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Assay kits for sample preparation

GeneChip® WT PLUS Reagent Kit FF 50-500 ng
GeneChip® WT Pico Reagent Kit MERNA 100 pg -10 ng
GeneChip® Pico Reagent Kit FFPE 500 pg -50 ng
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Day 1

WT Pico Kit assay workflow
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‘ Reverse Transcriptase

Incubation Time

First-Strand cDNA Synthesis

1 hr 5 min
Clean-up Excess Primers ‘ Exonuclease
40 min
3’ Adaptor Synthesis ‘ Exo-free Klenow
40 min
L4
3RS T7 Promoter PCR EX
s
Pre-IVT Amplification ‘ Tagq
<1.5hr
3R T7 Promoter PCR kY
e PCR imowoid L1 W4 kY
cRNA Amplification l T7 RNA Polymerase
14 hr

Day 2

cRNA Purification & Quantitation
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2nd-Cycle ss-cDNA Synthesis l Reverse Transcriptase
2 hr
dUTP
5'“““-\/\/\
3 2
5
Template RNA Removal ‘ RNase H
50 min
duTP
SI
¥ W\ RNA
ss-cDNA Purification & Quantification
W\ DNA
Fragmentation and Terminal Labeling UDG & APE1

1 hr TdT & DLR

9 -9

Hybridization to WT Array

NNN Random Primers
TTT dT Primers

DLR DNA Labeling Reagent
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Software: Transcriptome Analysis Console(TAC)

Version: 4.0.3.14

appliedbiosystems

by Thermo Fisher Scientific

Transcriptome

Analysis Console

For Research Use Only. Not for use in diagnostic procedures.
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Secondary Analysis
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Comparis
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¢ Show Fitered Only|

‘Color Sextings | - Show Fikered Ondy

KCh1P2 Avg (1og2) vs non_target Avg (og2)

Color Sectings | ) Show Filtered Only [ Use FOR P-Val

Poval va Fold Change

S5 aeoe  wn

Volcano Plot

Cytokines and Inflammatory Response (BioCarta)
PPP 74 -

Recommended
Operating System CPU Memory Hard Drive Browser
(RAM) Space
Microsoft Windows® 11 (64 bit) | Intel Pentium 4X 2.5 GHz 16 GB 150 GBHD + Microsoft Edge
PC Professional (Quad Core processorn) Data storage
o
ARYY -
Minimum
Operating System CPU Memory Hard Drive Browser
(RAM) Space
Microsoft Windows® 10 (64 bit) | Intel Pentium 4X 2.83 GHz 8GB 150 GBHD = Microsoft Edge i
Professional (Quad Core processor) Data storage

Hierarchical Clustering

Alternative Splicing




RNA-Seq and Expression Arrays:
Selection Guidelines for Genome-Wide Expression Profiling

DECIDING BETWEEN EXPRESSIOMN ARRAYS AND RNA-SEQ
Value Pros Cons
Avre arrays for species of interest available? Define research Z
ves * NO g:s::?nn:nTj g
- Accurate and - Standardized - Limited dynamic R . system L)
reproducible workflows and user- range for fold change . o _
i T— fitanal P . s %ene— or exon-leve| expression information
expression data riendly software measurements sufficient to answer research question?
available for data : :
‘g\ - Established, reliable proces_sing and - Require }mown Note: if nucleatide lavel infearnation & rieded
& platform analysis sequence info for array or apportunity to identify unannotated
k f b R t :rar-scrlpts or trarscr\pt variants — answer is NO
< ) abrication : : :
- Fast turnaround o _ YES I NO
times, esp. for small - Limited detection of - e
studies very low abundance ~
. . Determine
transcripts Are there local resources for data analysis .
P (bicinformatics/ biostatistics cores, collaborators) * resaurces for &
that you can afford? : . e;s;;:j::; 5
. analysis & r'esglts
- Accurate and - Extended dynamic - Complex data : Interpretation
reproducible range analysis ’w/' no ‘gold- YES © NO
- expression data standard’ pipeline s ehaae
(})} - Ability to detect rare | e |
i - Transcript sequence transcripts with deep - Requires mRNA Wellid yaiu prefensanaciia s dordista ¢ Caution: Anzlysis of the
<t ‘ £ . A . analysis? . . . . high dimensionality data
> information included sequencing selection or abundant : . T 1 sebischallenging
N transcript removal to YES - sNo_ . .: i iseeNote7
- Ability to identify avoid deep sequencing
novel lranscr@p{s and costs Work with
sequence variation servicz provider O
to determine
Arrays and availability and E
RNA-Seq Consider Consider cost of assays
Fig. 3 Performance and use considerations for gene expression profiling with microarrays versus RNA-Seq brath arrays i e toryolke

possibilities experimental

design
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Fig. 4 Technology platform selection process for gene expression profiling

TV r—a 0@ BIZEC TMicroarrayENGSZEFE LR 1A EA MR

Minnier J., et al., Gene Expression Analysis, Methods and Protocols, 2018, 7

FFPEY > FILDIFE . Microarray CIFBERAD7ytEAXvhEFHAL Tiotal RNADST—AEEF TE SN,
NGSTl&total RNADRINIEBEENKE(ZLY ., BITICLIRARE

Stokes T., et al., Advanced Genetics 2023, 2200024
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-fR. BB B, BREE. B OEE 4R (FFPE) Fi3Etotal RNAZClariom D, human G4
KRB LICOTRI—LESh, FAHROREBRLARIIETRT

- BB ES TORRENLGRER/3—2 A Human Protein AtlasD ART—42&—
=LIPF, GIF, GKN1, PGA4: BEEGRAFATERE
SLC1A2, GFAP: [NfEBRIETERE
INCRNADRIRTOIT7AILIZELWTEHEARSh =T —2L—HELHS

NES vs BIREF CRBEZEDELISELFETagMan 7yt A (best coverage) THREE
=2DNT S5V I74—LBTOHEBEENBHLNDS

(log.) (log;)

Tissue-specific genes 1z

LIPF 422 4.44 462 414 13.43

GIF 452 454 415 45 7.06

GKN1 419 4.03 3.08 4.02 6.74

PGA4 455 4.54 468 4.46 8.61

SLC1A2 10.23 5.09 577 557 5.53 o

GFAP 6.86 3.72 37 4.06 4 2

GlPC2 4.21 0.84 457 515 1.78 =

SLC16A4 6.96 0.45 6.50 67 6.9 L

IGHG4 474 55 8.05 452 571 2

SCGB3A2 5.26 5.38 6.23 5.33 4.23 ;:%”

Tumor-specific genes

PVRL1 458 465 7 45 4.97

VTCN1 3.96 4.25 515 8.62 462

THSD4 6.11 6.58 6.73 7.25 5.08 -8 . . , . , . . , . , , . , . . , . .
SLCIAZ 1023 5.00 577 557 553 & éil? \2‘55} éoq'eg‘;—"’égp o @@ @@‘ﬁ:\" & QQ\«Q@ n@ﬁé‘ O,@‘f" 50\5" 3
SLC12A2 4,08 4.89 46 515 11.49 © o e« F d§ & ¢ @ - ﬁ
TMEM91 433 5.84 4.04 425 4.43

