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Tracking the impact on ~7000 plasma proteins in 

PASC
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Blood samples from PASC Patients evaluated to identify 
opportunities for the diagnosis, prognosis and better 

treatment of Neurological PASC  
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Antisense Therapeutics Limited – Presentation Disclaimer

2

This presentation contains certain market estimates and forward-looking statements regarding the Company’s business & the
therapeutic & commercial potential of its technologies & products in development. Any statement provided by the Company on
market estimates, business goals, expectations, intentions or beliefs is a forward-looking statement and is based on the Company’s
views or assumptions at the time & therefore should be considered an at-risk statement. Such statements are subject to certain
assumptions, risks & uncertainties, particularly those assumptions, risks or uncertainties inherent in the process of developing
technology & in the process of discovering, developing & commercializing drugs that can be proven to be safe & effective for use as
human therapeutics, & in the endeavor of both valuing and building a business around such products & services. Actual results
could differ materially from those discussed in this presentation. Factors that could cause or contribute to such differences include,
but are not limited to, those discussed in the Antisense Therapeutics Limited Annual Report for the year ended 30 June 2021, which
is available from the Company or at www.antisense.com.au. The information in this presentation has been obtained from or based
on sources believed by the Company to be reliable. To the maximum extent permitted by law, the Company, its representatives and
advisers, and their respective affiliates, officers, employees, agents and advisers do not make any warranty, express or implied, as to
the currency, accuracy, reliability or completeness of the information in this presentation and disclaim all responsibility and liability,
including without limitation for negligence or for any expenses, losses, damages or costs incurred by you as a result of the
information in this presentation being inaccurate or incomplete in any way for any reason, whether by negligence or otherwise.

2

F
or

 p
er

so
na

l u
se

 o
nl

y

http://www.antisense.com.au/


• World first study to assess up to 7,000 plasma proteins in Long COVID-19 patients

• Collaboration with Feinberg School of Medicine NorthWestern University Chicago  and NorthWestern Medicine Neuro-Covid Clinic1

• Retained blood samples from 92 subjects (48 patients with neurological symptoms) tested
• Neurological Post-Acute Sequelae of COVID-19 (PASC) i.e NPASC 
• Most patient samples had been previously studied to characterize certain blood immune cells changes 1

• Samples were successfully tested in the US by SomaLogic®, a leading proteomics group, for protein changes in the blood

• First results after statistical analysis using Somalogic’s® DataViz program reported herein
• Investigation has elucidated novel blood markers as potential diagnostic and therapeutic targets
• Provisional patent applications have been filed in the United States (US) to seek protection for these new inventions
• Diagnostic

• a combination of 3 markers identifies all 48 NPASC subjects i.e high sensitivity
• These 3 markers & another 2 differentiate 42/44 subjects without NPASC i.e high specificity

• Therapeutic
• 15 markers potentially amenable to treatment by currently available drugs and other therapeutic approaches on the market  

including with ATL1102, an immunomodulatory drug active in Relapsing MS and DMD2

• The specific targets have not been identified as they are trade secrets

Antisense Therapeutics SomaScan®
Neurological Long COVID-19 Findings

3

1. Visvabharathy L,  et al “ Neuro-COVID long-haulers exhibit broad dysfunction in T cell memory generation and responses to vaccination.” 
https://www.medrxiv.org/content/10.1101/2021.08.08.21261763v3

2. https://www.antisense.com.au/wp-content/uploads/2021/09/WMS-ATL1102-DMD-PROTEOMICS-Poster-Submission-Final_1.2.pdf
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https://www.medrxiv.org/content/10.1101/2021.08.08.21261763v3
https://www.antisense.com.au/wp-content/uploads/2021/09/WMS-ATL1102-DMD-PROTEOMICS-Poster-Submission-Final_1.2.pdf


Of the 94.7 million people in the US diagnosed as infected and 
surviving COVID-191, approximately 82 million (87%) people are non-
hospitalized and 45% of non-hospitalized patients2 have developed 
some manifestation of Long COVID-19 syndrome which suggests more 
than 24 million people are afflicted by the condition to some extent
The main neurological symptom is brain fog (defined with the 
established memory tests conducted) and reported in 81% suggesting 
an impact on nearly 20 million people in the US 

1. https://coronavirus.jhu.edu/map.html and https://www.worldometers.info/coronavirus/country/us/ as of 16 August 2022, 94.7 million people in the USA were diagnosed with
COVID-19, 1.063 million deaths have been recorded, and 89.9 million people have recovered.

2. Estiri H et al “Evolving phenotypes of non-hospitalized patients that indicated long COVID”. BMC Medicine (2021) 19: 249 https://doi.org/10.1186/s12916-021-02115-0

4

F
or

 p
er

so
na

l u
se

 o
nl

y

https://coronavirus.jhu.edu/map.html
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https://doi.org/10.1186/s12916-021-02115-0


https://www.msn.com/en-us/health/medical/brain-fog-and-other-long-covid-symptoms-can-last-more-than-a-year-according-to-study/vi-AA10gBis

Acknowledged need for diagnostic and therapeutic approaches

5
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Timeline of post-acute COVID19 infection 

https://www.nature.com/articles/s41591-021-01283-z
From Nalbandian et al  Nature Medicine 27, 601-615 (2021)

Neurological Post-
Acute Sequelae of 
COVID-19 (PASC)
NPASC 
(can include fatigue)  

6

The WHO definition 
of PASC is at >12 
weeks post acute 
COVID-19 symptoms    
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Methods- Samples

• Blood samples from 92 subjects (48 patients with Neurological-PASC) were sent to SomaLogic® 
• Plasma samples were tested using the SomaScan® assay, a large scale, aptamer-based assay 
• The normalized relative fluorescence units (nRFU) of over 7000 proteins was determined for the 

following patient groups:
• Group 1&2 48 Patients affected by Neurological-PASC (NP*)

(47 samples came from 1 site (Group 1), and 1* came from another site (Group 2)
• Group 3 20 Patients who have recovered from COVID-19 with no symptoms  

Convalescent controls, of PASC (CC)
• Group 4: 24 Healthy controls subjects (never had SARS-CoV-2 infection) (HC)

• Of the above 92 samples 42 samples in G1, 17 samples in G3 and all 24 samples in G4 i.e 83 
samples had blood immune cells changes studied and characterized in a prior study1

1   Visvabharathy L,  et al “ Neuro-COVID long-haulers exhibit broad dysfunction in T cell memory generation and responses to vaccination.”   
https://www.medrxiv.org/content/10.1101/2021.08.08.21261763v3
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Somalogic® provided an ADAT file of data that 
was uploaded to their Dataviz program after 
logging in and starting the statistical tests.

The file is then filtered by “sample type” and 
the Buffer, QC and Calibrator samples are 
removed leaving only “Sample” -

A .csv file was created that gives each sample 
the correct identifier for its group.

This file was then uploaded to Dataviz under 
the “Merge Data header”.

The .csv file and the filtered ADAT file are then 
merged to provide Dataviz and the group 
identifiers for statistical tests

Methods –Statistics Dataviz

Plasma from one subject with NPASC from a different site was put into a separate group 2 and their data 
combined with 47 subjects’ data in group 1 (NP), and compared to group 3(CC), and group 4 (HC) controls  8
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Parametric and Non-parametric tests to 
identify protein markers of interest

• T test and U test comparing 
• Group 1 to 3,   
• Groups 1 to 4,   
• Groups 1 to 3+4,   
• Groups 3 vs 4 
was conducted with  
• p-values adjusted using Benjamini-

Hochberg false discovery rate (FDR)  
• Bonferroni statistical tests, 
• using Somalogic’s ® Dataviz software

1 vs 3 1 vs 4 1 vs 3+4 3 vs 4
Bonferroni < 0.05 1 30 45 0
FDR< 0.0005 0 11 22 0
FDR <0.01 0 184 440 0          
FDR < 0.03 0 0
FDR <0.05 25 891 1556 0        
FDR < 0.075 65 1242 0        

1 vs 3 1 vs 4 1 vs 3+4 3 vs 4
Bonferroni < 0.05 2 30 45 0
FDR< 0.0005 0 4 0 0
FDR <0.01 0 213 493 0
FDR <0.03 10
FDR <0.05 53 1052 1957 0        
FDR < 0.075 344 0

T-TEST

U-TEST

Methods-Statistics (T test and U test)

Group 3 vs 4 had no different proteins via FDR or Bonferroni adjusted p values (but had some using standard p values)  
9
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• 1 Target ‘S’ was identified in the parametric T –test with Bonferroni of <0.035
• The median % change in Group 1+2 NP patients was -31% versus the convalescent 

control Group 3 

Results Bonferroni T test < 0.05 (G1 vs G3)

10

Data Viz 
Box plots shows
Outliers, 
The upper whisker 
also known as the 
upper fence, 

Interquartile range,

lower whisker also 
known as the 
minimum (or lower 
fence)  
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Target ‘M’ Q3 also detected in the FDR<0.02 stats 
13% increase in the median in G1 vs  G3

Target ‘G’ also detected in the FDR<0.02 stats 
22% decrease in median in G1 vs G3

Results Bonferroni U test < 0.05 (G1 vs G3)

11

• 2 targets were identified in the non-parametric U –test, Bonferroni statistical analysis

• The second target is a diagnostic marker when used in combination with others
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• ANOVA and Kruskalis Wallis (KW) tests were conducted comparing Group 1, 3 and 4 with 

• p-values adjusted using Benjamini-Hochberg false discovery rate (FDR) and

• Bonferroni statistical tests, was used to identify proteins of interest,

• using Somalogic’s ® Dataviz software

• Plasma proteins with Bonferroni of <0.05 were identified

• Plasma proteins with a false discovery rate FDR of (<0.02) were identified.

• We computed the median % change in Group 1 versus convalescent and healthy control patients for the 
proteins of interest.

• These proteins were inserted into Genetrail3 to identify linked pathways

Methods- Statistics (ANOVA and Kruskalis Wallis)  

12
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Results - Number of hits with ANOVA and KW

13

Target and Pathway Analysis was done on the ANOVA Bonferroni 31 markers plus 2 of 9 markers unique to KW

ANOVA

1v 3 v4
Bonferroni < 0.05 31
FDR< 0.0005 2
FDR <0.01 149
FDR <0.02 314
FDR <0.05 778
FDR < 0.075 1128

Kruskalis Wallis

Bonferroni < 0.05 9
FDR< 0.0005 0
FDR <0.01 118
FDR <0.02 284
FDR <0.05 905
FDR < 0.075 1411
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A marker of peripheral nerve damage in Autoimmune disease

• One of the 33 targets “G” identified was a marker of 
peripheral nerve damage in an autoimmune disease

• The Median levels of G was significantly elevated 
29% in the Neuro PASC patients group 1+2, vs G3, 
G4

• Modulation of this target suggests there is 
peripheral neurological damage in these NP 
patients 

14
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Pathway Analysis (Column K)

WikiPathways
(4/4)

Inflammatory 
Response Pathway 
(IFR)

Apoptosis/ Apoptosis 
Modulation and 
Signaling (APO)

Signaling 
Pathway  

KEGG (5/9) 
HITS) C Apoptosis Signaling

pathways
Signaling
Pathway C

Reactome (2/2) C Receptor binding  

Results-ANOVA Bonferonni Pathway Analysis

15

• Pathways were identified in inflammation and apoptosis

(C ) Pathway details not provided to maintain confidentiality
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Results- Kruskalis Wallis Bonferroni < 0.05 

16

• The 2nd target marker elevated, based on published data on the protein, we 
theorize indicates the body’s attempt to repair neurological damage in NPASC
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1v 3 v4
*Bonferroni < 0.052 31
FDR< 0.0005 2
FDR <0.01 149
FDR <0.02 314
FDR <0.05 778
FDR < 0.075 1128

*Bonferroni < 0.052 9
FDR< 0.0005 0
FDR <0.01 118
FDR <0.02 284
FDR <0.05 905
FDR < 0.075 1411

ANOVA

Kruskalis 
Wallis

Results-ANOVA & KW FDR &Pathway Analysis

17

• Pathway analysis of those markers with an 
FDR < 0.02 identified  pathways involving

• Platelets  

• Inflammation and Fibrosis  

• Integrins

• Antigen presentation

• Viral pathways

• FDR < 0.02 signifies a false discovery rate of less than 1 in 50

F
or

 p
er

so
na

l u
se

 o
nl

y


T-Test and U-Test total hits

		T-TEST				1 vs 3		1 vs 4		1 vs 3+4		3 vs 4

				Bonferroni < 0.05		1		30		45		0

				FDR< 0.0005 		0		11		22		0

				FDR <0.01 		0		184		440		0		Discovery done 1 vs 4 Only 1 in 100 false

				FDR < 0.03		0						0

				FDR <0.05		25		891		1556		0		Discovery 1vs3  Only 1 in 20 false

				FDR < 0.075		65		1242				0		Discovery 1vs3   1 in 15 false

		U-TEST				1 vs 3		1 vs 4		1 vs 3+4		3 vs 4

				Bonferroni < 0.05		2		30		45		0

				FDR< 0.0005 		0		4		0		0

				FDR <0.01 		0		213		493		0

				FDR <0.03		10

				FDR <0.05		53		1052		1957		0		Discovery 1 vs3 Only 1 in 20 False

				FDR < 0.075		344						0

		ANOVA								1v 3 v4						ANOVA				1v 3 v4

				*Bonferroni < 0.052				 		31				Discovery done on  31 & extra 2 of 9 from KW				*Bonferroni < 0.052		31

