SNAP-25 in NDEs and NIH-SS, BI and MMSE. a) Pearson’s correlation analysis between expression of STX-1a in NDEs and MMSE. STX-1a normalized expression levels of IS patients present a weak, positive and not statistically significant (p=0.2) correlation with MMSE (0.255). b, c, d) Pearson’s correlation analysis between expression of SNAP-25 in NDEs and the three clinical scales: NIH-SS (b), BI (c) and MMSE (d). SNAP-25 normalized expression levels of IS patients present a very weak negative correlation with NIH-SS (-0.178) (b) and BI (-0.111) (c) and a weak negative correlation with MMSE (-0.215) (d). All the correlations are not statistically significant (p=0.1, 0.2 and 0.3 respectively for NIH-SS, BI and MMSE). e) Pearson’s correlation analysis between expression of STX-1a and SNAP-25 in NDEs. STX-1a and SNAP-25 normalized expression levels of IS patients are weak negative correlate (-0.144, p=0.5).
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