MLLT3 6.03 596 7.47 5.87 6.8 qPCR B Microarray

Long noncoding RNA

LING00260 4.45 43 4.34 54 5.02

t::gg:’;:”‘"'“g'z 13‘7‘5 Z:g j‘; :; i-% Application Note: Whole-transcriptome analysis of FFPE samples using Clariom D Assays
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Gene Gene Description Chromosome FC* p-Value *
Color Key Poor Outcome (n=8) Good Outcome { n=9) Genes downregulated in patients with good outcome to vinflunine treatment
y C3+C18F2B3:D19 Complement component 3 chrl9 —2.0511 0.0066
= py S . e i CDR1 Cerebellar degeneration related protein 1 chrX —2.0409 0.0019
| == = = > ,:ﬂ IGFEP3 Insulin like growth factor binding protein 3 chr? —1.9304 0.0100
-3 0 2 frar S IGF2 Insulin-like growth factor 2 chrll —1.9108 0.0343
Row Z-Score = == L CCDCs0 Coiled-coil domain containing 80 chr3 —1.8935 0.0043
— o JCHAIN Joining chain of multimeric IgA and IgM chrd —1.8610 0.0230
= .;_“ CXCLs Chemokine (C-X-C motif) ligand 8 chrd —1.8393 0.0399
= = i . . S100A9 5100 calcium binding protein A9 chrl —1.7811 0.0460
| . S TM45SF1 Transmembrane 4 L six family member 1 chr3 —1.7805 0.0070
= - e IGLL5 Immunoglobulin lambda-like polypeptide 5 chr22 —1.6382 0.0185
| . . o Genes upregulated in patients with good outcome to vinflunine treatment
Gctiom GRHL3 Grainyhead-like transcription factor 3 chrl 1.5581 0.0011
" SCIN Scinderin chr? 1.5654 0.0120
- antd (Xorf57 Chromosome X open reading frame 57 chrX 1.5952 0.0066
o3 BT GSTM1 Glutathione S-transferase mu 1 chrl 1.5081 0.0105
= 1= B e SCNN1G Sodium channel non-voltage gated 1 gamma subunit chrlé 1.6793 0.0007
wra EMX2 Empty spiracles homeobox 2 chrl0 1.6874 0.0014
- DMEKN Dermokine chrl9 1.6882 0.0261
= s TMEM97 Transmembrane protein 97 chrl7 17270 0.0052
d Ry CRH Corticotropin releasing hormone chr8 1.8411 0.0394
= — SPTSSB Serine palmitoyltransferase small subunit B chr3 1.8050 0.0144
- ::' z * FC (fold change) and p-value shown for the comparison between patients with good and poor outcome to vinflunine treatment.
m] CRortsd — N Feys - > — —
o rAUCC:TSFFR—ADILERE = ELTIL=VIC KSR RE
™o > — — S & -
- - SEVINLN=VittEERT 7— A HHH . AH=X LITFH
g 4 4 :
= - -FHREIF: 9, FEFR :8OFFPEY T )LEClariom S, human TRHT
L 2
- == s =% #% BIF~downregulate: 18, upregulate: 13
§ 3 § 3 3 2 o ¢ 38 8 § . _ -
EEEEEEEREEEEEEEE -GSEAKY, F & BIFICH LT EERZEE MR (EMT) LIL6/JAK/STATS pathway
IFC| > 1.5, p < 0.05 TFiltering hidownregulate

=>HEE LIS MBTEMTEZNHITAETEVIIL=VIZRRE

Y4707 L1 B CTPFREF- TREEAMTREAZDHSIBRIEFERE = EV I _UMEADZ X LEF DR ED AT REMEZ R

Font A., et al., Cancers, 2021, 13, 6235
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A 1 06 V A Gene symbol | Zscore Fold changes #1 AB vs #1 AC | Gene name
PRDM1 4,579540676 102.8520686 PR domain containing 1, with ZNF domain
b 5 ] TSC22D3 3.40930138 3441627375 T5C22 domain family, member 3
= | 10 HIF1A
g 3 2 . HIF1A 2.026398792 17.01183663 Hypoxia-inducible factor 1, alpha subunit
o -
8 3 \ . * o S .‘\.. :" . RCANT 3.586628078 14.59752625 Regulator of calcineurin 1
o o
B Ne p .. .
> E 1 04 B ¥ L 0:' ot .-..' :- '.:;' 2 MEIS2 3.218579318 11.278482 Meis homeobox 2
. ..‘ . * se %o
p— o .
L<) Cﬂ g § 4.z TFEC 3.001384157 9.68589256 Transcription factor EC
=
p— bD BHLHE41 1.559432856 9.652883719 Basic helix-loop-helix family, member e41
. p— 3
:ﬁ: =2 1 O i TSC22D1 1.535772787 9.3825409523 TSC22 domain family, member 1
O
> KLF5 2.940451309 9.280953297 Kruppel-like factor 5 (intestinal)
. p—
g 2 ZEB1 1.947696648 8.768748792 Zinc finger E-box binding homeobox 1
—~ | 10- 4
)
o +TF AL L EHE (AC) IFTH AL L BB (AB) DEME
10! | -ABD EMALICEEET S Ah=X L% Clariom D, human THE#Hr
-ACTupregulateLTWWAHMSGO termsEFRAL T, BEREFERF

I 1

100 102 103 104 105 10¢ YT AZYHIFIAL DV 9740 /i —8EEREFZEBLIZER
> - E ARSI R RTICB UL THHIFIALZEBLIZACTH EIZupregulate

EERRRETHEEINDIHIFIALZEBITTGE-BASFEIN , k REiGH
(EMT)ZL1-ABD B xR 5

Relative signal intensity
#1 AB

RAIOT7 LA BRI TEHERAIRIRGETRAZOHHIEETFERE = R BEFHRICEBEERICEDLIREZTRIE

Yoshimoto S., et al., Cancer Medicine, 2019, 8, 7822
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applied

applied
New Analysis | Open Existing Result | Preferences

New Analysis | Open Existing Result | Preferences

Version: 4.0.3.14

o — Array Type: Clariom_$_Human Analysis Type: Expression (Gene) “ | Summarization: Gene Level - SST-RMA Version: version2
Add New Column | Sample Attributes| ¥ | Clear Sorting | |Show Graph |+

i it Import Files|* move Select
applled b|Osy [import Files ¥| | Remove Selected Filets) || Add New Column | Sample Attributes| ¥ | Clear Sorting | |show Graph | *

‘Thermo Fisher Scientific

File Name Condition

File Name (6) e [

WTPlus_Liver_Rep1_Clarioms_Hu.CEL

WTPlus_Liver_Rep2_Clarioms_Hu.CEL

P Transcriptome [T
. |l Analysis Console ZHEEIAEESh ot ot
Analysis Console WTPlus_Muscle_Rep3_Clariom’s_Hu.CEL l:l
AXyF—THFLIEZ(/a7L4
T—HR(CELZ7LI) AL iR—k

For Research Use Only. Not for use in diagnostic procedures.