				FDR< 0.0005 				 		2								FDR< 0.0005 		2

				FDR <0.01 				 		149				Discovery FDR<0.01				FDR <0.01 		149

				FDR <0.02				 		314				Discovery FDR<0.02				FDR <0.02		314

				FDR <0.05				 		778								FDR <0.05		778

				FDR < 0.075				 		1128								FDR < 0.075		1128

		Kruskalis Wallis														Kruskalis Wallis

				*Bonferroni < 0.052				 		9								*Bonferroni < 0.052		9

				FDR< 0.0005 				 		0								FDR< 0.0005 		0

				FDR <0.01 				 		118				Discovery FDR <0.01				FDR <0.01 		118

				FDR <0.02				 		284				Discovery FDR <0.02				FDR <0.02		284

				FDR <0.05				 		905								FDR <0.05		905

				FDR < 0.075				 		1411								FDR < 0.075		1411

		*Bonferroni true bonferroni <0.05 





T-test hits 1v3 FDR 0.075 

		Protein Name		UniProt ID		Gene Symbol		Fold.Change		p.value		FDR		antilog		1/Antilog		%up or down 1v3						Pathway Analysis 

		Plexin domain-containing protein 2:Extracellular domain		Q6UX71		PLXDC2		-0.27		4.80E-05		0.035		0.8293195458		1.2058078277		21%				Reactome (ALL)		Ligand-dependent caspase activation		MyD88:Mal cascade initiated on plasma membrane		ECM proteoglycans		IRAK4 deficiency (TLR2/4)		MyD88 deficiency (TLR2/4)

		Isobutyryl-CoA dehydrogenase, mitochondrial		Q9UKU7		ACAD8		-0.19		1.40E-05		0.035		0.8766057213		1.1407637159		14%						Immunoregulatory interactions between a Lymphoid and a non-Lymphoid cell		Apoptotic cleavage of cell adhesion  proteins		MyD88-independent TLR3/TLR4 cascade 		Platelet degranulation 		TRIF-mediated programmed cell death

		AMSH-like protease		Q96FJ0		STAMBPL1		0.21		3.80E-05		0.035		1.1566881839		0.8645372313		-14%						Synthesis of Prostaglandins (PG) and Thromboxanes (TX)		TRAF6 mediated induction of TAK1 complex		Activation of IRF3/IRF7 mediated by TBK1/IKK epsilon		Toll Like Receptor 4 (TLR4) Cascade		G alpha (i) signalling events

		Glutamyl aminopeptidase		Q07075		ENPEP		-0.36		3.60E-05		0.035		0.7791645797		1.2834258976		28%						IKK complex recruitment mediated by RIP1		mRNA Splicing - Major Pathway

		Transgelin		Q01995		TAGLN		-0.65		5.20E-05		0.035		0.6372803137		1.5691681958		57%

		Cadherin-1		P12830		CDH1		-0.53		4.20E-05		0.035		0.6925547341		1.4439291955		44%

		Gliomedin		Q6ZMI3		GLDN		-0.5		3.70E-05		0.035		0.7071067812		1.4142135624		41%

		Musculoskeletal embryonic nuclear protein 1		Q8IVN3		MUSTN1		-0.18		5.60E-05		0.035		0.8827029963		1.1328838853		13%

		Regulator of G-protein signaling 4		P49798		RGS4		-0.4		5.40E-05		0.035		0.7578582833		1.3195079108		32%

		SPARC		P09486		SPARC		0.53		5.70E-06		0.035		1.4439291955		0.6925547341		-31%		Bonferroni 0.043		Group 1 v Group 4 No Significant difference at 15% reduction

		Amyloid beta A4 protein		P05067		APP		0.56		1.50E-05		0.035		1.4742692173		0.6783021637		-32%

		Transmembrane glycoprotein NMB:Extracellular domain		Q14956		GPNMB		-0.32		5.10E-05		0.035		0.8010698776		1.2483305489		25%

		Cellular retinoic acid-binding protein 2		P29373		CRABP2		-0.76		9.70E-05		0.038		0.5904963307		1.6934906247		69%

		Discoidin domain-containing receptor 2		Q16832		DDR2		-0.17		1.00E-04		0.038		0.8888426812		1.1250584847		13%

		Complement C1q tumor necrosis factor-related protein 4		Q9BXJ3		C1QTNF4		-0.18		6.70E-05		0.038		0.8827029963		1.1328838853		13%

		40S ribosomal protein S12		P25398		RPS12		0.32		0.00011		0.038		1.2483305489		0.8010698776		-20%

		Desmoglein-1		Q02413		DSG1		0.23		8.80E-05		0.038		1.1728349492		0.8526348918		-15%

		Toll-like receptor 4:Lymphocyte antigen 96 complex		O00206|Q9Y6Y9		TLR4|LY96		-0.4		8.70E-05		0.038		0.7578582833		1.3195079108		32%

		Bcl-2-like protein 1		Q07817		BCL2L1		0.27		8.20E-05		0.038		1.2058078277		0.8293195458		-17%

		Tumor necrosis factor receptor superfamily member 10B		O14763		TNFRSF10B		-0.15		9.20E-05		0.038		0.9012504626		1.1095694721		11%

		Palmitoyl-protein thioesterase 1		P50897		PPT1		0.29		1.00E-04		0.038		1.2226402777		0.8179020586		-18%

		Transgelin		Q01995		TAGLN		-0.61		8.90E-05		0.038		0.6551967019		1.526259209		53%

		Ankyrin repeat domain-containing protein 1		Q15327		ANKRD1		-0.1		0.00012		0.039		0.9330329915		1.0717734625		7%

		Galactosylceramide sulfotransferase		Q99999		GAL3ST1		0.36		0.00012		0.039		1.2834258976		0.7791645797		-22%

		Single Ig IL-1-related receptor		Q6IA17		SIGIRR		-0.28		0.00014		0.042		0.8235910173		1.2141948844		21%

		Homeobox protein DLX-3		O60479		DLX3		-0.2		0.00017		0.051		0.870550563		1.1486983554		15%

		Alpha-2,8-sialyltransferase 8B		Q92186		ST8SIA2		-0.12		0.00021		0.058		0.920187651		1.0867348621		9%

		Disintegrin and metalloproteinase domain-containing protein 7		Q9H2U9		ADAM7		-0.43		0.00024		0.059		0.742261785		1.3472335774		35%

		Phospholipid transfer protein		P55058		PLTP		-0.53		0.00026		0.059		0.692554734		1.4439291956		44%

		Platelet basic protein		P02775		PPBP		0.36		0.00026		0.059		1.283425898		0.7791645794		-22%

		Protein phosphatase 1 regulatory subunit 1A		Q13522		PPP1R1A		-0.11		0.00025		0.059		0.926588062		1.0792282364		8%

		Hydroxyacid oxidase 1		Q9UJM8		HAO1		-0.45		0.00023		0.059		0.732042848		1.3660402567		37%

		Liver-expressed antimicrobial peptide 2		Q969E1		LEAP2		-0.64		0.00027		0.059		0.641712949		1.5583291588		56%

		Transmembrane glycoprotein NMB:Extracellular domain		Q14956		GPNMB		-0.26		0.00025		0.059		0.835087919		1.1974787052		20%

		Protocadherin gamma-A12		O60330		PCDHGA12		-0.21		0.00029		0.062		0.864537231		1.1566881843		16%

		EH domain-containing protein 2		Q9NZN4		EHD2		-0.48		0.00032		0.066		0.716977624		1.3947436664		39%

		Neurexin-3-beta		Q9HDB5		NRXN3		-0.39		0.00032		0.066		0.763129604		1.3103934047		31%

		N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		GNPTG		-0.18		0.00045		0.069		0.882702996		1.1328838857		13%

		U1 small nuclear ribonucleoprotein A		P09012		SNRPA		1.4		0.00042		0.069		2.639015822		0.3789291416		-62%

		Sarcoplasmic/endoplasmic reticulum calcium ATPase 3		Q93084		ATP2A3		-0.17		0.00046		0.069		0.888842681		1.1250584849		13%

		Prostaglandin reductase 1		Q14914		PTGR1		-0.12		0.00045		0.069		0.920187651		1.0867348621		9%

		Visinin-like protein 1		P62760		VSNL1		-0.14		0.00038		0.069		0.907519155		1.1019051163		10%

		NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2		O43678		NDUFA2		0.24		0.00038		0.069		1.180992661		0.8467453127		-15%

		SLIT and NTRK-like protein 2		Q9H156		SLITRK2		-0.49		0.00042		0.069		0.712025098		1.4044448753		40%

		Meprin A subunit alpha		Q16819		MEP1A		1.8		0.00044		0.069		3.482202253		0.2871745888		-71%

		Tropomyosin beta chain		P07951		TPM2		0.36		0.00035		0.069		1.283425898		0.7791645794		-22%

		ATP synthase subunit beta, mitochondrial		P06576		ATP5F1B		0.39		0.00046		0.069		1.310393404		0.7631296044		-24%

		Tumor necrosis factor receptor superfamily member 19L		Q969Z4		RELT		-0.24		0.00042		0.069		0.846745312		1.1809926619		18%

		Melanocyte protein PMEL		P40967		PMEL		-0.41		0.00035		0.069		0.752623374		1.3286858136		33%

		Ephrin type-B receptor 2		P29323		EPHB2		-0.37		0.00045		0.069		0.773782497		1.2923528303		29%

		Natural cytotoxicity triggering receptor 1		O76036		NCR1		-0.24		0.00046		0.069		0.846745312		1.1809926619		18%

		Immunoglobulin G		P01857		IGHG1		0.37		0.00048		0.07		1.292352831		0.7737824966		-23%

		Prostaglandin-H2 D-isomerase		P41222		PTGDS		-0.53		0.00057		0.073		0.692554734		1.4439291956		44%

		UPF0606 protein KIAA1549L		Q6ZVL6		KIAA1549L		-0.08		0.00059		0.073		0.946057647		1.0570180403		6%

		Heterogeneous nuclear ribonucleoprotein A1		P09651		HNRNPA1		1.4		0.00055		0.073		2.639015822		0.3789291416		-62%

		Tyrosine-protein phosphatase non-receptor type 9		P43378		PTPN9		-0.14		0.00063		0.073		0.907519155		1.1019051163		10%

		Vesicle-trafficking protein SEC22a		Q96IW7		SEC22A		-0.11		6.00E-04		0.073		0.926588062		1.0792282364		8%

		B-cell receptor CD22		P20273		CD22		0.29		0.00059		0.073		1.222640278		0.8179020584		-18%

		Myeloid cell surface antigen CD33		P20138		CD33		-0.5		0.00061		0.073		0.707106781		1.4142135627		41%

		Kallikrein-12		Q9UKR0		KLK12		0.4		0.00057		0.073		1.319507911		0.7578582831		-24%

		Heterogeneous nuclear ribonucleoprotein A/B		Q99729		HNRNPAB		1.2		0.00062		0.073		2.29739671		0.4352752816		-56%

		Matrilin-4		O95460		MATN4		-0.35		0.00051		0.073		0.784584098		1.2745606272		27%

		Fragile X mental retardation protein 1		Q06787		FMR1		0.15		0.00052		0.073		1.109569472		0.9012504627		-10%

		Ectonucleoside triphosphate diphosphohydrolase 1		P49961		ENTPD1		-0.35		0.00054		0.073		0.784584098		1.2745606272		27%





U-test Hits 1v3 FDR 0.05

		Protein Name		UniProt ID		Gene Symbol		Fold.Change		p.value		FDR		antilog fold change				%up or down 1v3

		Musculoskeletal embryonic nuclear protein 1		Q8IVN3		MUSTN1		-0.18		3.00E-06		0.02		0.8827029963		1.1328838853		13%

		Galactosylceramide sulfotransferase		Q99999		GAL3ST1		0.36		5.20E-06		0.02		1.2834258976		0.7791645797		-22%

		Cellular retinoic acid-binding protein 2		P29373		CRABP2		-0.76		1.90E-05		0.025		0.5904963307		1.6934906247		69%

		SPARC		P09486		SPARC		0.53		1.10E-05		0.025		1.4439291955		0.6925547341		-31%

		Amyloid beta A4 protein		P05067		APP		0.56		2.00E-05		0.025		1.4742692173		0.6783021637		-32%

		Toll-like receptor 4:Lymphocyte antigen 96 complex		O00206|Q9Y6Y9		TLR4|LY96		-0.4		2.30E-05		0.025		0.7578582833		1.3195079108		32%

		Bcl-2-like protein 1		Q07817		BCL2L1		0.27		2.20E-05		0.025		1.2058078277		0.8293195458		-17%

		AMSH-like protease		Q96FJ0		STAMBPL1		0.21		3.30E-05		0.029		1.1566881839		0.8645372313		-14%

		Cadherin-1		P12830		CDH1		-0.53		3.80E-05		0.029		0.6925547341		1.4439291955		44%

