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1 - Sorted Mouse Neurons (Srinivasan et al., 2016)
2 - Pyramidal Neurons - bacTRAP Mouse 
     (Dougherty et al., 2010)
3 - Cortical Interneurons - bacTRAP Mouse 
     (Dougherty et al., 2010)
4 - Human Neurons (Zhang et al., 2016)
5 - Sorted Mouse Microglia (AMP-AD Consortia)
6 - Sorted Mouse Microglia (Srinivasan et al., 2016)

7- Human Microglia (Zhang et al., 2016)
8 - Human Mature Astrocytes (Zhang et al., 2016)
9 - Sorted Mouse Astrocytes (Srinivasan et al., 2016)
10 - Cortical Astrocyte bacTRAP Mouse 
       (Dougherty et al., 2010)
11 - Human Oligodendrocytes (Zhang et al., 2016)
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a

Tissue dissection and RNA extraction
From frontal cortex (FC) and cerebellar vermis (CB). 

RNA isolated using miRNeasy kit, Qiagen
FC: n=13 control, 14 FTD
CB: n=10 control, 10 FTD

Library preparation and RNA-seq
mRNA : Stranded, rRNA depleted libraries. 50bp paired end

 miRNA : Unstranded, miRNA-enriched libraries. 50bp single-end

Mapping and Count Estimation
mRNA: Mapping to hg19 build (Gencode 19) using rna-STAR aligner.

Count estimation using HT-Seq Counts
miRNA: Mapping and read counts using miRDeep2 packages with

miRBasev21 annotation

RNA Protein

Tissue dissection and Protein extraction
From frontal cortex (FC), protein isolated from whole brain-lysates

using lysis buffer containing 8M urea

Trypsinization and LC-MS/MS
Protein digested with trypsin and separated by 
NanoAcquity UHPLC followed by MS/MS scans

Label-free protein quantification
Raw files were analyzed using MaxQuant software. Label-free

quantitation (LFQ) was used for protein quantification
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1 - Tg4510 Mouse Cortex (Wes et. al., 2014)

8 - Tg4510 Mouse Microglia
7 - PS19 Mouse Hippocampus
6 - Progranulin Knockout Mouse Cortex (Lui et. al., 2016)

4 - APP/PS1 Mouse Cortex (Matarin et. al., 2015)
5 - CRND8 Mouse Cortex

12 - Human FTD iPSC-derived neurons (Almeida et. al., 2012)
13 - Human FTD Frontal Cortex (Chen-Plotkin et. al., 2008) 
14 - Human AD Frontal Cortex (Zhang et al., 2013)
15 - Human AD Temporal Cortex (Allen et al., 2016)
16 - Human PSP Temporal Cortex (Allen et al., 2016)

2 - Tg4510 Mouse Cortex
3 - TauP301L Mouse Cortex (Matarin et. al., 2015)

9 - PS2APP Mouse Sorted Neurons (Srinivasan et al., 2016)
10 - PS2APP Mouse Sorted Microglia (Srinivasan et al., 2016)
11 - PS2APP Mouse Sorted Astrocytes (Srinivasan et al., 2016)
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miR203 Expression in Hippocampus
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Supplementary Figure 8
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