Result Name: Output Folder: [C:¥Users¥satoru.kobayashi¥QneDrive - Thermo Fisher Scientific¥Documents¥TACX¥A] Browse.. |

Result Name: | Analysis_1 Output Folder: IC ¥Users¥satoru.kobayashi¥OneDrive - Thermo Fisher Scientific¥Documents¥TACX¥A{ Browse...

s Algorithm Settings | | Comparison Setup Wizard || Run Analysis |

applied applied

applied

Sample QC View  Summary View = New Analysis  Open Existing Result | Preferences New Analysis Open Existing Result _Preferences
7 il i e P v rizatie - i . . N . . . .
Gene Table | Summary  Sample Table WikiPathways Sample Signals Chr Summary Array Type: Clariom_S_Human Analysis Type: (Gene) | Gene Level - SST-RMA Vﬂwm Array Type: Clariom_S_Human Analysis Type: Expression (Gene) ¥ | Summarization: Gene Level - SST-RMA ~ Version; version 2
tsom: Liver « —— Scatter Plot Voleano Plot Hierarchical Clustes - ;
Comparison: Liver us Muscle |¥] % What s the differential expression betwe.. aterEl Eno 2 ting import Files| 7| | Remove Selected File(s) | | Add New Column | [sample Attributes =/ | Clear Sorting | [show Graph [import Files || | Remove Selected File(s) || Add New Column || sample Attributes| ¥ | Clear Sorting | show Graph |+
Apply View|¥| [Fitters ] [ Show/Hide Columns | xport| | [ Add Column [Color Setings | ] show Fikered Orly = Condiion ———
Customize Annotations | |Gens List ¥ | miRNA Interaction " Liver Avg (log2) vs Muscle Avp (log2) GIGLE) i v File Name () - . .
4 2 | ype: Comparison
Live . ) ) p n E
1) Av;' g PO o g FORP- Gene o - 7] WTPlus Liver Rep3 Clariom) Analysis Running WTPlus_Liver Rep3 Clarioms HuCEL  Liver
Chan.. val  Symbol - . . - Start =
count649s  (log2)  (log2) v v o [} WTPlus Liver Rep2 Clariomf | 2021/04/06 14:24:39  Status: Starting. WTPlus_Liver_Rep2_Clariom$_Hu.CEL | Liver
TCOA00009064.... | 19.82 535 | 2265377 442616 295612 FGB 1 2 [ WiTPlus.Liver.Rep1.Clariom| | 2021/04/06 142439 Status: Loading input CHP data WTPlus_Liver Rep?_Clarioms_HuCEL | Liver
TC1200008615... 299 1749 -23174.. 568E-16 2.95E-12 MYBPC1 . u“ Be’ 2021/04/06 14:24:39  Status: Batch effect analysis
100011 1 . 1 12| ca X us_Muscle_Rep3_Clarioms_Hu. uscle
TCO100011402... | 1832  361| 268385 648E-16 2.95E-12| CABPA - Aby g [T WTPlus Muscle Rep3 Clari WTPlus_Muscle_Rep3_Clariom$_Hu.CEL Muscl
oy 2021/04/06 14:24:33 | Status: Group averages and stdevs.
Tereo0007ses.. Rl 445 BESER 9 °2F 16| 29512 HAMP L [ WTPlus_Muscle_Rep2_Clari 2 WTPlus Muscle_Rep2_Clarioms_Hu.CEL Muscle
TCOS00013300... | 17.88 417 1339843 103E15 295612 C9 43 : 2021/04/06 14:24:40  Status: limma. - R -
TCO900011033 17.57 376 1439526 1.31E-15 29512 ALDOB " ) WTPlus_Muscle_Rep1_Clari - WTPlus_Muscle_Rep1_ClariomS_Hu.CEL Muscle
3 2021/04/06 14:24:40  Status: Writing HDFS output.
TC0200011923... | 1806 415 1536672 132E15 295612 APOB £
TCO300003777... 17.96 3.93 16731.27 1.37E-15 2.95E-12 KNG1 g " 2021/04/06 14:24:40  Status: Ending.
TC1100009159... | 1924  5.47 1385008 147E-15 2956-12 APOC3 5 2021/04/06 14:24:40 Writing Analysis Result
TCO100016166. 19.197 352 5158082 148E-15 295E-12 APOAZ = o
TC0200013362... | 1565 302 | 631286 1.60E 15 295612 FABP1 . 2021/04/06 14:2440 Reading Annotations s pi l
TC1200011920... 376 17.76 -16371.. 1.78E-15 2.95E-12 MYL2 g J
TCO200016560. 366 1819 -23717.. 1.84E-15 2.956-12 KLHL41 ! Reading Annotations.
TCO200010847 6.55 1937 720377 192615 295E-12 DES Time Elapsed: 00:00:16 . > N I
TC1000011400... 289 1516 4949.87 2.15E-15 3.07E-12 ANKADI 5 R A IV g %7 J ‘\Ja ﬁgﬁ
Cancel I J I , !
TCO500007895... 3.83 1728 -11193.. 261E-15 3.1BE-12 CMYAS I — u n n a‘ S I S, \
TC0300013597... | 1561 35| 439638 261E-15 3.1BE-12|CPN2 3 —
TC0400010935 16.24 426 403476 269
° 78 113 15 17 18 2 Result Name: [Analysis 1 _ Output Folder: [C kobayashi¥OneDrive - Thermo Fisher ScientificéDocuments¥TACX¥A] Browse. | Result Name: Output Folder: [C:¥Usersk¥satoru.kobayashi¥OneDrive - Thermo Fisher Scientific¥Documents¥TACKXALBause |
e in Tabe Count; 6435 Selected: g
Muscle Avg (l0g2) 5 5 . = =
uscle Arg (og | Algorithm settings | | Comparison Setup Wizard | lysis Mz i || e |
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Primary Analysis:Quality control of expression data
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Primary Analysis: Quality control of expression data ThermoFisher
SCIENTIFIC
PCA Mapping 81.0% (CHP) Condition
KChIPZ Labeling Controls
PCA :nor\_target " . - [=r= |
e sa .. Labeling Controls
4
L -
T My Labeling Hybridization Poswvs Meg .
RlEE e Controls Controls AUC Condition 53
° ° —— Threshold Threshold Threshold o
3 kchip2shRMAT sst-rma-gene-full.c... Pass Pass Pass kchip2 75 :
kchip2shRMAZ sst-rma-gene-full.c.., Pass Pass Pass kchip2 - .
> kchip2shRMA3 sst-rma-gene-full.c.., Pass Pass Pass kchip2 . | —
non_targetl.sst-rma-gene-full.chp Pass Pass Pass non-target —
63 o
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appliedbiosyster 20180205_ClariomS_Rat.tacx

Sample QC View Summary View Gene View

= Analysis Summary Gene Lists and Venn Diagram
20180205 ClariomS_Rat

Data Created: 2018/02/05 13:42:42

Array Type: Clariom_5_Rat

Analysis Type: Expression (Gene)

Analysis Version: version 1

Summarization Method: Gene Level - SST-RMA

Pos vs Neg AUC Threshold: 0.7

Genome Version: rm6 (Rattus norvegicus)
Annotation: Clariom_S_Rat.na36.rmé6.transcript.csv
Condition (Comparison): KChIP2; non_target

Expression Analysis Settings:
« Gene-Level Fold Change < -2 or > 2
+ Gene-Level P-Value < 0.05
» Anova Method: ebayes
+ A Probeset (Gene/Exon) is considered expressed if = 50% samples have DABG values below DABG Threshold.