		Gliomedin		Q6ZMI3		GLDN		-0.5		3.50E-05		0.029		0.7071067812		1.4142135624		41%

		Plexin domain-containing protein 2:Extracellular domain		Q6UX71		PLXDC2		-0.27		5.70E-05		0.031		0.8293195458		1.2058078277		21%

		Thymocyte nuclear protein 1		Q9P016		THYN1		0.5		6.00E-05		0.031		1.4142135624		0.7071067812		-29%

		Phospholipid transfer protein		P55058		PLTP		-0.53		5.00E-05		0.031		0.6925547341		1.4439291955		44%

		Transgelin		Q01995		TAGLN		-0.65		7.40E-05		0.031		0.6372803137		1.5691681958		57%

		40S ribosomal protein S12		P25398		RPS12		0.32		5.00E-05		0.031		1.2483305489		0.8010698776		-20%

		Carbonic anhydrase-related protein 10		Q9NS85		CA10		0.19		5.50E-05		0.031		1.1407637159		0.8766057213		-12%

		Transmembrane glycoprotein NMB:Extracellular domain		Q14956		GPNMB		-0.32		7.40E-05		0.031		0.8010698776		1.2483305489		25%

		Single Ig IL-1-related receptor		Q6IA17		SIGIRR		-0.28		6.90E-05		0.031		0.8235910173		1.2141948844		21%

		Discoidin domain-containing receptor 2		Q16832		DDR2		-0.17		8.40E-05		0.032		0.8888426812		1.1250584847		13%

		T-cell leukemia/lymphoma protein 1A		P56279		TCL1A		0.66		8.40E-05		0.032		1.5800826237		0.632878297		-37%

		Isobutyryl-CoA dehydrogenase, mitochondrial		Q9UKU7		ACAD8		-0.19		9.50E-05		0.033		0.8766057213		1.1407637159		14%

		Transgelin		Q01995		TAGLN		-0.61		9.50E-05		0.033		0.6551967019		1.526259209		53%

		Ribosomal RNA small subunit methyltransferase NEP1		Q92979		EMG1		0.83		1.00E-04		0.034		1.7776853623		0.5625292423		-44%

		Heterogeneous nuclear ribonucleoprotein A1		P09651		HNRNPA1		1.4		0.00012		0.035		2.6390158215		0.3789291416		-62%

		Desmoglein-1		Q02413		DSG1		0.23		0.00012		0.035		1.1728349492		0.8526348918		-15%

		Cytoplasmic dynein 1 light intermediate chain 1		Q9Y6G9		DYNC1LI1		0.64		0.00014		0.036		1.5583291593		0.6417129488		-36%

		B-cell receptor CD22		P20273		CD22		0.29		0.00013		0.036		1.2226402777		0.8179020586		-18%

		Tumor necrosis factor receptor superfamily member 10B		O14763		TNFRSF10B		-0.15		0.00013		0.036		0.9012504626		1.1095694721		11%

		Ectonucleoside triphosphate diphosphohydrolase 1		P49961		ENTPD1		-0.35		0.00014		0.036		0.7845840979		1.2745606273		27%

		Complement C1q tumor necrosis factor-related protein 4		Q9BXJ3		C1QTNF4		-0.18		0.00016		0.039		0.8827029963		1.1328838853		13%

		Palmitoyl-protein thioesterase 1		P50897		PPT1		0.29		0.00016		0.039		1.2226402777		0.8179020586		-18%

		DNA damage-inducible transcript 3 protein		P35638		DDIT3		-0.27		0.00017		0.04		0.8293195458		1.2058078277		21%

		Prostaglandin-H2 D-isomerase		P41222		PTGDS		-0.53		0.00021		0.043		0.6925547341		1.4439291955		44%

		N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		GNPTG		-0.18		0.00021		0.043		0.8827029963		1.1328838853		13%

		U1 small nuclear ribonucleoprotein A		P09012		SNRPA		1.4		2.00E-04		0.043		2.6390158215		0.3789291416		-62%

		DNA-directed RNA polymerases I, II, and III subunit RPABC1		P19388		POLR2E		0.79		0.00023		0.043		1.7290744626		0.578344092		-42%

		NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2		O43678		NDUFA2		0.24		0.00019		0.043		1.1809926614		0.8467453124		-15%

		EH domain-containing protein 2		Q9NZN4		EHD2		-0.48		0.00021		0.043		0.716977624		1.3947436664		39%

		Alpha-2,8-sialyltransferase 8B		Q92186		ST8SIA2		-0.12		0.00023		0.043		0.9201876506		1.0867348625		9%

		Transmembrane glycoprotein NMB:Extracellular domain		Q14956		GPNMB		-0.26		2.00E-04		0.043		0.8350879194		1.1974787046		20%

		Myeloid cell surface antigen CD33		P20138		CD33		-0.5		0.00024		0.044		0.7071067812		1.4142135624		41%

		Ankyrin repeat domain-containing protein 1		Q15327		ANKRD1		-0.1		0.00027		0.046		0.9330329915		1.0717734625		7%

		Cysteine and glycine-rich protein 2		Q16527		CSRP2		0.44		0.00032		0.046		1.3566043274		0.7371346086		-26%

		Baculoviral IAP repeat-containing protein 7		Q96CA5		BIRC7		-0.17		3.00E-04		0.046		0.8888426812		1.1250584847		13%

		Protein Dr1		Q01658		DR1		1.3		0.00025		0.046		2.4622888267		0.4061261982		-59%

		SLIT and NTRK-like protein 2		Q9H156		SLITRK2		-0.49		0.00027		0.046		0.7120250978		1.4044448757		40%

		Endonuclease 8-like 1		Q96FI4		NEIL1		0.45		0.00032		0.046		1.3660402568		0.732042848		-27%

		Regulator of G-protein signaling 4		P49798		RGS4		-0.4		3.00E-04		0.046		0.7578582833		1.3195079108		32%

		Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha		P49354		FNTA		0.42		3.00E-04		0.046		1.3379275548		0.7474246243		-25%

		ATP-binding cassette sub-family D member 4		O14678		ABCD4		-0.083		0.00027		0.046		0.9440924192		1.0592183347		6%

		40S ribosomal protein S7		P62081		RPS7		0.69		0.00029		0.046		1.6132835184		0.61985385		-38%

		Matrix metalloproteinase-19		Q99542		MMP19		-0.36		0.00029		0.046		0.7791645797		1.2834258976		28%

		Fragile X mental retardation protein 1		Q06787		FMR1		0.15		0.00032		0.046		1.1095694721		0.9012504626		-10%

		Transcription factor HES-1		Q14469		HES1		0.29		0.00036		0.05		1.2226402777		0.8179020586		-18%

		Uncharacterized protein C1orf50		Q9BV19		C1orf50		-0.42		0.00036		0.05		0.7474246243		1.3379275548		34%





T-test hits 1v4 FDR 0.01 

		Protein Name		UniProt ID		Gene Symbol		Fold.Change		p.value		FDR		antilog		Ratio G1 v G4		% change G1 vs G4		Pathways		Pathway Analysis

		Ras-related protein Rab-35		Q15286		RAB35		0.3		1.10E-08		3.60E-05		1.2311444133		0.8122523964		-19%				Reactome Pathways		Signal transduction by L1		G alpha (s) signalling events		WNT mediated activation of DVL		Molecules associated with elastic fibres		Glycoprotein hormones		Condensation of Prometaphase Chromosomes

		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		Q8WZ19		KCTD13		0.52		1.40E-08		3.60E-05		1.433955248		0.6973718332		-30%						Platelet degranulation 		Chondroitin sulfate biosynthesis		Elastic fibre formation		Iron uptake and transport		Transcriptional regulation of white adipocyte differentiation		Cell surface interactions at the vascular wall

		Asparagine synthetase		P08243		ASNS		0.28		4.70E-09		3.60E-05		1.2141948844		0.8235910173		-18%						TNF receptor binding (TNF)			Fibronectin matrix formation		Platelet degranulation			TNFR2 non-canonical NF-kB pathway		TNFR1-induced proapoptotic signaling			Regulation of Complement cascade

		Somatoliberin		P01286		GHRH		-0.42		4.60E-08		8.80E-05		0.7474246243		1.3379275548		34%							TNFs bind their physiological receptors		TNFR1-induced NFkappaB signaling pathway			Regulation of TNFR1 signaling			SCF-beta-TrCP mediated degradation of Emi1		Activation of NF-kappaB in B cells			Integrin cell surface interactions

		Fc_MOUSE		Q99LC4				0.19		6.60E-08		1.00E-04		1.1407637159		0.8766057213		-12%							Downstream TCR signaling

		Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		P21695		GPD1		-1.1		1.20E-07		0.00016		0.4665164958		2.1435469251		114%

		Cathepsin S		P25774		CTSS		-0.53		3.20E-07		0.00026		0.6925547341		1.4439291955		44%

		Triggering receptor expressed on myeloid cells 2		Q9NZC2		TREM2		-0.54		2.90E-07		0.00026		0.6877709091		1.4539725173		45%

		IGF-like family receptor 1		Q9H665		IGFLR1		-0.68		3.10E-07		0.00026		0.6241652745		1.6021397552		60%

		Complement C1q tumor necrosis factor-related protein 3		Q9BXJ4		C1QTNF3		-0.41		3.50E-07		0.00026		0.7526233737		1.3286858141		33%

		CUB domain-containing protein 1		Q9H5V8		CDCP1		-0.43		5.80E-07		4.00E-04		0.7422617853		1.3472335769		35%

		Ribonuclease pancreatic		P07998		RNASE1		-0.76		8.50E-07		0.00053		0.5904963307		1.6934906247		69%

		C-type lectin domain family 12 member A		Q5QGZ9		CLEC12A		-1.2		1.10E-06		0.00055		0.4352752816		2.29739671		130%

		Fatty acid-binding protein, adipocyte		P15090		FABP4		-1		1.10E-06		0.00055		0.5		2		100%

		Carbohydrate sulfotransferase 11		Q9NPF2		CHST11		-0.4		1.10E-06		0.00055		0.7578582833		1.3195079108		32%

		Transmembrane gamma-carboxyglutamic acid protein 1:Cytoplasmic domain		O14668		PRRG1		0.34		1.40E-06		0.00064		1.265756594		0.7900413119		-21%

		Plexin-B2		O15031		PLXNB2		-0.39		1.40E-06		0.00064		0.7631296045		1.3103934039		31%

		Macrophage scavenger receptor types I and II:Extracellular domain		P21757		MSR1		-0.6		1.70E-06		0.00068		0.6597539554		1.5157165665		52%

		Microfibrillar-associated protein 2		P55001		MFAP2		-0.46		1.60E-06		0.00068		0.7269862587		1.3755418181		38%

		Oxidized Protein deglycase DJ-1		Q99497		PARK7		0.22		1.80E-06		0.00069		1.1647335865		0.8585654364		-14%

		SPARC-like protein 1		Q14515		SPARCL1		-1.1		2.60E-06		0.00091		0.4665164958		2.1435469251		114%

		Secreted frizzled-related protein 1		Q8N474		SFRP1		-0.55		2.50E-06		0.00091		0.6830201284		1.4640856959		46%

		Cadherin-23		Q9H251		CDH23		0.27		4.10E-06		0.0013		1.2058078277		0.8293195458		-17%

		Tumor necrosis factor ligand superfamily member 6, soluble form		P48023		FASLG		-0.55		4.00E-06		0.0013		0.6830201284		1.4640856959		46%

		39S ribosomal protein L33, mitochondrial		O75394		MRPL33		-1.8		4.80E-06		0.0014		0.2871745887		3.4822022532		248%

		Tumor necrosis factor receptor superfamily member 1B		P20333		TNFRSF1B		-0.41		4.50E-06		0.0014		0.7526233737		1.3286858141		33%

		Protein FAM84B		Q96KN1		LRATD2		-0.52		5.80E-06		0.0016		0.6973718332		1.433955248		43%

		Protein phosphatase 1F		P49593		PPM1F		1.3		5.90E-06		0.0016		2.4622888267		0.4061261982		-59%

		Cytochrome b reductase 1		Q53TN4		CYBRD1		0.7		6.50E-06		0.0016		1.6245047927		0.6155722067		-38%

		Glycosyltransferase-like protein LARGE1		O95461		LARGE1		-0.62		6.50E-06		0.0016		0.6506709277		1.5368751813		54%

		Regulatory factor X-associated protein		O00287		RFXAP		0.29		7.30E-06		0.0017		1.2226402777		0.8179020586		-18%

		Four-jointed box protein 1		Q86VR8		FJX1		-0.7		7.10E-06		0.0017		0.6155722067		1.6245047927		62%

		Guanylate-binding protein 5		Q96PP8		GBP5		0.16		8.00E-06		0.0018		1.1172871381		0.8950250709		-10%

		Synaptotagmin-6		Q5T7P8		SYT6		-0.54		8.10E-06		0.0018		0.6877709091		1.4539725173		45%

		Promotilin		P12872		MLN		-1.2		9.70E-06		0.002		0.4352752816		2.29739671		130%

		Tumor necrosis factor receptor superfamily member 10B		O14763		TNFRSF10B		-0.15		9.20E-06		0.002		0.9012504626		1.1095694721		11%

		Lymphocyte function-associated antigen 3		P19256		CD58		-0.23		1.10E-05		0.0021		0.8526348918		1.1728349492		17%

