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Additional File 1, Figure S1 The flowchart diagram shows the MinION (ONT) sequencing methodologies and the bioinformatic analysis that we use. 
Sequencing libraries were generated by three different methods (amplified cDNA (for individual time points), dcDNA (for mixed time points), and dcDNA by Cap-selection (for mixed time points)). The basecalling was done with the Guppy program. The resulting reads were mapped with minimap2. Further analyzes were performed using the Lortia program.
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Additional File 1, Figure S2. Aligned read length density distribution in the two cell lines, obtained by ONT MinION sequencing. Amplified cDNA sequencing from glial (a) and fibroblast (b) cell types at different time points. Direct cDNA sequencing from glial and fibroblast cell types (c). cDNA sequencing of a mixture of samples obtained by Cap selection (d). cDNA sequencing of a mix of Mock 1 and 2 (e, f).
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[bookmark: _Hlk79078434]Additional File 1, Figure S3.
Differentially expressed KEGG pathways between the two cell lines. X-axis showa the number of differentially expressed genes (DEGs) in each pathway, while the colors of the bars correspond to the adjusted p-values of the test results.
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Additional File 1, Figure S4.
The number of differentially expressed genes (DEGs) in each comparison. 
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[bookmark: _Hlk78984941]Additional File 1, Figure S5/A-B.
Heatmap of the z-score normalized gene expression kinetics in the two cell lines: A: Fibroblast; B: Glia. The annotation column on the right (gene expression dynamics) shows whether ImpulseDE2 characterized the given genes expression as either monotonously decreasing or increasing.
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Additional File 1, Figure S6.
Z-score normalized host gene-expression values in each gene cluster in the two cell lines. The genes were clustered with k-means clustering. Shaded areas represent 95% confidence intervals.
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Additional File 1, Figure S7.
Z-score normalized viral gene-expression values in the two cell lines. 

6

image3.png
Prion disease
Coronavirus disease - COVID-19

Parkinson disease

Ribosome

Protein processing in endoplasmic reficulum
Alzheimer disease

Huntington disease

Diabetic cardiomyopathy

Proteasome

Amyotrophic lateral sclerosis

Legionellosis

Chemical carcinogenesis - reactive oxygen species
Pathways of neurodegeneration - mutiple diseases:
Shigellosis

Fluid shear stress and atherosclerosis

Oxidative phosphorylation

Non-alcoholic fatty liver disease

Pathogenic Escherichia coli infection

Phagosome

Pentose phosphate pathway

Salmonella infection

Spinocerebellar ataxia

Influenza A

Carbon metabolism

Fatty acid degradation

AGE-RAGE signaling pathway in diabetic complications:
Lipid and atherosclerosis

Galactose metabolism

RNA degradation

Human T-cellleukemia virus 1 infection

Glycolysis / Gluconeogenesis

Protein export

Nucleocytoplasmic transport

Amoebiasis

Epstein-Barr virus infection

°
S
5
8

p.adjust

001
002
003
004




image4.png
Fibroblast_cells

Glia_cells

90
(6%

Glia_vs_Fibroblas

count

750

500

250




image5.png
A)

R e

Zscore
2
1
0
-1
2

Gene_expression_dynamics

i

Llp==—





image6.png




image7.png
cluster = cluster_1 == cluster 2 = cluster 3 == cluster 4 = cluster 5

Fibroblast

Fibroblast

Fibroblast

Fibroblast

Fibroblast

cluster_1

cluster 2

cluster 3

cluster 4

cluster 5

Glia

Glia

Glia

Glia

Glia

cluster_1

cluster 2

cluster 3

cluster 4

cluster 5

10 15

10 15

20

29

10 15
time

20

29

10 15

20

29

10 15

20

25




image8.png
z_score

Cellline = Fibroblast ~— Glia

NS

20

29

25

10

15

20

25




image1.png
8

Infection of Glia Cells with VSV

Nucleospin Nucleospin
RNAKit RNAKit
Total RNA v s CcDNA '“”:v"\‘ 3
. — D S ——
extraction ° Purification of gzl Purification of
poly(A) RNA Ugation poly(A) RNA
fraction (Oligotex fraction (Oligotex
. 3 mAna miniki) mRNA Mini Kit)
RNA selection AR A AMAAAA T
A S —— R —
—— o
Reverse RT: oligo(d)T RT: oligold)T RT: oligo(d)T
o | . AAAAAA T AAAAMAA &
transcription —— —— e
Ampnﬂ:a pp— l Cap adapter ligation Ampiied P
with per {SOKDCS P e with per e
(SQK-pCs e [ —— (saK-pes. )
108) 108)
ONT ampified (el G )
if ONT dCONA- eloPrime Full-Length cONA Amplificaion Kit) ONT amplified
ONT sequencing T Seq-mixed ] DNASeq- DI dcDiA
ol | | e nividn seq miced
ime points ONT CAP-Seq- mixed time points time points. TS

Bioinformatics

§

Infection of Vero Cells with VSV

Basecalling: Guppy
Mapping: minimap? (Reference: 102428.1)

I

Analysis with LoRTIA





image2.png
Algned Read Length Distribution

0 w
Resd g

Abgned Reod Lencen Distruton

— g ccomn

b Mignad Resd Langth Disrbuton

foowo

g Reod LangthOistrbution
4 oot | e

Read engin

Read enctn

f Al Reod Lengtn istrution
ootaon | — Mock.vero2
= e

oonso

ooneso

I o
Resa g

W v w
Resdengin