« DABG < 0.05
Comparison Group 1 | Group 2 Counti |Count2 |Up Down
KChIP2 vs non_target | KChIP2 non_target 3 3 464 563

Differential Expressed Genes

1027

KChIP2 vs non_target 464

[[] Total [ Up-Regulated [ Down-Regulated

Condition _

[l Comparison




Gene View — Scatter Plot

applied 20180205_ClariomS_Rat.tacx

Sample QC View Summary View

" Gene Table 'Summarv | Sample Table [ " Scatter Plot | Volcano Plot | Hierarchical Clustering 'wikipnhwnys | Sample Signals
| comparison: KChIP2 vs non_target [v| & What is the differential expression between KChIP2 and non_target?  Color Settings | [:5how Filtered Only =
Apply View|¥| [Filters : [ Show/Hide Columns Export|v| | Add Column | [ Customize Annotations | [Gene LiStll . KChIP2 Avg (log2) vs non_target Avg (log2)
D KChiP2 .
Avg -val Description G 19
count: 1027 | (log2) (log2) w '
TC1400001510.... 6.67 146 -24344 7.126-12 1.01E-07 Cxclb chemokine (C-X-C motif)... Coding . .
TC0300002875.... 1235 188 -87.16 9.04E-12 1.01E-07 Lcn2 lipocalin 2 Coding 17 - °°
TC10000023426... 609 1191 | -5645 1.31E-11 1.01E-07 CclS chemoakine (C-C motif) Ii... |Coding ° o °
TC0300002838.... 594  10.89 -3091 4.08E-11 2.27E-07 Prges prostaglandin E synthase  Coding % ot » -
TC1300000093.... 795 1344 -45.05 4.89E-11 2.27E-07 Serpinb2  serpin peptidase inhibito...  Coding ., ° °e °
TC1400000251.... 723 1235 -32.56 249E-10 9.61E-07 Cxclll chemokine (C-X-C motif)... | Coding 15 L . g‘i\ o %
TC0400001196.... | 1152 16.28 | -27.05 3.58E-10 1.19E-06 Reg3b regenerating islet-derive... |Coding ° ° e .
TC2000001076.... 563 1132 -5143 6.10E-10 177E-06 C2Z Cfb complement component...  Coding LI °=° “: b e N
TC0100006294.... 831 1583 -184.01 9.39E-10 2.24E-06 Hpx hemaopexin Coding 13 . .t °°é° A, . ®
TCO800000042.... = 1514 1144 1206 9.86E-10 224E-06 Mmpl2  matrix metallopeptidase.. Coding = . .;G °§ e o
TC1400001504... | 784 1198  -17.62 1.12E-09 2.24E-06 Cxcll chemokine (C-X-C motif)... Coding ) < o P ; fs’ * e,
TC1300000303.... 702 1138 -2058 1.16E-09 2.24E-06 Chi3ll chitinase 3-like 1 (cartila... ' Coding ‘75 K ¢ e 5’ * s.: - ®
TC0400000061.... 936 1371 -20.38 140E-09 2.50E-06 16 interleukin 6 Coding Z 11 °°° = n,ﬂ.l' @ a
TC0200003226.... 1438  9.67 2622 1.80E-09 298E-06 Car3 carbonic anhydrase 3 Coding o ° °‘% ’g", ° °
TC0200001466... = 1041 1487 | -2208 1.93E-09 299E-06 Sfrp2 secreted frizzled-related... |Coding § o eé .,
TC1400000252... | 1336 1681 -1095 2.63E-09 3.81E-06 Cxcll0 chemokine (C-X-C motif)... | Coding * 2 °
TC0100000858.... 391 7.82 -15.1 3.33E-09 4.54E-06 D11 interleukin 11 Coding 9 E
TC0200001401.... 4.89 7.94 -8.29 3.69E-09 4.75E-06 Serpinil  serpin peptidase inhibito... Coding °, 2
TCO700002754.... | 1387 1045 1072 3.956-09 4.82F-06 Lyz2 lysozyme 2 Coding PI Ot m w d Ot Eﬁ?é t
TC0300004737.... 43 925 -3095 4.20E-09 4.87E-06 Slpi secretory leukocyte pepti... Coding 7
TC1400001322... = 1304 922 1416 4.46E-09 4.93E-06 Sppl secreted phosphoprotein...  Coding ° Gen e Tabl W w n% g
TCO700003141.... 815 131 -3093 5.11E-09 5.39E-06 Enpp2 ectonucleotide pyrophos... Coding
TC1500001060.... 618 9.89 -13.11 6.11E-09 6.16E-06 Irgl immunoresponsive gene 1 | Coding j-é Pro l) Set b\
TC0400001066.... 414 73 -8.9 6.86E-09 6.62E-06 Ndnf neuron-derived neurotro...  Coding 5 / \4 — 4 éné
TC0200002456.... 45 854 -16.4 7.78E-09 7.05E-06 Prger3 prostaglandin E receptor... Coding 7
TCOBO0002646... = 1161 828 1005 8.17E-09 7.05E-06 Isir immunoglobulin superfa... ' Coding
TC1000001227.... | 1321 1613 -756 8.21E-09 7.05E-06 Ccl? chemaokine (C-C motif) li...  Coding 3
TC0200001001.... 801 1185 -1437 8.68E-09 7.19E-06 Ccl20 chemokine (C-C motif) li... ' Coding
TC0200003011.... 164 1311 977 1.17e-08 934E-06 C7 INVOLVED IM cellular so... | Coding
TC1200001765... = 1197 1538 -10.7 1.26E-08 9.41E-06 Oasl 2-5-oligoadenylate synth... | Coding . .
1 3 5 7 9 11 13 15 17 19 21

~ Count: 1027 Selected: 1 4 § [¥] Show Filtered Only

non_target Avg (log2)

TxtZ 74 JLCexportal B PNG format Texporta] g



Gene View — Volcano Plot

applied 20180205_ClariomS_Rat.tacx

Sample QC View

Summary View

" Gene Table [Summary | Sample Table [

| Scatter Plot " Volcano Plot | Hierarchical Clustering | WikiPathways | Sample Signals

I Comparison: KChIPZ vs non_target |v| & What is the differential expression between KChIP2 and non_target? [] Show Filtered Only ["] Use FDR P-Val =
_Apply Viewt |Fi|ters|:| [ Show/Hide Columns \Exportl | Add Column | I Customize Annotations ] Gene Listt 1 P-val vs Fold Change
(miRNA Inceracion. /
KChiPZ non_t...
= Avg o 2 P-val + L= = Description Group 108 @ °
. Change val Symbol g

count: 1027 (log2) (log2) ¥ ¥ R
TC1400001510.... 6.67 146 -24344 7.126-12 1.01E-07 Cxclb chemokine (C-X-C motif)... Coding ‘ °
TC0300002875.... 1235 188 -87.16 9.04E-12 1.01E-07 Lcn2 lipocalin 2 Coding ae N
TC1000003426... 609 1191  -5645 131E-11 1.01E-07 Ccl5 chemokine (C-C motif) li...  Coding . °
TC0300002838.... 594  10.89 -3091 4.08E-11 2.27E-07 Prges prostaglandin E synthase  Coding - “
TC1300000093... 795 1344 -4505 4.89E-11 2.27E-07 Serpinb2  serpin peptidase inhibito... Coding °
TC1400000251.... 723 1225 -32.56 249E-10 9.61E-07 Cxclll chemokine (C-X-C motif)... | Coding 8.4 3
TC0400001196.... = 1152 1628 -27.05 3.58E-10 119E-06 Reg3b regenerating islet-derive... Coding
TC2000001076... 563 1132 | -5143 6.10E-10 177€-06 C2;Cfo  complement component... Coding .
TC0100006294.... 831 1583 -184.01 9.39E-10 2.24E-06 Hpx hemopexin Coding 7.3
TCO800000042.... = 1514 1144 1296 9.86E-10 224E-06 Mmpl2  matrix metallopeptidase.. Coding °
TC1400001504.... 784 1198 -17.62 1.12€-09 2.24E-06 Cxcll chemokine (C-X-C motif)... Coding s
TC1300000303.... 702 1138 -2058 1.16E-09 2.24E-06 Chi3ll chitinase 3-like 1 (cartila... Coding E’
TC0400000061.... 936 1371  -2038 140E-09 2.50E-06 16 interleukin 6 Coding PO
TC0200003226.... 1438  9.67 2622 1.80E-09 298E-06 Car3 carbonic anhydrase 3 Coding "
TC0200001466.... 1041 14.87 -2208 1.93E-09 2.99E-06 Sfrp2 secreted frizzled-related... Coding a
TC1400000252... | 1336 1681 -1095 2.63E-09 3.81E-06 Cxcll0 chemokine (C-X-C motif)... | Coding
TC0100000858.... 391 7.82 -15.1 3.33E-09 4.54E-06 D11 interleukin 11 Coding 48
TC0200001401... 489  7.94 -829 3.69E-09 4.75E-06 Serpinil  serpin peptidase inhibito...  Coding
TCO700002754... | 1387 1045 1072 3.95E-09 4.82E-06 Lyz2 lysozyme 2 Coding
TCO300004737.... 43 925 -3095 4.20E-09 4.87E-06 Slpi secretory leukocyte pepti... Coding 3.6
TC1400001322... 1304 922 1416 4.46E-09 493E-06 Sppl secreted phosphoprotein... Coding
TCO700003141.... 815 131 -3093 5.11E-09 5.39E-06 Enpp2 ectonucleotide pyrophos... Coding
TC1500001060... 618 989  -1311 6.11E-09 6.16E-06 Irgl immunoresponsive gene 1 | Coding
TC0400001066.... 414 73 -8.9 6.86E-09 6.62E-06 Ndnf neuron-derived neurotro...  Coding 2.4
TCO200002456.... 45 854 -16.4 7.T8E-09 7.05E-06 Ptger3 prostaglandin E receptor... Coding
TC0800002646.... 1161 8.28 1005 8.17E-09 7.05E-06 Isir immunoglobulin superfa.. |Coding
TC1000001227.... © 1321 1613 -756 8.21E-09 7.05E-06 Ccl7 chemokine (C-C motif) li... Coding 1.2
TC0900001001.... 801 1185  -1437 8.68E-09 7.196-06 Ccl20 chemokine (C-C motif) li...  Coding
TC0200003011.... 164 1311 977 1.17e-08 934E-06 C7 INVOLVED IN cellular so... | Coding
TC1200001765... = 1197 1538 -10.7 126E-08 941E-06 Oasl 2-5-oligoadenylate synth... | Coding . o