		M-phase inducer phosphatase 1		P30304		CDC25A		-1.9		1.00E-05		0.0021		0.2679433656		3.7321319661		273%

		Melanoma-associated antigen 3		P43357		MAGEA3		-0.23		1.10E-05		0.0021		0.8526348918		1.1728349492		17%

		RIP		Q13546		RIPK1		0.22		1.00E-05		0.0021		1.1647335865		0.8585654364		-14%

		Serglycin		P10124		SRGN		-0.7		1.20E-05		0.0022		0.6155722067		1.6245047927		62%

		Palmitoyl-protein thioesterase 1		P50897		PPT1		0.27		1.20E-05		0.0022		1.2058078277		0.8293195458		-17%

		Aldehyde dehydrogenase X, mitochondrial		P30837		ALDH1B1		0.21		1.30E-05		0.0023		1.1566881839		0.8645372313		-14%

		Tumor necrosis factor receptor superfamily member 1A		P19438		TNFRSF1A		-0.49		1.30E-05		0.0023		0.7120250978		1.4044448757		40%

		Complement C5b-C6 complex		P01031|P13671		C5|C6		-0.48		1.50E-05		0.0025		0.716977624		1.3947436664		39%

		5-hydroxytryptamine receptor 7		P34969		HTR7		-1.1		1.60E-05		0.0026		0.4665164958		2.1435469251		114%

		Alpha-2-HS-glycoprotein		P02765		AHSG		0.25		1.60E-05		0.0026		1.189207115		0.8408964153		-16%

		Golgi membrane protein 1		Q8NBJ4		GOLM1		-0.4		1.70E-05		0.0027		0.7578582833		1.3195079108		32%

		Spermatogenesis-associated protein 20		Q8TB22		SPATA20		-0.25		1.90E-05		0.0028		0.8408964153		1.189207115		19%

		Triggering receptor expressed on myeloid cells 2		Q9NZC2		TREM2		-0.78		1.90E-05		0.0028		0.5823667932		1.7171308729		72%

		Acylpyruvase FAHD1, mitochondrial		Q6P587		FAHD1		0.96		1.90E-05		0.0028		1.9453098948		0.5140569133		-49%

		Gliomedin		Q6ZMI3		GLDN		-0.39		1.80E-05		0.0028		0.7631296045		1.3103934039		31%

		N-acyl-phosphatidylethanolamine-hydrolyzing phospholipase D		Q6IQ20		NAPEPLD		-0.61		2.00E-05		0.0029		0.6551967019		1.526259209		53%

		Dual specificity protein phosphatase 6		Q16828		DUSP6		-0.31		2.20E-05		0.0031		0.8066417592		1.2397076999		24%

		Neuropilin and tolloid-like protein 2		Q8NC67		NETO2		-0.38		2.60E-05		0.0036		0.7684375906		1.3013418554		30%

		Potassium voltage-gated channel subfamily A member 10		Q16322		KCNA10		-0.19		2.70E-05		0.0036		0.8766057213		1.1407637159		14%

		Tyrosine-protein kinase ZAP-70		P43403		ZAP70		0.19		2.70E-05		0.0036		1.1407637159		0.8766057213		-12%

		N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		GNPTG		-0.16		3.10E-05		0.004		0.8950250709		1.1172871381		12%

		G1/S-specific cyclin-E1		P24864		CCNE1		0.3		3.10E-05		0.004		1.2311444133		0.8122523964		-19%

		Apolipoprotein D		P05090		APOD		0.32		3.00E-05		0.004		1.2483305489		0.8010698776		-20%

		Scavenger mRNA-decapping enzyme DcpS		Q96C86		DCPS		-0.22		3.50E-05		0.0041		0.8585654364		1.1647335865		16%

		BTB/POZ domain-containing protein KCTD4		Q8WVF5		KCTD4		-0.17		3.40E-05		0.0041		0.8888426812		1.1250584847		13%

		Protein phosphatase 1G		O15355		PPM1G		0.25		3.40E-05		0.0041		1.189207115		0.8408964153		-16%

		Antithrombin-III		P01008		SERPINC1		0.32		3.30E-05		0.0041		1.2483305489		0.8010698776		-20%

		Ephrin type-A receptor 6		Q9UF33		EPHA6		-0.66		3.60E-05		0.0042		0.632878297		1.5800826237		58%

		Alcohol dehydrogenase 1B		P00325		ADH1B		-0.34		3.70E-05		0.0042		0.7900413119		1.265756594		27%

		Green fluorescent protein_AEQVI		P42212		GFP		0.48		3.80E-05		0.0043		1.3947436664		0.716977624		-28%

		Transcription initiation factor TFIID subunit 10		Q12962		TAF10		0.16		4.00E-05		0.0044		1.1172871381		0.8950250709		-10%

		Methionine adenosyltransferase 2 subunit beta		Q9NZL9		MAT2B		-0.29		4.00E-05		0.0044		0.8179020586		1.2226402777		22%

		Valine--tRNA ligase		P26640		VARS1		-0.3		4.20E-05		0.0045		0.8122523964		1.2311444133		23%

		SERTA domain-containing protein 3		Q9UJW9		SERTAD3		-0.34		4.20E-05		0.0045		0.7900413119		1.265756594		27%

		Arylsulfatase A		P15289		ARSA		-0.29		4.20E-05		0.0045		0.8179020586		1.2226402777		22%

		Neutrophil cytosol factor 2		P19878		NCF2		-2.1		4.60E-05		0.0046		0.2332582479		4.2870938501		329%

		Pregnancy-specific beta-1-glycoprotein 1		P11464		PSG1		-0.24		4.50E-05		0.0046		0.8467453124		1.1809926614		18%

		Glutathione peroxidase 3		P22352		GPX3		0.26		4.50E-05		0.0046		1.1974787046		0.8350879194		-16%

		Interleukin-2		P60568		IL2		-1.1		4.40E-05		0.0046		0.4665164958		2.1435469251		114%

		S-phase kinase-associated protein 1		P63208		SKP1		0.61		4.60E-05		0.0046		1.526259209		0.6551967019		-34%

		Pro-neuregulin-2, membrane-bound isoform		O14511		NRG2		-0.21		4.70E-05		0.0046		0.8645372313		1.1566881839		16%

		Fc_MOUSE		Q99LC4				0.35		5.00E-05		0.0048		1.2745606273		0.7845840979		-22%

		PGM5		Q15124		PGM5		-0.3		5.50E-05		0.0051		0.8122523964		1.2311444133		23%

		Cadherin-15:Extracellular domain		P55291		CDH15		0.21		5.50E-05		0.0051		1.1566881839		0.8645372313		-14%

		Stress-induced-phosphoprotein 1		P31948		STIP1		0.8		5.40E-05		0.0051		1.7411011266		0.5743491775		-43%

		Torsin-1A-interacting protein 2		Q8NFQ8		TOR1AIP2		-0.45		5.90E-05		0.0053		0.732042848		1.3660402568		37%

		Transforming growth factor beta-1		P01137		TGFB1		-0.34		6.00E-05		0.0053		0.7900413119		1.265756594		27%

		Carbohydrate sulfotransferase 12		Q9NRB3		CHST12		-0.18		5.90E-05		0.0053		0.8827029963		1.1328838853		13%

		R-spondin-1		Q2MKA7		RSPO1		-0.34		6.10E-05		0.0054		0.7900413119		1.265756594		27%

		Alanyl-tRNA editing protein Aarsd1		Q9BTE6		AARSD1		0.87		6.40E-05		0.0055		1.8276629005		0.5471468506		-45%

		SH3 domain-containing kinase-binding protein 1		Q96B97		SH3KBP1		0.59		6.40E-05		0.0055		1.5052467474		0.664342907		-34%

		Centromere/kinetochore protein zw10 homolog		O43264		ZW10		0.68		6.40E-05		0.0055		1.6021397552		0.6241652745		-38%

		Endoplasmic reticulum-Golgi intermediate compartment protein 1		Q969X5		ERGIC1		0.75		7.00E-05		0.0058		1.6817928305		0.5946035575		-41%

		Glutaminyl-peptide cyclotransferase		Q16769		QPCT		-0.61		6.90E-05		0.0058		0.6551967019		1.526259209		53%

		Glutaredoxin-related protein 5, mitochondrial		Q86SX6		GLRX5		-0.31		7.40E-05		0.006		0.8066417592		1.2397076999		24%

		Choriogonadotropin subunit beta 3		P0DN86		CGB3		-0.28		7.50E-05		0.006		0.8235910173		1.2141948844		21%

		Sperm-associated antigen 11B		Q08648		SPAG11B		-0.32		7.30E-05		0.006		0.8010698776		1.2483305489		25%

		Killer cell immunoglobulin-like receptor 2DL5A		Q8N109		KIR2DL5A		-0.17		7.50E-05		0.006		0.8888426812		1.1250584847		13%

		Regulator of G-protein signaling 4		P49798		RGS4		-0.37		8.20E-05		0.0063		0.7737824968		1.2923528306		29%

		Activin A		P08476		INHBA		-0.39		8.00E-05		0.0063		0.7631296045		1.3103934039		31%

		Pleiotrophin		P21246		PTN		-0.27		8.10E-05		0.0063		0.8293195458		1.2058078277		21%

		R-spondin-3		Q9BXY4		RSPO3		-0.33		8.30E-05		0.0063		0.7955364838		1.2570133745		26%

		Transgelin		Q01995		TAGLN		-0.48		8.20E-05		0.0063		0.716977624		1.3947436664		39%

		Leukosialin		P16150		SPN		-0.22		8.90E-05		0.0065		0.8585654364		1.1647335865		16%

		Lysozyme g-like protein 2		Q86SG7		LYG2		-0.24		9.00E-05		0.0065		0.8467453124		1.1809926614		18%

		Soluble calcium-activated nucleotidase 1		Q8WVQ1		CANT1		-0.21		8.90E-05		0.0065		0.8645372313		1.1566881839		16%

		Bcl-2-like protein 10		Q9HD36		BCL2L10		0.26		8.80E-05		0.0065		1.1974787046		0.8350879194		-16%

		Interleukin-17C		Q9P0M4		IL17C		-0.17		8.70E-05		0.0065		0.8888426812		1.1250584847		13%

		Dual 3',5'-cyclic-AMP and -GMP phosphodiesterase 11A		Q9HCR9		PDE11A		0.47		9.30E-05		0.0066		1.3851094681		0.7219645978		-28%

		Adrenomedullin		P35318		ADM		-0.29		9.30E-05		0.0066		0.8179020586		1.2226402777		22%

		Neural proliferation differentiation and control protein 1		Q9NQX5		NPDC1		-0.51		0.00011		0.0067		0.7022224379		1.4240501956		42%

		SLIT and NTRK-like protein 1		Q96PX8		SLITRK1		-0.67		1.00E-04		0.0067		0.6285066873		1.5910729675		59%

		Neuferricin		Q8WUJ1		CYB5D2		-0.26		0.00011		0.0067		0.8350879194		1.1974787046		20%

		Serine--tRNA ligase, mitochondrial		Q9NP81		SARS2		0.33		0.00011		0.0067		1.2570133745		0.7955364838		-20%

		Neuralized-like protein 4		Q96JN8		NEURL4		-0.29		1.00E-04		0.0067		0.8179020586		1.2226402777		22%

		Casein kinase II subunit alpha'		P19784		CSNK2A2		0.23		1.00E-04		0.0067		1.1728349492		0.8526348918		-15%		L1

		WNT1-inducible-signaling pathway protein 1		O95388		CCN4		-0.32		0.00011		0.0067		0.8010698776		1.2483305489		25%

		Low-density lipoprotein receptor-related protein 10		Q7Z4F1		LRP10		-0.4		9.90E-05		0.0067		0.7578582833		1.3195079108		32%

		Ribonuclease T2		O00584		RNASET2		-0.38		9.60E-05		0.0067		0.7684375906		1.3013418554		30%

		Serine/threonine-protein kinase DCLK1		O15075		DCLK1		-0.93		0.00011		0.0067		0.5248583418		1.9052759961		91%

		Tubulin polymerization-promoting protein family member 3		Q9BW30		TPPP3		-0.68		0.00011		0.0067		0.6241652745		1.6021397552		60%

		NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2		O43678		NDUFA2		0.28		0.00011		0.0067		1.2141948844		0.8235910173		-18%

		Frizzled-7		O75084		FZD7		-0.51		1.00E-04		0.0067		0.7022224379		1.4240501956		42%

		Homeobox protein HMX2		A2RU54		HMX2		-0.21		9.80E-05		0.0067		0.8645372313		1.1566881839		16%

		Interferon lambda-1		Q8IU54		IFNL1		0.5		0.00011		0.0067		1.4142135624		0.7071067812		-29%

		Serine protease inhibitor Kazal-type 14		Q6IE38		SPINK14		-0.16		0.00011		0.0067		0.8950250709		1.1172871381		12%

		Protein kinase C and casein kinase substrate in neurons protein 1		Q9BY11		PACSIN1		-0.41		0.00012		0.0069		0.7526233737		1.3286858141		33%

		CD40 ligand		P29965		CD40LG		0.41		0.00011		0.0069		1.3286858141		0.7526233737		-25%

		Fatty acid synthase		P49327		FASN		0.91		0.00011		0.0069		1.8790454984		0.5321850912		-47%

		Fatty acid-binding protein, adipocyte		P15090		FABP4		-0.74		0.00011		0.0069		0.5987393523		1.6701758389		67%

		Prostaglandin-H2 D-isomerase		P41222		PTGDS		-0.54		0.00012		0.007		0.6877709091		1.4539725173		45%

		Plexin domain-containing protein 2:Extracellular domain		Q6UX71		PLXDC2		-0.22		0.00013		0.007		0.8585654364		1.1647335865		16%

		Sushi, von Willebrand factor type A, EGF and pentraxin domain-containing protein 1:EGF-like domains 4-6		Q4LDE5		SVEP1		-0.31		0.00012		0.007		0.8066417592		1.2397076999		24%

		Adrenomedullin		P35318		ADM		-0.066		0.00013		0.007		0.9552829364		1.046810282		5%

		Hepatic leukemia factor		Q16534		HLF		-0.18		0.00013		0.007		0.8827029963		1.1328838853		13%

		Proteasome subunit beta type-10		P40306		PSMB10		0.18		0.00013		0.007		1.1328838853		0.8827029963		-12%

		PDZ and LIM domain protein 3		Q53GG5		PDLIM3		-0.3		0.00012		0.007		0.8122523964		1.2311444133		23%

		Putative glycerol kinase 5		Q6ZS86		GK5		0.095		0.00013		0.007		1.068065408		0.9362722474		-6%

		IgGFc-binding protein		Q9Y6R7		FCGBP		0.78		0.00012		0.007		1.7171308729		0.5823667932		-42%

		Tetratricopeptide repeat protein 17:Tetratricopeptide repeat 3		Q96AE7		TTC17		-0.26		0.00012		0.007		0.8350879194		1.1974787046		20%

		Protein regulator of cytokinesis 1		O43663		PRC1		-0.12		0.00013		0.0071		0.9201876506		1.0867348625		9%

		Complement C1q subcomponent subunit C		P02747		C1QC		-0.39		0.00014		0.0071		0.7631296045		1.3103934039		31%

		S-methylmethionine--homocysteine S-methyltransferase BHMT2		Q9H2M3		BHMT2		-0.39		0.00013		0.0071		0.7631296045		1.3103934039		31%

		Heat shock 70 kDa protein 13		P48723		HSPA13		-0.21		0.00013		0.0071		0.8645372313		1.1566881839		16%

		Histone acetyltransferase type B catalytic subunit		O14929		HAT1		0.21		0.00014		0.0071		1.1566881839		0.8645372313		-14%

		Tetratricopeptide repeat protein 9A		Q92623		TTC9		1		0.00014		0.0071		2		0.5		-50%

		Alpha-1-antichymotrypsin		P01011		SERPINA3		0.36		0.00013		0.0071		1.2834258976		0.7791645797		-22%

		Serotransferrin		P02787		TF		0.53		0.00014		0.0071		1.4439291955		0.6925547341		-31%

		Mitochondrial import inner membrane translocase subunit TIM14		Q96DA6		DNAJC19		0.31		0.00013		0.0071		1.2397076999		0.8066417592		-19%

		Cullin-9		Q8IWT3		CUL9		-0.19		0.00015		0.0075		0.8766057213		1.1407637159		14%

		Sulfhydryl oxidase 1		O00391		QSOX1		-0.55		0.00015		0.0075		0.6830201284		1.4640856959		46%

		Allophycocyanin_CYACA		Q9TLS8|Q9TLS7		apcB|apcA		0.87		0.00015		0.0075		1.8276629005		0.5471468506		-45%

		Low-density lipoprotein receptor-related protein 1B		Q9NZR2		LRP1B		-0.26		0.00015		0.0076		0.8350879194		1.1974787046		20%

		Casein kinase II 2-alpha:2-beta heterotetramer		P68400|P67870		CSNK2A1|CSNK2B		1.2		0.00015		0.0076		2.29739671		0.4352752816		-56%		L1

		Frizzled-10:Cytoplasmic domain		Q9ULW2		FZD10		-0.9		0.00015		0.0077		0.5358867313		1.8660659831		87%

		Ephrin type-B receptor 1		P54762		EPHB1		-0.36		0.00015		0.0077		0.7791645797		1.2834258976		28%

		Calcium/calmodulin-dependent protein kinase type 1		Q14012		CAMK1		0.26		0.00016		0.0077		1.1974787046		0.8350879194		-16%

		Cyclin-dependent kinase 8:Cyclin-C complex		P49336|P24863		CDK8|CCNC		0.29		0.00016		0.0078		1.2226402777		0.8179020586		-18%

		Protein-glutamine gamma-glutamyltransferase 2		P21980		TGM2		0.53		0.00017		0.0081		1.4439291955		0.6925547341		-31%

		Matrilysin		P09237		MMP7		-0.6		0.00017		0.0081		0.6597539554		1.5157165665		52%

		Bone morphogenetic protein 7		P18075		BMP7		-0.59		0.00017		0.0081		0.664342907		1.5052467474		51%

		Luciferin 4-monooxygenase_PHOPY		P08659				0.46		0.00017		0.0081		1.3755418181		0.7269862587		-27%

		Interleukin-15 receptor subunit alpha		Q13261		IL15RA		-0.31		0.00017		0.0082		0.8066417592		1.2397076999		24%				Y

		Adhesion G protein-coupled receptor E2		Q9UHX3		ADGRE2		-1.2		0.00018		0.0082		0.4352752816		2.29739671		130%

		WNT1-inducible-signaling pathway protein 3		O95389		CCN6		-0.45		0.00017		0.0082		0.732042848		1.3660402568		37%

		Heme oxygenase 1		P09601		HMOX1		-0.47		0.00018		0.0084		0.7219645978		1.3851094681		39%

		Multiple PDZ domain protein		O75970		MPDZ		-0.22		0.00018		0.0086		0.8585654364		1.1647335865		16%

		Leukocyte cell-derived chemotaxin-2		O14960		LECT2		-0.42		0.00019		0.0087		0.7474246243		1.3379275548		34%

		Protein Z-dependent protease inhibitor		Q9UK55		SERPINA10		-0.54		0.00019		0.0088		0.6877709091		1.4539725173		45%

		Ephrin type-B receptor 2		P29323		EPHB2		-0.42		0.00019		0.0089		0.7474246243		1.3379275548		34%

		Alpha-1,6-mannosylglycoprotein 6-beta-N-acetylglucosaminyltransferase A		Q09328		MGAT5		-0.49		2.00E-04		0.0091		0.7120250978		1.4044448757		40%

		CMRF35-like molecule 8		Q9UGN4		CD300A		-0.55		2.00E-04		0.0092		0.6830201284		1.4640856959		46%

		Tectonic-2		Q96GX1		TCTN2		-0.18		0.00021		0.0093		0.8827029963		1.1328838853		13%

		Short/branched chain specific acyl-CoA dehydrogenase, mitochondrial		P45954		ACADSB		-0.44		0.00021		0.0093		0.7371346086		1.3566043274		36%

		Follicle stimulating hormone		P01215|P01225		CGA|FSHB		-0.52		0.00021		0.0093		0.6973718332		1.433955248		43%

		Fatty acid-binding protein, heart		P05413		FABP3		-0.81		0.00021		0.0093		0.5703818579		1.7532114426		75%

		Synaptotagmin-1		P21579		SYT1		-0.16		0.00022		0.0095		0.8950250709		1.1172871381		12%

		MICAL-like protein 1		Q8N3F8		MICALL1		0.17		0.00022		0.0095		1.1250584847		0.8888426812		-11%

		Carbohydrate sulfotransferase 15		Q7LFX5		CHST15		-1.2		0.00022		0.0095		0.4352752816		2.29739671		130%

		Vascular endothelial growth factor D		O43915		VEGFD		-0.53		0.00022		0.0096		0.6925547341		1.4439291955		44%

		Netrin receptor UNC5B		Q8IZJ1		UNC5B		-0.44		0.00023		0.0097		0.7371346086		1.3566043274		36%

		Glycine N-acyltransferase-like protein 2		Q8WU03		GLYATL2		-0.12		0.00023		0.0097		0.9201876506		1.0867348625		9%

		Leucine-rich repeat, immunoglobulin-like domain and transmembrane domain-containing protein 2		A6NDA9		LRIT2		-0.3		0.00024		0.0098		0.8122523964		1.2311444133		23%

		Integrin a5b1		P08648|P05556		ITGA5|ITGB1		-0.14		0.00023		0.0098		0.9075191553		1.1019051159		10%		l1

		Signaling lymphocytic activation molecule		Q13291		SLAMF1		-0.25		0.00023		0.0098		0.8408964153		1.189207115		19%

		Tryptophan 2,3-dioxygenase		P48775		TDO2		-0.67		0.00023		0.0098		0.6285066873		1.5910729675		59%

		Protein p13 MTCP-1		P56278		MTCP1		-0.37		0.00024		0.0099		0.7737824968		1.2923528306		29%

























































































































































































U-Test hits 1v4 FDR <0.01

		Protein Name		UniProt ID		Gene Symbol		Fold.Change		W.statistic		p.value		FDR		Bonferroni		antilog Fold change		1/antilog		% change G1 vs G4

		Asparagine synthetase		P08243		ASNS		0.28		133		9.60E-09		4.00E-05		7.30E-05		1.21E+00		8.24E-01		-18%

		Ras-related protein Rab-35		Q15286		RAB35		0.3		134		1.10E-08		4.00E-05		8.00E-05		1.23E+00		8.12E-01		-19%

		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		Q8WZ19		KCTD13		0.52		144		2.70E-08		6.80E-05		2.00E-04		1.43E+00		6.97E-01		-30%

		Tyrosine-protein kinase ZAP-70		P43403		ZAP70		0.19		164		1.50E-07		0.00029		0.0011		1.14E+00		8.77E-01		-12%

		IGF-like family receptor 1		Q9H665		IGFLR1		-0.68		969		6.80E-07		0.00087		0.0052		6.24E-01		1.60E+00		60%

		Somatoliberin		P01286		GHRH		-0.42		968		7.30E-07		0.00087		0.0056		7.47E-01		1.34E+00		34%

		Transcription initiation factor TFIID subunit 10		Q12962		TAF10		0.16		186		8.50E-07		0.00087		0.0065		1.12E+00		8.95E-01		-10%

		Triggering receptor expressed on myeloid cells 2		Q9NZC2		TREM2		-0.54		965		9.20E-07		0.00087		0.007		6.88E-01		1.45E+00		45%

		Fatty acid-binding protein, adipocyte		P15090		FABP4		-1		962		1.10E-06		0.00094		0.0087		5.00E-01		2.00E+00		100%

		Carbohydrate sulfotransferase 11		Q9NPF2		CHST11		-0.4		961		1.20E-06		0.00094		0.0094		7.58E-01		1.32E+00		32%

		Tumor necrosis factor receptor superfamily member 1B		P20333		TNFRSF1B		-0.41		958		1.50E-06		0.001		0.012		7.53E-01		1.33E+00		33%

		Ribonuclease pancreatic		P07998		RNASE1		-0.76		955		1.90E-06		0.001		0.015		5.90E-01		1.69E+00		69%

		Glycosyltransferase-like protein LARGE1		O95461		LARGE1		-0.62		955		1.90E-06		0.001		0.015		6.51E-01		1.54E+00		54%

		Macrophage scavenger receptor types I and II:Extracellular domain		P21757		MSR1		-0.6		950		2.70E-06		0.0013		0.021		6.60E-01		1.52E+00		52%

		Complement C1q tumor necrosis factor-related protein 3		Q9BXJ4		C1QTNF3		-0.41		950		2.70E-06		0.0013		0.021		7.53E-01		1.33E+00		33%

		Cadherin-23		Q9H251		CDH23		0.27		204		3.10E-06		0.0014		0.024		1.21E+00		8.29E-01		-17%

		Synaptotagmin-6		Q5T7P8		SYT6		-0.54		945		3.90E-06		0.0014		0.029		6.88E-01		1.45E+00		45%

		Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		P21695		GPD1		-1.1		943		4.40E-06		0.0014		0.034		4.67E-01		2.14E+00		114%

		Protein FAM84B		Q96KN1		LRATD2		-0.52		943		4.40E-06		0.0014		0.034		6.97E-01		1.43E+00		43%

		Tumor necrosis factor receptor superfamily member 1A		P19438		TNFRSF1A		-0.49		943		4.40E-06		0.0014		0.034		7.12E-01		1.40E+00		40%

		Cathepsin S		P25774		CTSS		-0.53		943		4.40E-06		0.0014		0.034		6.93E-01		1.44E+00		44%

		Plexin-B2		O15031		PLXNB2		-0.39		943		4.40E-06		0.0014		0.034		7.63E-01		1.31E+00		31%

		Transmembrane gamma-carboxyglutamic acid protein 1:Cytoplasmic domain		O14668		PRRG1		0.34		192		4.60E-06		0.0014		0.035		1.27E+00		7.90E-01		-21%

		Promotilin		P12872		MLN		-1.2		942		4.70E-06		0.0014		0.036		4.35E-01		2.30E+00		130%

		CUB domain-containing protein 1		Q9H5V8		CDCP1		-0.43		941		5.10E-06		0.0014		0.038		7.42E-01		1.35E+00		35%