O Find in Table N Count: 1027 Selected: 1 4 ¥ [¥] Show Filtered Only -512 -147.03 -42.22 -12.13 -3.48 Fold c].haﬁge 3.48 12.13 42.22 147.03 512
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Gene View — Hierarchical Clustering
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Gene View — WikiPathways

applied yster 20180205_ClariomS_Rat.tacx

Sample QC View Summary View

" Gene Table 'Summarv | Sample Table [ 'Scatter Plot || Voleano Plot | Hierarchical Clustering | WikiPathways 'Snmple Signals ]

| Comparison: KChIP2 vs non_target [v| § What is the differential e--

:Apply View'_:‘ _'Fi\ters |:| | Show/Hide Columns :Exoort:::

okines and Inflammatory Response (BioCarta

; - — - | filtered out
| Add Column || Customize Annotations | (Gene List |~ Order by PRH 4% ~ |4 | . = ‘
( Count vl
[ Focal Adhesion all
Kil\'lr]PZ ni‘:“'" Fold Pval 1 FDR P- Gene — Clonal expansion of T cells
9 9 Change val Symbol Spinal Cord Injury B

count: 1027 (log2) ¥ ¥
TC1400001510.... -24344 7.12E-12 1.01E-07 Cxcl6
TC0300002875... | 1235 188  -87.16 9.04E-12 1.01E-07 Len2
TC1000003426... 609 11.91  -5645 1.31E-11 101E-07 CclS
TC0300002838.... 594 1089 = -30.91 4.08E-11 2.27E-07 Ptges
TC1300000093... | 795 1344  -4505 4.89E-11 227E-07 Serpinb2
TC1400000251.... 7.23 1225 -32.56 249E-10 9.61E-07 Cxclll

GPCRs, Class A Rhodopsin-like

MAPK Signaling Pathway =

Senescence and Autophagy

Lymphocyte Activated |
v

Tolllike receptor signaling pathway (] Killer Cells (LAK)

TNF-alpha NF-kB Signaling Pathway

Adipogenesis
TC0400001196... = 1152 1628 | -27.05 3.58E-10 1.19E-06 Reg3b
TC2000001076... 563 1132 | -51.43 6.10E-10 177E-06 C2:Cfb PIK-AKT-NFKB potvay - “,,]
TC0100006294.... 831 1583 -184.01 9.39E-10 224E-06 Hpx Integrin-mediated cell adhesion b
TC0800000042... = 1514 1144 1296 9.86E-10 224€-06 Mmpl2 Nuclear factor, erythroid-derived 2, like
TC1400001504... = 7.84 1198  -17.62 112E-09 2.24E-06 Cxcll

B Cell Receptor Signaling Pathw
TC1300000303.. 702 1138  -2058 1.16E-09 224E-06 Chi3ll e 1 FRTIY

TC0400000061.... 936 1371  -20.38 140E-09 250E-06 06
TC0200003226.... = 1438 967 26.22 1.80E-09 298E-06 Car3
TC0200001466... = 1041 14.87 -22.08 193E-09 299E-06 Sfrp2
TC1400000252... | 1336 1681 -10.85 2.63E-09 3.81E-06 Cxcll0

Myometrial Relaxation and Contrachi--- B

Apoptosis

Complement and Coagulation Cascades

EGFR1 Signaling Pathway

TC0100000858... 391  7.82 4151 3.33E-09 454E-06 1111
TC0200001401... 489  7.94 -8.29 3.69E-09 4.75E-06 Serpinil T Cell Receptor Signaling Pathway

TC0700002754... | 1387 1045 1072 3.95E-09 4.82E-06 lyz2 TGF-beta Receptor Signaling Pathway

TC0300004737.. 43 925  -3095 4.20E-09 487E-06 Slpi Tpotalamus

Endochondral Ossification

TC1400001322... | 1304 922 1416 4.46E-09 4.93E-06 Sppl
TCO700003141.... 815 131 -3093 5.11E-09 539E-06 Enpp2
TC1500001060.... 618  9.89 -13.11 6.11E-09 6.16E-06 Irgl
TC0400001066.... 414 73 -8.9 6.86E-09 6.62E-06 Ndnf
TC0200002456.... 45 854 -164 7.78E-09 7.05E-06 Ptger3
TC0800002646.... = 1161  8.28 1005 8.17E-09 7.05E-06 Isir
TC1000001227... | 1321 1613 -7.56 8.21E-09 7.05E-06 Ccl7
TC0900001001.... 801 11.85 -14.37 8.68E-09 7.19E-06 Ccl20 -
< n »

Type I interferon signaling (IFNG)

Insulin Signaling ( Endothelial Cells ( Fibroblasts

Regulation of Actin Cytoskeleton
Matrix Metzlloproteinases
Cytokines and Inflammatory Resp--

Inflammatory Response

Oxidative Stress

Metapathway biotransformation
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ThermoFisher

2D DREMTTER B3

CEDFEREIREFZE:

QC View

tH (Venn Diagram @ F F

Volcano Plot | Hierarchical Clustering | WikiPathways || Sample Signals  Chr Summary