		Acylpyruvase FAHD1, mitochondrial		Q6P587		FAHD1		0.96		211		5.10E-06		0.0014		0.038		1.95E+00		5.14E-01		-49%

		Tetratricopeptide repeat protein 9A		Q92623		TTC9		1		212		5.40E-06		0.0015		0.041		2.00E+00		5.00E-01		-50%

		Alpha-2-HS-glycoprotein		P02765		AHSG		0.25		213		5.80E-06		0.0015		0.044		1.19E+00		8.41E-01		-16%

		Regulatory factor X-associated protein		O00287		RFXAP		0.29		215		6.60E-06		0.0017		0.05		1.22E+00		8.18E-01		-18%





















































































































































































































































































































































































Comparison of T1v4 T1v3+4

		Group 1 v Group 4				Bonf				Group 1 v Group 3+4				Bonf				Similar Proteins				U-Test 1 v 4 and 1 v 3+4 additional proteins to T-Test

		Ras-related protein Rab-35		Q15286		0.000086				Asparagine synthetase		P08243		0.00064				Ras-related protein Rab-35				Tyrosine-protein kinase ZAP-70		P43403

		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		Q8WZ19		0.00011				Gliomedin		Q6ZMI3		0.0019				BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1				Transcription initiation factor TFIID subunit 10		Q12962

		Asparagine synthetase		P08243		0.000036				Plexin-B2		O15031		0.0025				Asparagine synthetase				Synaptotagmin-6		Q5T7P8		Reactome		Pathway Analysis		Proteins

		Somatoliberin		P01286		0.00035				Cellular retinoic acid-binding protein 2		P29373		0.0029				Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic				Promotilin		P12872				Chondroitin sulfate biosynthesis		CHST15,CHST11

		Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		P21695		0.00094				Carbohydrate sulfotransferase 11		Q9NPF2		0.0031				Triggering receptor expressed on myeloid cells 2				Acylpyruvase FAHD1, mitochondrial		Q6P587				EPH-Ephrin signaling		EPHB2, EPHA6

		Cathepsin S		P25774		0.0024				IGF-like family receptor 1		Q9H665		0.0048				IGF-like family receptor 1				Alpha-2-HS-glycoprotein		P02765				TNFs bind their physiological receptors		TNFRSF1A, TNFRSF1b

		Triggering receptor expressed on myeloid cells 2		Q9NZC2		0.0022				Macrophage scavenger receptor types I and II:Extracellular domain		P21757		0.0053				CUB domain-containing protein 1				Regulatory factor X-associated protein		O00287				EPH-ephrin mediated repulsion of cells		EPHB2, EPHA6

		IGF-like family receptor 1		Q9H665		0.0024				Prostaglandin-H2 D-isomerase		P41222		0.0055				Ribonuclease pancreatic

		Complement C1q tumor necrosis factor-related protein 3		Q9BXJ4		0.0026				Tumor necrosis factor receptor superfamily member 10B		O14763		0.0062				Fatty acid-binding protein, adipocyte

		CUB domain-containing protein 1		Q9H5V8		0.0044				Ras-related protein Rab-35		Q15286		0.0063				Carbohydrate sulfotransferase 11

		Ribonuclease pancreatic		P07998		0.0064				Tumor necrosis factor receptor superfamily member 1A		P19438		0.0068				Plexin-B2

		C-type lectin domain family 12 member A		Q5QGZ9		0.0081				CUB domain-containing protein 1		Q9H5V8		0.007				Macrophage scavenger receptor types I and II:Extracellular domain

		Fatty acid-binding protein, adipocyte		P15090		0.0082				N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		0.0076				Oxidized Protein deglycase DJ-1

		Carbohydrate sulfotransferase 11		Q9NPF2		0.0081				Plexin domain-containing protein 2:Extracellular domain		Q6UX71		0.0079				Tumor necrosis factor receptor superfamily member 1B

		Transmembrane gamma-carboxyglutamic acid protein 1:Cytoplasmic domain		O14668		0.011				Four-jointed box protein 1		Q86VR8		0.0083				Protein FAM84B

		Plexin-B2		O15031		0.011				Guanylate-binding protein 5		Q96PP8		0.0085				Cytochrome b reductase 1

		Macrophage scavenger receptor types I and II:Extracellular domain		P21757		0.013				Ribonuclease pancreatic		P07998		0.0085				Glycosyltransferase-like protein LARGE1

		Microfibrillar-associated protein 2		P55001		0.012				Glycosyltransferase-like protein LARGE1		O95461		0.0096

		Oxidized Protein deglycase DJ-1		Q99497		0.014				NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2		O43678		0.0097

		SPARC-like protein 1		Q14515		0.02				Transgelin		Q01995		0.0097

		Secreted frizzled-related protein 1		Q8N474		0.019				SLIT and NTRK-like protein 2		Q9H156		0.0099

		Cadherin-23		Q9H251		0.031				Tumor necrosis factor receptor superfamily member 1B		P20333		0.011

		Tumor necrosis factor ligand superfamily member 6, soluble form		P48023		0.03				Oxidized Protein deglycase DJ-1		Q99497		0.012

		39S ribosomal protein L33, mitochondrial		O75394		0.036				Carbohydrate sulfotransferase 15		Q7LFX5		0.012

		Tumor necrosis factor receptor superfamily member 1B		P20333		0.034				Regulator of G-protein signaling 4		P49798		0.014

		Protein FAM84B		Q96KN1		0.044				Triggering receptor expressed on myeloid cells 2		Q9NZC2		0.014

		Protein phosphatase 1F		P49593		0.045				Fatty acid-binding protein, adipocyte		P15090		0.015

		Cytochrome b reductase 1		Q53TN4		0.049				Apolipoprotein D		P05090		0.015

		Glycosyltransferase-like protein LARGE1		O95461		0.049				Palmitoyl-protein thioesterase 1		P50897		0.016

										Ribonuclease T2		O00584		0.019

										Alpha-1,6-mannosylglycoprotein 6-beta-N-acetylglucosaminyltransferase A		Q09328		0.02

										Transmembrane glycoprotein NMB:Extracellular domain		Q14956		0.022

										Transgelin		Q01995		0.023

										Cytochrome b reductase 1		Q53TN4		0.023

										Alanyl-tRNA editing protein Aarsd1		Q9BTE6		0.024

										Ephrin type-B receptor 2		P29323		0.024

										Aldehyde dehydrogenase X, mitochondrial		P30837		0.025

										Ephrin type-A receptor 6		Q9UF33		0.025

										Thrombospondin-4		P35443		0.026

										Frizzled-7		O75084		0.032

										Fragile X mental retardation protein 1		Q06787		0.033

										BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		Q8WZ19		0.036

										Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		P21695		0.04

										Protein FAM84B		Q96KN1		0.041

										Glycolipid transfer protein domain-containing protein 2		A6NH11		0.044





ANOVA v T-TEST comparison

						ANOVA								T-TEST										List of Duplicates

						Protein name		UNIPROT ID		Bonferonni		Fold Change		Protein name		UNIPROT ID		Bonferonni		Fold Change

						Ras-related protein Rab-35		Q15286		0.00019		0.812252396		Ras-related protein Rab-35		Q15286		0.000086						Ras-related protein Rab-35

						Asparagine synthetase		P08243		0.00048		0.823591017		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		Q8WZ19		0.00011						BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1

						BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		Q8WZ19		0.0027		0.697371833		Asparagine synthetase		P08243		0.000036						Asparagine synthetase

						Plexin-B2		O15031		0.0052		1.310393404		Somatoliberin		P01286		0.00035						Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic

						Carbohydrate sulfotransferase 11		Q9NPF2		0.0093		1.319507911		Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		P21695		0.00094						Cathepsin S

						Cellular retinoic acid-binding protein 2		P29373		0.01		1.693490625		Cathepsin S		P25774		0.0024						Triggering receptor expressed on myeloid cells 2

						IGF-like family receptor 1		Q9H665		0.012		1.602139755		Triggering receptor expressed on myeloid cells 2		Q9NZC2		0.0022						IGF-like family receptor 1

						Glycosyltransferase-like protein LARGE1		O95461		0.012		1.536875181		IGF-like family receptor 1		Q9H665		0.0024						CUB domain-containing protein 1

						Gliomedin		Q6ZMI3		0.015		1.414213562		Complement C1q tumor necrosis factor-related protein 3		Q9BXJ4		0.0026						Ribonuclease pancreatic

						Macrophage scavenger receptor types I and II:Extracellular domain		P21757		0.018		1.515716567		CUB domain-containing protein 1		Q9H5V8		0.0044						Fatty acid-binding protein, adipocyte

						Cathepsin S		P25774		0.018		1.443929196		Ribonuclease pancreatic		P07998		0.0064						Carbohydrate sulfotransferase 11

						Cytochrome b reductase 1		Q53TN4		0.02		0.615572207		C-type lectin domain family 12 member A		Q5QGZ9		0.0081						Transmembrane gamma-carboxyglutamic acid protein 1:Cytoplasmic domain

						Prostaglandin-H2 D-isomerase		P41222		0.021		1.453972517		Fatty acid-binding protein, adipocyte		P15090		0.0082						Plexin-B2

						Ribonuclease pancreatic		P07998		0.021		1.693490625		Carbohydrate sulfotransferase 11		Q9NPF2		0.0081						Macrophage scavenger receptor types I and II:Extracellular domain

						Transmembrane gamma-carboxyglutamic acid protein 1:Cytoplasmic domain		O14668		0.024		0.790041312		Transmembrane gamma-carboxyglutamic acid protein 1:Cytoplasmic domain		O14668		0.011						Oxidized Protein deglycase DJ-1

						Guanylate-binding protein 5		Q96PP8		0.025		0.895025071		Plexin-B2		O15031		0.011						Cadherin-23

						Synaptotagmin-6		Q5T7P8		0.028		1.453972517		Macrophage scavenger receptor types I and II:Extracellular domain		P21757		0.013						Tumor necrosis factor receptor superfamily member 1B

						Carbohydrate sulfotransferase 15		Q7LFX5		0.033		2.29739671		Microfibrillar-associated protein 2		P55001		0.012						Cytochrome b reductase 1

						Triggering receptor expressed on myeloid cells 2		Q9NZC2		0.035		1.453972517		Oxidized Protein deglycase DJ-1		Q99497		0.014						Glycosyltransferase-like protein LARGE1

						Tumor necrosis factor receptor superfamily member 1A		P19438		0.036		1.404444876		SPARC-like protein 1		Q14515		0.02						Gliomedin

						Alanyl-tRNA editing protein Aarsd1		Q9BTE6		0.037		0.547146851		Secreted frizzled-related protein 1		Q8N474		0.019						Cellular retinoic acid-binding protein 2

						SLIT and NTRK-like protein 2		Q9H156		0.038		1.515716567		Cadherin-23		Q9H251		0.031						Prostaglandin-H2 D-isomerase

						Four-jointed box protein 1		Q86VR8		0.039		1.624504793		Tumor necrosis factor ligand superfamily member 6, soluble form		P48023		0.03						Tumor necrosis factor receptor superfamily member 1A

						Tumor necrosis factor receptor superfamily member 1B		P20333		0.04		1.328685814		39S ribosomal protein L33, mitochondrial		O75394		0.036						N-acetylglucosamine-1-phosphotransferase subunit gamma

						Fatty acid-binding protein, adipocyte		P15090		0.041		2		Tumor necrosis factor receptor superfamily member 1B		P20333		0.034						Four-jointed box protein 1

						CUB domain-containing protein 1		Q9H5V8		0.042		1.474269217		Protein FAM84B		Q96KN1		0.044						Guanylate-binding protein 5

						N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		0.043		1.132883885		Protein phosphatase 1F		P49593		0.045						SLIT and NTRK-like protein 2

						Oxidized Protein deglycase DJ-1		Q99497		0.047		0.846745312		Cytochrome b reductase 1		Q53TN4		0.049						Carbohydrate sulfotransferase 15

						Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		P21695		0.051		2.143546925		Glycosyltransferase-like protein LARGE1		O95461		0.049						Apolipoprotein D

						Cadherin-23		Q9H251		0.051		0.829319546		Gliomedin		Q6ZMI3		0.0019						Alanyl-tRNA editing protein Aarsd1

						Apolipoprotein D		P05090		0.051		0.801069878		Cellular retinoic acid-binding protein 2		P29373		0.0029						Synaptotagmin-6

														Prostaglandin-H2 D-isomerase		P41222		0.0055

														Tumor necrosis factor receptor superfamily member 10B		O14763		0.0062

														Tumor necrosis factor receptor superfamily member 1A		P19438		0.0068

														N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		0.0076

														Plexin domain-containing protein 2:Extracellular domain		Q6UX71		0.0079

														Four-jointed box protein 1		Q86VR8		0.0083

														Guanylate-binding protein 5		Q96PP8		0.0085

														NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2		O43678		0.0097

														SLIT and NTRK-like protein 2		Q9H156		0.0099

														Carbohydrate sulfotransferase 15		Q7LFX5		0.012

														Regulator of G-protein signaling 4		P49798		0.014

														Apolipoprotein D		P05090		0.015

														Palmitoyl-protein thioesterase 1		P50897		0.016

														Ribonuclease T2		O00584		0.019

														Alpha-1,6-mannosylglycoprotein 6-beta-N-acetylglucosaminyltransferase A		Q09328		0.02