SCIENTIFIC

Sampl

Summary V

Gene Table Summary Sample Table ” Scatter Plot

Comparison: 12hr: Infect vs Mock v & Within the group 12hr, what is the differential expression between Infect and Mock? L::.;lnr Settings J [7] Show Filtered Only =
[Apply View[ ] [Filters[=] [ Show/Hide Columns | [Export|+] [ Add Column | [ Customize Annotations | Gene List|~] L2hr: Infect Avg (log2) vs 12hr: Mock Avg (log2)
[ miRNA Interaction :
D 12hr: 12hr
Infect  Mock Description Group 173
count: 199 Avg (L. Avg (.
TCI000008400... | 974 369 6595 144E-10 198606 FIT1 interferon-induced prote... Coding .
TC2100007208... = 1162 64 3715 185E-10 198£-06 MX1 MX dynamin-like GTPase 1 Multiple...
TC1700010447... | B4 522 | 906 324E-10 231E-06 CCLS  chemokine (C-C motif) i, |Coding B
TC0100008815... | 869 423 2205 557E-10 2986-06 AL interferon-induced prote... Multiple... I
TCO500008785.... ~ 1048 78 642 4.17E-09 166E-05 EGR1 early growth response 1 Coding . .
1C1200008921... 747 46 227 65609 166605 OAS2  2-S-oligoadenylate synth.. Multiple... 139 .
TC1000008397.. 892 63 614 6.82E-09 166E-05 IFIT3 interferon-induced prote... Coding 14 . .
TC0100013445.... 1356 1052 819 6.99E-09 166€-05 IFI6 interferon, alpha-inducib... Multiple... .
1195 | 422 7.09E-00 166E-05 SERPINB2 serpin peptidase inhibito... Multiple. .
1241 402 776E-09 166E-05 HERPUD] homocysteine-inducible,.. | Muttiple... 'g 122 ] .
S48 332 135608 264605 OASL  2-5-oligoadenylate synth... Multiple.. g . o .
1028 356 172608 308E-05 SNAIL snail family zinc finger 1  Coding g ~ v
774 599 216E-08 3.56E-05 PMEPAL  prostate transmembrane... Multiple... E 10.5 & .-1’ ®
- 1182 289 2.60E-08 3936-05 BHLHE40 Dbasic helix-loop-helix fa.. Multiple... c *, :
1C1200012708... | 1028 764 624 2756-08 393605 OAS1  2-5-oligoadenylate synth... Multiple... = * S ]
TC0300009916... | 1062 888 336 348E-08 466605 HES1  hes family bHLH transcri., | Mufiple. ] -
TC0400011053.... 778 492 724 500E-08 630E-05 CXCL10 «chemokine (C-X-C motif)... Coding a8
TC0100008816... | 904 723 353 S89E-08 702605 M4 interferon-induced prote... Mutiple.
TC0400012820... | 1136 1294 -3 7656-08 858E-05 FGF5 fibroblast growth factor5 | Multiple... s
TC1800008650.... ~ 10.39 904 255 8.00E-08 BS58E-05 SMAD7 SMAD family member 7 Multiple... 7.1
TC0500012284... | 1142 1013 246 869608 B8SE-05 PCOH1  protocadherin 1 Muttiple...
TC0300008558. 83 693 258 9.77€-08 953E-05 DTX3L deltex 3 like, E3 ubiquitin... Multiple.
617 744 -24 1356-07 0.0001 ADRB2 adrenoceptor beta 2, surf... Coding
1001 968 235 143£07 00001 MANF  mesencephalic astrocyte.. Multiple. 54
1016 1196  -349 152607 00001 CXCLL  chemokine (C-X-C motif).. Multiple...
B84 704 348 LS4E-07 00001 RIX2 regulatory factor X, 2 (inf.. Mutiple. g e n eS
TC0700008786... | 1203 1032 328 157607 00001 DNAJBY  nal (Hsp40) homolog. s... Multiple. 37]
TC0300011311.... 898 1051 -287 1.74E-07 00001 FAMLO7A family with sequence sim... Multiple... .
TC0700007434.... 935 1091 =295 1.76E-07 00001 IGFBP1 insulin like growth factor... Multiple... A
TC1000012566.... 1278 1161 226 186E-07 00001 MRPS16  mitochondrial ibosomal.. Multiple... =
) y 4| Show Filtered Only| 2 3.7 54 7.1 8.1 1ot MD‘I;& jvg(hgz;z 2 139 19

applied

Sample QC Vi

Summary View

" Gene Table Summary || Sample Table

" Scatter Plot

Volcano Plot  Hierarchical Clustering  WikiPathways Sample Signals

Chr Summary

Comparison: 24hr: Infect vs Mock -| & Within the group 24hr, what is the differential expression between Infect and Mock? | Color Settings | [] Show Filtered Only =
Apply View|v [Filters| {shuwm.de Columns | |Export|w| | Add Column, | Customize Annotations | Gene List v 24hr: Infect Avg (log2) vs 2dhr: Mock Avg (leg2)
miRNA Interaction

24hr.  24hr:
L Infect Mock 09 | pya ¢ FORP- | Gene Description Group 123
ot 1565 | g 1. Avg 0, C2E09EJ o || Smbol -
.

TC1700010447... | 1657 546 219667 6.63E-14 1426-09 CCLS chemokine (C-C motif) Ii.. | Coding z r .
C1200012190... | 1477 562 56646 169E-13 1B2E-09 OASL  2-5-oligoadenylate synth... Multiple... 1546 N 3
TC0100011533... | 1388 554 32428 914E-13 653€-09 ATF3 activating transcription .. Multiple...
TC0100017064... | 1034 42 7058 294E-12 1326-08 NUAK2  NUAK family, SNF1-like k.. Multipie..
TC1000008397... 146 668 24303 372€-12 132€-08 IFIT3 interferon-induced prote... | Coding
TC1900010807.... 1361 483 437.72 403E-12 1326-08 CEACAM1 carcinoembryonic antige... Multiple... 13.9)
TC2100007208... | 1559 652 53841 4.31E-12 1326-08 MXL MX dynamin-like GTPase 1 Multiple... -
TCOS00008785... | 1462 747 14213 5406-12 134€-08 EGR1 early growth response 1 | Coding
TC0100008815.... | 1302 425 43525 S69E-12 134E-08 IFMAL  interferon-induced prote... Multiple... .
TC1000008400... | 1388 441 71136 G78E-12 134€-08 IFITL interferon-induced prote... | Coding g
TC1200008021... | 1245 463 22575 686E-12 134E-08 OAS2  2-5-oligoadenylate synth.. Multipie. g
TC1200010598... 1206 434 21069 887E-12 1586-08 RND1 Rho family GTPase 1 Multiple... ;‘
TC1700006709.... 1193 58 6997 130E-11 2.14E-08 XAF1 XIAP associated factor 1 Multiple. E 10.5)
1C0500012017... | 124 574 10115 186E-11 2856-08 IRF1 interferon regulatory fact... Multiple... =
TC1900008051... | 1187 422 21404 233E-11 333E-08 IFNLL interferon, lambda 1 Cading ©
TC0200016402... | 1095 517 5501 256E-11 3436-08 RSAD2  radical S-adenosyl methi... Multiple. g os
TC0700008809... | 1039 562 2739 309E-11 362€-08 LRRN3 leucine rich repeat neuro... Multiple...
TC0400008106... | 1264 383 44937 320E-11 3626-08 HERCS  HECT and RLD domainc... Multiple.
T€0300010714... 959 428 3971 321E-11 3626-08 TRANK1 tetratricopeptide repeat.. Multiple...
TC0100013445. 1671 1019 9198 3.90E-11 4.196-08 IFI6 interferon, alpha-inducib... Multiple. 7.1
TC1700010707... | 124 522 14433 465E-11 4626-08 DHXSE  DEXH (Asp-Glu-X-His) b.. Multiple.. 1 y 5 6 9 g e n eS
TCO400011053... | 1296 497 25885 474E-11 4626-08 CXCLID  chemokine (C-X-C motif)... Coding
TC0500008941.... | 1326 968 12 926611 B36E-08 ARHGAP.. Rho GTPase activating pr... Multiple...
TC0500010498... | 852 402 226 9.53E-11 B36E-08 RANBP3L RAN binding protein 3-like Coding 54
TC0400011201... | 1007 462 4373 994E-11 B36E-08 HERCE  Memczak2013 ANTISENS.. NonCod..
TC1900006977.... | 1442 937 3303 104E-10 B36E-08 ICAM1 intercellular adhesion m... Multiple.
TC1000011376.... © 1057 411 8755 105E-10 836E-08 CH2SH  cholesterol 25-hydroxylase Coding 3.7
TC0900009825... | 1329 948 1405 1.156-10 BB3E-08 DDXSE  DEAD (Asp-Glu-Ala-Asp).. Multiple..
TC1500008139... 1081 721 1209 125€-10 9.276-08 GOLGAGL4 Homo sapiens golgin AG... Multiple..
TC0300008561... | 1365 85 3564 136E-10 960E-08 PARPIA  poly(ADP-ribose) polym... Multipie.. .