														Transmembrane glycoprotein NMB:Extracellular domain		Q14956		0.022

														Alanyl-tRNA editing protein Aarsd1		Q9BTE6		0.024

														Ephrin type-B receptor 2		P29323		0.024

														Aldehyde dehydrogenase X, mitochondrial		P30837		0.025

														Ephrin type-A receptor 6		Q9UF33		0.025

														Thrombospondin-4		P35443		0.026

														Frizzled-7		O75084		0.032

														Fragile X mental retardation protein 1		Q06787		0.033

														Glycolipid transfer protein domain-containing protein 2		A6NH11		0.044

														Tyrosine-protein kinase ZAP-70		P43403

														Transcription initiation factor TFIID subunit 10		Q12962

														Synaptotagmin-6		Q5T7P8

														Promotilin		P12872

														Acylpyruvase FAHD1, mitochondrial		Q6P587

														Alpha-2-HS-glycoprotein		P02765

														Regulatory factor X-associated protein		O00287





ANOVA Bonferonni < 0.052

				Protein Name		UniProt ID		Gene Symbol		Max.Fold.Change		F		p.value		FDR		Bonferroni		antilog Max fold				% change G1 vs G3 or 4		Pathway						Pathway Analysis (Column K)

		1		Ras-related protein Rab-35		Q15286		RAB35		-0.3		21.42		2.60E-08		0.00019		0.00019		0.812252396		1.2311444139		-23%								WikiPathways (4/4)		Inflammatory Response Pathway (IFR)		Apoptosis/ Apoptosis Modulation and Signaling (APO)		TNF alpha Signaling Pathway (TNF)

		2		Asparagine synthetase		P08243		ASNS		-0.28		20.09		6.30E-08		0.00024		0.00048		0.823591017		1.2141948848		-21%								KEGG (5/9 HITS)		Glycosaminoglycan biosynthesis - chondroitin sulfate / dermatan sulfate (GAG CS/DS)		Amyotrophic lateral sclerosis (ALS)		Adipocytokine signaling pathway (ADP)		TNF Signaling Pathway		Lysosome (LYS)

		3		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		Q8WZ19		KCTD13		-0.52		17.65		3.50E-07		0.00089		0.0027		0.697371833		1.4339552484		-43%								Reactome (2/2)		Chondroitin sulfate biosynthesis (CSB)		TNF receptor binding (TNF)

		4		Plexin-B2		O15031		PLXNB2		0.39		16.72		6.90E-07		0.0013		0.0052		1.310393404		0.7631296044		24%								DAVID Analysis

		5		Carbohydrate sulfotransferase 11		Q9NPF2		CHST11		0.4		15.93		1.20E-06		0.0015		0.0093		1.319507911		0.7578582831		24%		(GAG CS/DS)/CSB

		6		Cellular retinoic acid-binding protein 2		P29373		CRABP2		0.76		15.82		1.30E-06		0.0015		0.01		1.693490625		0.5904963306		41%

		7		IGF-like family receptor 1		Q9H665		IGFLR1		0.68		15.6		1.60E-06		0.0015		0.012		1.602139755		0.6241652745		38%

		8		Glycosyltransferase-like protein LARGE1		O95461		LARGE1		0.62		15.6		1.60E-06		0.0015		0.012		1.536875181		0.6506709278		35%								3/11/17/30/31 Group 1 vs Group 3 Medians are similar so are unlikely to be related to  Long Neural COVID-19

		9		Gliomedin		Q6ZMI3		GLDN		0.5		15.25		2.00E-06		0.0015		0.015		1.414213562		0.7071067814		29%								KW unique Proteins with Bon <0.052 		Antilog Fold Change		Fold Change

		10		Macrophage scavenger receptor types I and II:Extracellular domain		P21757		MSR1		0.6		15.05		2.30E-06		0.0015		0.018		1.515716567		0.6597539552		34%								Somatoliberin		1.337927555		0.42

		11		Cathepsin S		P25774		CTSS		0.53		15.05		2.30E-06		0.0015		0.018		1.443929196		0.6925547338		31%		LYSD						Palmitoyl-protein thioesterase 1		0.817902059		-0.29

		12		Cytochrome b reductase 1		Q53TN4		CYBRD1		-0.7		14.92		2.60E-06		0.0015		0.02		0.615572207		1.6245047918		-62%

		13		Prostaglandin-H2 D-isomerase		P41222		PTGDS		0.54		14.85		2.70E-06		0.0015		0.021		1.453972517		0.6877709092		31%

		14		Ribonuclease pancreatic		P07998		RNASE1		0.76		14.85		2.70E-06		0.0015		0.021		1.693490625		0.5904963306		41%

		15		Transmembrane gamma-carboxyglutamic acid protein 1:Cytoplasmic domain		O14668		PRRG1		-0.34		14.64		3.20E-06		0.0016		0.024		0.790041312		1.2657565938		-27%

		16		Guanylate-binding protein 5		Q96PP8		GBP5		-0.16		14.6		3.30E-06		0.0016		0.025		0.895025071		1.117287138		-12%

		17		Synaptotagmin-6		Q5T7P8		SYT6		0.54		14.43		3.70E-06		0.0016		0.028		1.453972517		0.6877709092		31%

		18		Carbohydrate sulfotransferase 15		Q7LFX5		CHST15		1.2		14.23		4.30E-06		0.0016		0.033		2.29739671		0.4352752816		56%		(GAG CS/DS)/CSB

		19		Triggering receptor expressed on myeloid cells 2		Q9NZC2		TREM2		0.54		14.16		4.60E-06		0.0016		0.035		1.453972517		0.6877709092		31%

		20		Tumor necrosis factor receptor superfamily member 1A		P19438		TNFRSF1A		0.49		14.13		4.70E-06		0.0016		0.036		1.404444876		0.7120250977		29%		IFR/APO/TNF/ALS/ADP

		21		Alanyl-tRNA editing protein Aarsd1		Q9BTE6		AARSD1		-0.87		14.06		4.90E-06		0.0016		0.037		0.547146851		1.8276628992		-83%

		22		SLIT and NTRK-like protein 2		Q9H156		SLITRK2		0.6		14.05		5.00E-06		0.0016		0.038		1.515716567		0.6597539552		34%

		23		Four-jointed box protein 1		Q86VR8		FJX1		0.7		14.01		5.10E-06		0.0016		0.039		1.624504793		0.6155722066		38%

		24		Tumor necrosis factor receptor superfamily member 1B		P20333		TNFRSF1B		0.41		13.97		5.30E-06		0.0016		0.04		1.328685814		0.7526233738		25%		IFR/APO/TNF/ALS/ADP

		25		Fatty acid-binding protein, adipocyte		P15090		FABP4		1		13.94		5.40E-06		0.0016		0.041		2		0.5		50%

		26		CUB domain-containing protein 1		Q9H5V8		CDCP1		0.56		13.91		5.50E-06		0.0016		0.042		1.474269217		0.6783021639		32%

		27		N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		GNPTG		0.18		13.88		5.70E-06		0.0016		0.043		1.132883885		0.8827029965		12%		LYS

		28		Oxidized Protein deglycase DJ-1		Q99497		PARK7		-0.24		13.77		6.10E-06		0.0016		0.047		0.846745312		1.1809926619		-18%

		29		Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		P21695		GPD1		1.1		13.66		6.70E-06		0.0016		0.051		2.143546925		0.4665164958		53%

		30		Cadherin-23		Q9H251		CDH23		-0.27		13.65		6.70E-06		0.0016		0.051		0.829319546		1.2058078274		-21%

		31		Apolipoprotein D		P05090		APOD		-0.32		13.65		6.70E-06		0.0016		0.051		0.801069878		1.2483305483		-25%
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				Protein Name		UniProt ID		Gene Symbol		Max.Fold.Change		p.value		FDR		Bonferroni		Corrected Bonferroni		Antilog Fold Change				% change G1 vs G3 or 4

		1		Asparagine synthetase		P08243		ASNS		-0.28		3.10E-07		0.002		0.0023				0.823591017		1.2141948848		-21%		Asparagine synthetase

		2		Ras-related protein Rab-35		Q15286		RAB35		-0.3		5.20E-07		0.002		0.004				0.812252396		1.2311444139		-23%		Ras-related protein Rab-35

		3		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		Q8WZ19		KCTD13		-0.52		2.90E-06		0.0042		0.022				0.697371833		1.4339552484		-43%		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1

		4		Gliomedin		Q6ZMI3		GLDN		0.5		4.10E-06		0.0042		0.031				1.414213562		0.7071067814		29%		Gliomedin

		5		IGF-like family receptor 1		Q9H665		IGFLR1		0.68		4.00E-06		0.0042		0.031				1.602139755		0.6241652745		38%		IGF-like family receptor 1

		6		Somatoliberin		P01286		GHRH		0.42		6.20E-06		0.0042		0.047				1.337927555		0.7474246242		25%		Somatoliberin

		7		Triggering receptor expressed on myeloid cells 2		Q9NZC2		TREM2		0.54		6.60E-06		0.0042		0.05				1.453972517		0.6877709092		31%		Triggering receptor expressed on myeloid cells 2

		8		Carbohydrate sulfotransferase 11		Q9NPF2		CHST11		0.4		6.50E-06		0.0042		0.05				1.319507911		0.7578582831		24%		Carbohydrate sulfotransferase 11

		9		Palmitoyl-protein thioesterase 1		P50897		PPT1		-0.29		6.60E-06		0.0042		0.05				0.817902059		1.222640277		-22%		Palmitoyl-protein thioesterase 1

		10		Tumor necrosis factor receptor superfamily member 1B		P20333		TNFRSF1B		0.41		7.30E-06		0.0042		0.055				1.328685814		0.7526233738		25%		

		11		Zinc finger and BTB domain-containing protein 7A		O95365		ZBTB7A		-0.25		7.60E-06		0.0042		0.057				0.840896415		1.1892071154		-19%		

		12		Protein FAM84B		Q96KN1		LRATD2		0.52		7.70E-06		0.0042		0.059				1.433955248		0.6973718332		30%		

		13		Tyrosine-protein kinase ZAP-70		P43403		ZAP70		-0.19		7.80E-06		0.0042		0.059				0.876605721		1.1407637163		-14%		

		14		Macrophage scavenger receptor types I and II:Extracellular domain		P21757		MSR1		0.6		8.10E-06		0.0042		0.062				1.515716567		0.6597539552		34%		

		15		Tumor necrosis factor receptor superfamily member 10B		O14763		TNFRSF10B		0.15		8.30E-06		0.0042		0.063				1.109569472		0.9012504627		10%		

		16		NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2		O43678		NDUFA2		-0.28		8.80E-06		0.0042		0.067				0.823591017		1.2141948848		-21%		

		17		Fatty acid-binding protein, adipocyte		P15090		FABP4		1		1.00E-05		0.0043		0.077				2		0.5		50%		

		18		Tumor necrosis factor receptor superfamily member 1A		P19438		TNFRSF1A		0.49		1.00E-05		0.0043		0.078				1.404444876		0.7120250977		29%		

		19		Ribonuclease pancreatic		P07998		RNASE1		0.76		1.10E-05		0.0043		0.086				1.693490625		0.5904963306		41%		

		20		N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		GNPTG		0.18		1.20E-05		0.0043		0.089				1.132883885		0.8827029965		12%		

		21		Transmembrane gamma-carboxyglutamic acid protein 1:Cytoplasmic domain		O14668		PRRG1		-0.34		1.20E-05		0.0043		0.092				0.790041312		1.2657565938		-27%		

		22		Fc_MOUSE		Q99LC4				-0.19		1.40E-05		0.0043		0.1				0.876605721		1.1407637163		-14%		

		23		CUB domain-containing protein 1		Q9H5V8		CDCP1		0.56		1.40E-05		0.0043		0.1				1.474269217		0.6783021639		32%		

		24		Plexin-B2		O15031		PLXNB2		0.39		1.30E-05		0.0043		0.1				1.310393404		0.7631296044		24%		

		25		Guanylate-binding protein 5		Q96PP8		GBP5		-0.16		1.50E-05		0.0043		0.12				0.895025071		1.117287138		-12%		

		26		Acylpyruvase FAHD1, mitochondrial		Q6P587		FAHD1		-0.96		1.70E-05		0.0043		0.13				0.514056913		1.9453098961		-95%		

		27		Musculoskeletal embryonic nuclear protein 1		Q8IVN3		MUSTN1		0.2		1.70E-05		0.0043		0.13				1.148698355		0.8705505633		13%		

		28		Glycosyltransferase-like protein LARGE1		O95461		LARGE1		0.62		1.80E-05		0.0043		0.13				1.536875181		0.6506709278		35%		

		29		DNA damage-inducible transcript 3 protein		P35638		DDIT3		0.27		1.80E-05		0.0043		0.14				1.205807828		0.8293195456		17%		

		30		Plexin domain-containing protein 2:Extracellular domain		Q6UX71		PLXDC2		0.27		1.90E-05		0.0043		0.15				1.205807828		0.8293195456		17%		