Pr Count: 1569 Selected: 0+ & | Show Filtered Only 2 19
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Count

(Venn Diagram@® ¥,

Description Chro... Group Start Stop

TCO100002120.h... | HPOL 4-hydroxyphenylpyruvat.. chrl | Coding 45326273 45328674
TC0100008815. IFla4L interferon-induced protei... chrl Multiple... 78619922 78646145
TC0100008816.h... | IFI44 interferon-induced protei... chrl Multiple... 78643792 78664078
TC0100011533.h... | ATF3 activating transcription f... | chrl Multiple... 212363334 212620777
TCO100013445, IFlg interferon, alpha-inducib... chrl Multiple... 27666081 27672218
TC0100014855.h... | GBP4 guanylate binding protei.. chrl Multiple... 89181148 89198950
TC0100015752.h... | CTSS cathepsin 5 chrl Multiple... 150730196 150763957
TC0100016214.h... | CCDC190 | coiled-ceil domain conta... | chrl Multiple... 162824438 162868815
TC0100016715.h..,  PTGS2 prostaglandin-endopero., | chrl Multiple.., 1868671791 186680427
TC0200006891.h... RHOB ras homolog family mem... chr2 Coding 20447071 20449445
TC0200009823 h... | GCA grancalcin, EF-hand calci... chr2 Multiple... 162312840 162371335
TC0200010980.h... CCL20 chemokine (C-C motif) li... chr2 Multiple.., 227813842 227817364
TC0200014772.h...  IFIH1 interferon induced, with... | chr2 Multiple... 162267079 162318708
TC0200016402.h... | RSAD2 radical 5-adenosyl methi... chr2 Multiple... 6877665 6898239
TC0300007432.h... | MAPKAP... mitogen-activated protei... chr3 Multiple... 50811520 50640237
TC0300007437, MANF mesencephalic astrocyte.,  chr3 Multiple., 51385047 51389337
TC0300008558.h... | DTX3L deltex 3 like, E3 ubiquitin... chr3 Multiple.. 122364238 122573203
TC0300002561.h... | PARP14 pely(ADP-ribose) polyme.. chr3 Multiple.. 122620018 122730840
TC0300009916. HES1 hes family bHLH transcri...  chr3 Multiple... 194136142 194138732
TC0300011311.h... |[FAMI07A  family with sequence sim... chr3 Multiple... 58564112 58627610
TC0300011391.h... | ADAMTSY | ADAM metallopeptidase..  chr3 Multiple... 64315634 64688000
TC0300012191. PARPY polylADP-ribose) polyme.. chr3 Multiple... 122527911 122564676
TC0400008106.h... HERCS HECT and RLD domain c... chrd Multiple.. 88457117 88506168
TC0400009431 h... | TENM3 teneurin transmembrane... chrd Multiple... 182143987 182803024
TC0400011014, CXCLS chemokine (C-X-C motif... chrd Multiple... 7399542 73998779
TC0400011052.h,..  CXCLS chemokine (C-X-C motif.. chrd Coding 76001275 76007523
TC0400011053.h... | CXCL1O chemokine (C-X-C motif.. chrd Coding 76021116| 76023536
TC0400011054.h... | CXCL11 chemokine (C-X-C motif.. chrd Ceding TE033682 | Te041415
TC0400012818.h... | CCNG2 cyclin G2 chrd Multiple... 77157131 77179142
TC0400012820.h... | FGF5 fibroblast growth factor 5 chrd Multiple... 80266588 80291017
TC0400012828 . h... | BAMK1 B-cell scaffold protein wi... chrd Multiple... 101790607 102074812
TC0500006436.h... PLEKHG4B Zhang2013 ALT_ACCEPT.. | chr3 MonCo... 173548 173767
TC0500007376.h... | FST follistatin chr3 | Multiple., 53480409 53487134
TC0500008785.h... EGR1 early growth response 1 chr3 Coding 138465490 138469315
TC0500009046.h... | ADRB2 adrenoceptor beta 2, surf... chrs Ceding 142825245 142828687
TC0500011334.h... | TMEM16... | Transcript |dentified by A.. chr3 Unassig..  830590%9 83059250
TCO600007384.h... HISTIHZ... | histone cluster 1, H2bo chré Cading 27893425 | 27893801
TC0600009333.h... | SMPDL3A  sphingomyelin phospho... | chrf Multiple... 122788826 122809720
TC0600003843, PLEKHG1 | pleckstrin homology do..  chrf Multiple... 150589883 150843665
TCO700007434.h... | IGFEP1 insulin like growth factor... chr7 Multiple... 45888357 A5B93660
TCO700008786.h...  DNAJBG Dnal (Hsp40) homolog, s.. chr7 Multiple... 108363568 108574850
LRRM3 leucine rich repeat neurc...  chr? Multiple... 111091006 111123454

TCO700008868.h... | TES testin LIM domain protein | chr? Multiple.., 116210483 | 116258723
. |STC1 stanniocalcin 1 chr Multiple... 23841913 23854807

IFNB1 interferon, beta 1, fibrobl... chr® Ceding 21077105 | 21077963

TCO0900011192.h...  LPAR1T lysophosphatidic acid rec... chrg Multiple... 110873283 111038458
TCOX00007310.h... | TSPYL2 TSPV-like 2 chrX | Multiple.. 53082380 53088546
TCOX00010355.h... | TIMMBA translocase of inner mito... chrX  Multiple.. 101345636 101349196
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(D)[7€1200008573.hg.1 | [Symbol: SLC2543; SNORASS |

I

chrl2: 98,593,591 - 98,606,375 | [Strand: + | [Multiple_Camplex |

Exon Exq|
Exon Event Name Event ¥ Exp]|
Score  inA

Exon
Splicing
Index

Exp...

D Fold

Change

Exon FDR
P-val

Exon P-
val

Gene

Hrmilzal Description

Group

count: 15264 Bot.

¥ hd

TC1200008573.... -1.58 T SLC25A3... solute carrier family 25 (.. Multipl... = -3642.84 114E-10 5.97E-07 Cassette Exon 09 -
TC1700010230.... -8.38 T TIAFL; M... TGFBl-induced anti-apo.. Multipl... -304 00050 0.0294 Complex Event 0.83
TC0100013134. 1.09 T CAPZB capping protein (actin fil... Multipl... -22328 2A5E-08 6.57E-06 Cassette Exon 0.83
TC0100015899.... -11.54 T TPM3 tropomyosin 3 Multipl... -177.89 4.28E-10 9.61E-07 Cassette Exon 0.82
TC2100006852.... -1.56 T USP16 ubiquitin specific peptid... Multipl... -16466 1.96E-08 5.81E-06 Cassette Exon 0.82
TC0300013996.... 271 T TMEM11.. TMEM110-MUSTN1 read... Multipl... -749.01 3.84E-07 343E-05 Alternative Last... 0.8
TC0200016603.... 12 T LRRFIP1 leucine rich repeat (in FLL.. Multipl... -306.21 4.38E-09 2.74E-06 Cassette Exon 0.8
TC0400012940.... 343 T SEC31A SEC31 homolog A, COPIL..  Multipl... 6265 7.97E-08 1.31E-05 Cassette Exon 0.8
TC1500010869.... 2.24 T CCPGI,... cell cycle progression 1;...  Multipl... -130.26 3.26E-07 3.09E-05 Cassette Exon 0.78

TC1200010518.... -3.23 T SLC38A2  solute carrier family 38,..  Multipl... 15845 2.12E-07 2.35E-05 Intron Retention 077 .
m J »

~ || Count: 15264 Selected: 1 4 ¥ Shaw Filtered Only

PSRs/JUCs Table - TC1200008573.hg.1

[7] Casel Signal (Gene-Level Signal: 13.54)
D Case2 Signal (Gene-Level Signal: 14.2)

Sample-Level Signals: == Case] == Case?
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Splicing Index (Gene-Level Fold Change: -1.58) === Casel == Cise2
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Casel Case2 - Expr...
PSR/IUCID -
/. Avg Avg Selicing P-val HBLEL7 Event Name EER + in At
: - Index val Score
count: 12 (log2)  (log2) ¥ ) leas... o

PSR120016295... 1766 -364284 1.14E-10 5.97E-07 Cassette Exon T
PSR120016295..  17.65 1114 14008 2.51F-09 2.12E-06 Cassette Exon 069 T
PSR120016295.. 581 458 363 00010 00091 Intron Retention 043 T
PSR120016295... 4.4 39 211 00035 00229 Intron Retention 043 T
PSR120016295.. 904 817 315 00012 00104 Complex Event 042 T
PSR120016295.. 619 525 335 00074 00392 Alternative 5D.. 025 T 3
PSR120016296.. 609 551 227 00004 00045 Intron Retention 021 T
PSR120016298.. 588 521 25 00016 00130 T
JUC1200056046.. | 1474 846 | 13455 1.18E-08 4.45E-06 T
JUC1200056047... 1316 868 3752 5.88E-07 4.52E-05 T
JUC1200056053.. 326 1075  -119.01 2.23E-08 6.23E-06 T .
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Fold

_ P-val *+
Change

=
-24344 712E-12
-87.16 9.04E-12
-56.45 131E-11
-30.91 4.08E-11
-4505 4.89E-11
-3256 249E-10
-27.05 3.58E-10
-5143 6.10E-10
-184.01 9.39E-10
12.96 9.86E-10
-17.62 112E-09
-20.58 1.16E-09
-20.38 140E-09
26.22 1.80E-09
-22.08 193E-09
-10.95 2.63E-09
-151 3.33E-09
-8.29 3.69E-09
10.72 3.95E-09
-30.95 4.20E-09
14.16 4.46E-09
-30.93 5.11E-09
-1311 6.11E-09
-89 6.86E-09
-164 7.78E-09
10.05 8.17E-09
-7.56 821E-09
-14.37 B.6BE-09
9.77 117E-08
-10.7 1.26E-08

=741 1 76F-08

FDR P- Gene

val Symbol

1.01E-07 Cxcl6
1.01E-07 Len2
1.01E-07 Ccl5
2.27E-07 Piges

2.27E-07 Serpinb2

9.61E-07 Cxcill
1.19E-06 Reg3b
1.77E-06 C2; Cfb
2.24E-06 Hpx
2.24E-06 Mmpl2
2.24E-06 Cxcll
2.24E-06 Chi3ll
2.50E-06 116
298E-06 Car3
2.99E-06 Sfrp2
3.81E-00 Cxcl10
4.54E-06 1111
4.75E-06 | Serpinil
4.82E-06 Lyz2
4.87E-06 Slpi
4.93E-00 S5ppl
539E-06 Enpp2
6.16E-06 Irgl
6.62E-06 Ndnf
7.05E-06 Ptger3
7.05E-06 Isir
7.05E-06 Ccl7
7.19E-06 Ccl20
9.34E-06 C7
9.41E-06 Oasl
Q41F-N6 Ptos?

Description

chemokine (C-X-C motif)...

lipocalin 2
chemokine (C-C motif) li...
prostaglandin E synthase

serpin peptidase inhibito...
chemokine (C-X-C motif)...

regenerating islet-derive...

complement component...

hermopexin
matrix metallopeptidase...

chemokine (C-X-C motif)...

chitinase 3-like 1 (cartila...
interleukin 6

carbonic anhydrase 3
secreted frizzled-related...

chemokine (C-X-C motif)...

interleukin 11

serpin peptidase inhibito...

Iysozyme 2

secretory leukocyte pepti...
secreted phosphoprotein...
ectonucleotide pyrophos...

immunoresponsive gene 1
neuron-derived neurotro...

prostaglandin E receptor...

immunoglobulin superfa...
chemokine (C-C motif) li...
chemokine (C-C motif) li...
INVOLVED IN cellular so...

2-5-oligoadenylate synth...

nrastanlandin-endonern.,,
mn

Group

Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Cading
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding
Coding

Best_Coverage_TagMan_...

Rn00573587 gl
Rn01439062_gl
RnD0579590_m1
Rn00572047_m1
Rn00572553_m1
Rn00788261_gl
RnD0583920_m1
Rn00597178 gl
RnD0670220_gl
Rn00588640_m1
Rn00578225_m1
Rn01490606_m1
Rn00561420_m1l
Rn00695939_m1
Rn01458836_m1l
RnD0594648_m1
Rn00591721_ml
Rn00587242_m1l
Rn00562794_m1
Rn00670378_m1
RnD0681029_m1
Rn00678654_m1l
Rn01467901_m1
Rn06420062_s1

Rn01636929_m1
Rn01766566_g1
Rn01467286_m1
Rn01400117_g1
Rn01402702_m1l
Rn01481416_ml
RnDNGR2542 nl
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D KChIP | non_t...
Avg Avg
count: 1046 (log2) (log2)
TC1400001510.m.2 667 146
TCO300002875.m.2 1235 188
TC1000003426.rn.2 609 1191
TCO300002838.m.2 594 1089
TC1300000093.rm.2 795 1344
TC1400000251.m.2 723 1225
TC0400001196.rn.2 1152 16.28
TC2000001076.rm.2 563 1132
TCO0100006294.rm.2 831 1583
TCOB00000042.rm.2 1514 1144
TC1400001504.m.2 784 1198
TC1300000303.rn.2 702 1138
TC0400000061.rm.2 936 1371
TC0200003226.rm.2 14.38 967
TC0200001466.m.2 1041 1487
TC1400000252.rm.2 1336 1681
TCO0100000858.rm.2 391 7.82
TC0200001401.rm.2 489 794
TCO700002754.rm.2 13.87 1045
TCO300004737.m.2 43 925
TC1400001322.rm.2 13.04 9.22
TC0700003141.m.2 815 131
TC1500001060.rm.2 6.18 9.89
TCO400001066.rn.2 414 73
TC0200002456.m.2 45 854
TCOB00002646.rn.2 11.61 828
TC1000001227.m.2 1321 1613
TCOS00001001.rn.2 801 1185
TC0200003011.rm.2 164 1311
TC1200001765.m.2 1197 1538
TC [1 3I00000444,rm.2 1232 1521
P Find in Table |~ |+ Count: 1046 Selected: 0 4 ¥
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exons
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