		31		Tetratricopeptide repeat protein 9A		Q92623		TTC9		-1		2.00E-05		0.0043		0.15				0.5		2		-100%		

		32		Cathepsin S		P25774		CTSS		0.53		1.90E-05		0.0043		0.15				1.443929196		0.6925547338		31%		

		33		No protein						-0.88		2.00E-05		0.0043		0.15				0.543367431		1.8403753021		-84%		

		34		Discoidin domain-containing receptor 2		Q16832		DDR2		0.17		2.10E-05		0.0043		0.16				1.125058485		0.8888426809		11%		

		35		Cadherin-23		Q9H251		CDH23		-0.27		2.10E-05		0.0043		0.16				0.829319546		1.2058078274		-21%		

		36		Cellular retinoic acid-binding protein 2		P29373		CRABP2		0.76		2.20E-05		0.0043		0.17				1.693490625		0.5904963306		41%		

		37		Four-jointed box protein 1		Q86VR8		FJX1		0.7		2.20E-05		0.0043		0.17				1.624504793		0.6155722066		38%		

		38		Transgelin		Q01995		TAGLN		0.61		2.20E-05		0.0043		0.17				1.526259209		0.6551967019		34%		

		39		Protein phosphatase 1G		O15355		PPM1G		-0.25		2.40E-05		0.0043		0.19				0.840896415		1.1892071154		-19%		

		40		B-cell receptor CD22		P20273		CD22		-0.29		2.60E-05		0.0043		0.19				0.817902059		1.222640277		-22%		

		41		Multiple PDZ domain protein		O75970		MPDZ		0.22		2.60E-05		0.0043		0.2				1.164733586		0.8585654368		14%		

		42		Leukocyte cell-derived chemotaxin-2		O14960		LECT2		0.49		2.60E-05		0.0043		0.2				1.404444876		0.7120250977		29%		

		43		Galactosylceramide sulfotransferase		Q99999		GAL3ST1		-0.38		2.60E-05		0.0043		0.2				0.768437591		1.3013418548		-30%		

		44		Transcription initiation factor TFIID subunit 10		Q12962		TAF10		-0.16		2.70E-05		0.0043		0.21				0.895025071		1.117287138		-12%		

		45		EH domain-containing protein 2		Q9NZN4		EHD2		0.57		2.80E-05		0.0043		0.21				1.484523571		0.6736167883		33%		

		46		Cytochrome b reductase 1		Q53TN4		CYBRD1		-0.7		2.80E-05		0.0043		0.21				0.615572207		1.6245047918		-62%		

		47		Complement C1q tumor necrosis factor-related protein 3		Q9BXJ4		C1QTNF3		0.41		2.70E-05		0.0043		0.21				1.328685814		0.7526233738		25%		

		48		Prostaglandin-H2 D-isomerase		P41222		PTGDS		0.54		2.90E-05		0.0043		0.22				1.453972517		0.6877709092		31%		

		49		Ribonuclease T2		O00584		RNASET2		0.38		2.90E-05		0.0043		0.22				1.301341855		0.7684375909		23%		

		50		Oxidized Protein deglycase DJ-1		Q99497		PARK7		-0.24		2.90E-05		0.0043		0.22				0.846745312		1.1809926619		-18%		

		51		Synaptotagmin-6		Q5T7P8		SYT6		0.54		2.90E-05		0.0043		0.22				1.453972517		0.6877709092		31%		

		52		Carbonic anhydrase-related protein 10		Q9NS85		CA10		-0.19		3.00E-05		0.0043		0.23				0.876605721		1.1407637163		-14%		

		53		Promotilin		P12872		MLN		1.2		3.00E-05		0.0043		0.23				2.29739671		0.4352752816		56%		

		54		Regulatory factor X-associated protein		O00287		RFXAP		-0.29		3.20E-05		0.0043		0.24				0.817902059		1.222640277		-22%		

		55		Cyclin-dependent kinase 8:Cyclin-C complex		P49336|P24863		CDK8|CCNC		-0.29		3.20E-05		0.0043		0.24				0.817902059		1.222640277		-22%		

		56		Melittin_VESMG		P68408		MELT		-0.83		3.20E-05		0.0043		0.24				0.562529242		1.7776853634		-78%		

		57		40S ribosomal protein S12		P25398		RPS12		-0.32		3.30E-05		0.0044		0.25				0.801069878		1.2483305483		-25%		

		58		Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		P21695		GPD1		1.1		3.50E-05		0.0046		0.27				2.143546925		0.4665164958		53%		

		59		Transgelin		Q01995		TAGLN		0.65		4.00E-05		0.0049		0.3				1.569168196		0.6372803136		36%		

		60		Sulfhydryl oxidase 1		O00391		QSOX1		0.55		4.00E-05		0.0049		0.3				1.464085696		0.6830201284		32%		

		61		Ectonucleoside triphosphate diphosphohydrolase 1		P49961		ENTPD1		0.35		4.00E-05		0.0049		0.3				1.274560627		0.7845840981		22%		

		62		No protein						-0.67		4.00E-05		0.0049		0.31				0.628506687		1.5910729682		-59%		

		63		Serotransferrin		P02787		TF		-0.53		4.40E-05		0.0052		0.33				0.692554734		1.4439291956		-44%		

		64		Secreted frizzled-related protein 1		Q8N474		SFRP1		0.55		4.70E-05		0.0056		0.36				1.464085696		0.6830201284		32%		

		65		Aldehyde dehydrogenase X, mitochondrial		P30837		ALDH1B1		-0.21		4.90E-05		0.0056		0.37				0.864537231		1.1566881843		-16%		

		66		Apolipoprotein D		P05090		APOD		-0.32		4.90E-05		0.0056		0.37				0.801069878		1.2483305483		-25%		

		67		Cochlin		O43405		COCH		-0.67		4.90E-05		0.0056		0.37				0.628506687		1.5910729682		-59%		

		68		S-phase kinase-associated protein 1		P63208		SKP1		-0.61		5.20E-05		0.0058		0.4				0.655196702		1.5262592088		-53%		

		69		Transmembrane glycoprotein NMB:Extracellular domain		Q14956		GPNMB		0.32		5.30E-05		0.0058		0.4				1.248330549		0.8010698775		20%		

		70		Exendin-4_HELSU		P26349				-0.74		5.80E-05		0.0063		0.44				0.598739352		1.6701758397		-67%		

		71		Alpha-2-HS-glycoprotein		P02765		AHSG		-0.25		6.10E-05		0.0064		0.46				0.840896415		1.1892071154		-19%		

		72		Microfibrillar-associated protein 2		P55001		MFAP2		0.46		6.00E-05		0.0064		0.46				1.375541818		0.7269862587		27%		

		73		Fragile X mental retardation protein 1		Q06787		FMR1		-0.27		6.20E-05		0.0064		0.47				0.829319546		1.2058078274		-21%		

		74		Allophycocyanin_CYACA		Q9TLS8|Q9TLS7		apcB|apcA		-0.87		6.40E-05		0.0066		0.49				0.547146851		1.8276628992		-83%		

		75		Regulator of G-protein signaling 4		P49798		RGS4		0.4		7.10E-05		0.0071		0.54				1.319507911		0.7578582831		24%		

		76		Adhesion G protein-coupled receptor E2		Q9UHX3		ADGRE2		1.2		7.10E-05		0.0071		0.54				2.29739671		0.4352752816		56%		

		77		Green fluorescent protein_AEQVI		P42212		GFP		-0.48		7.40E-05		0.0072		0.56				0.716977624		1.3947436664		-39%		

		78		Cadherin-1		P12830		CDH1		0.53		7.50E-05		0.0072		0.57				1.443929196		0.6925547338		31%		

		79		Desmoglein-1		Q02413		DSG1		-0.23		7.50E-05		0.0072		0.57				0.852634892		1.1728349489		-17%		

		80		SPARC-like protein 1		Q14515		SPARCL1		1.1		7.70E-05		0.0073		0.59				2.143546925		0.4665164958		53%		

		81		Frizzled-7		O75084		FZD7		0.51		7.80E-05		0.0073		0.6				1.424050196		0.7022224377		30%		

		82		Uncharacterized protein C1orf50		Q9BV19		C1orf50		0.42		7.80E-05		0.0073		0.6				1.337927555		0.7474246242		25%		

		83		cGMP-dependent 3',5'-cyclic phosphodiesterase		O00408		PDE2A		-1		8.00E-05		0.0073		0.61				0.5		2		-100%		

		84		SLIT and NTRK-like protein 2		Q9H156		SLITRK2		0.6		8.30E-05		0.0075		0.63				1.515716567		0.6597539552		34%		

		85		Malic dehydrogenase_THETH		P10584		mdh		-0.5		9.10E-05		0.0081		0.69				0.707106781		1.4142135627		-41%		

		86		Ephrin type-B receptor 2		P29323		EPHB2		0.42		9.30E-05		0.0082		0.71				1.337927555		0.7474246242		25%		

		87		Isobutyryl-CoA dehydrogenase, mitochondrial		Q9UKU7		ACAD8		0.19		9.50E-05		0.0083		0.72				1.140763716		0.8766057212		12%		

		88		Alpha-1,6-mannosylglycoprotein 6-beta-N-acetylglucosaminyltransferase A		Q09328		MGAT5		0.49		9.70E-05		0.0083		0.74				1.404444876		0.7120250977		29%

		89		Fatty acid synthase		P49327		FASN		-0.91		9.80E-05		0.0083		0.74				0.532185091		1.8790454992		-88%

		90		Toll-like receptor 4:Lymphocyte antigen 96 complex		O00206|Q9Y6Y9		TLR4|LY96		0.4		1.00E-04		0.0084		0.76				1.319507911		0.7578582831		24%

		91		Thymocyte nuclear protein 1		Q9P016		THYN1		-0.5		1.00E-04		0.0084		0.77				0.707106781		1.4142135627		-41%

		92		Tubulin polymerization-promoting protein family member 3		Q9BW30		TPPP3		0.68		1.00E-04		0.0084		0.78				1.602139755		0.6241652745		38%

		93		G1/S-specific cyclin-E1		P24864		CCNE1		-0.3		1.00E-04		0.0085		0.79				0.812252396		1.2311444139		-23%

		94		Ephrin type-A receptor 6		Q9UF33		EPHA6		0.66		1.00E-04		0.0085		0.8				1.580082624		0.6328782969		37%

		95		Carbohydrate sulfotransferase 15		Q7LFX5		CHST15		1.2		0.00011		0.0086		0.82				2.29739671		0.4352752816		56%

		96		26S proteasome non-ATPase regulatory subunit 7		P51665		PSMD7		-0.22		0.00011		0.0086		0.83				0.858565436		1.1647335871		-16%

		97		Alanyl-tRNA editing protein Aarsd1		Q9BTE6		AARSD1		-0.87		0.00011		0.0086		0.84				0.547146851		1.8276628992		-83%

		98		Pro-neuregulin-2, membrane-bound isoform		O14511		NRG2		0.21		0.00011		0.0086		0.84				1.156688184		0.8645372312		14%

		99		Hydroxyacid oxidase 1		Q9UJM8		HAO1		0.45		0.00011		0.0086		0.85				1.366040257		0.7320428478		27%

		100		C-type lectin domain family 12 member A		Q5QGZ9		CLEC12A		-1.4		0.00012		0.0089		0.9				0.378929142		2.639015819		-164%

		101		Stress-induced-phosphoprotein 1		P31948		STIP1		-0.8		0.00012		0.0089		0.9				0.574349177		1.7411011281		-74%

		102		Adenylate kinase_GEOSE		P27142		adk		-0.61		0.00012		0.0089		0.91				0.655196702		1.5262592088		-53%

		103		SPARC		P09486		SPARC		-0.53		0.00012		0.0089		0.93				0.692554734		1.4439291956		-44%

		104		No protein						-0.5		0.00012		0.0089		0.93				0.707106781		1.4142135627		-41%

		105		Arylsulfatase A		P15289		ARSA		0.29		0.00012		0.0089		0.95				1.222640278		0.8179020584		18%

		106		Frizzled-2		Q14332		FZD2		0.45		0.00013		0.0089		0.96				1.366040257		0.7320428478		27%

		107		Alpha-1-antichymotrypsin		P01011		SERPINA3		-0.36		0.00013		0.0089		0.96				0.77916458		1.283425897		-28%

		108		Green fluorescent protein_AEQVI		P42212		GFP		-1.1		0.00013		0.0089		0.96				0.466516496		2.143546924		-114%

		109		Mitochondrial dynamics protein MID51		Q9NQG6		MIEF1		-0.4		0.00013		0.009		0.98				0.757858283		1.3195079112		-32%





ANOVA v KW comparison

						ANOVA						KW						Duplicates

						Protein name		Bonferonni		Fold Change		Protein name		Bonferonni		Fold Change						Pathway Analysis of KW/ANOVA duplicates

						Ras-related protein Rab-35		0.00019		0.812252396		Asparagine synthetase		0.0023		0.823591017		Asparagine synthetase

						Asparagine synthetase		0.00048		0.823591017		Ras-related protein Rab-35		0.004		0.812252396		Ras-related protein Rab-35

						BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		0.0027		0.697371833		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		0.022		0.697371833		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1

						Plexin-B2		0.0052		1.310393404		Gliomedin		0.031		1.414213562		Gliomedin

						Carbohydrate sulfotransferase 11		0.0093		1.319507911		IGF-like family receptor 1		0.031		1.602139755		IGF-like family receptor 1

						Cellular retinoic acid-binding protein 2		0.01		1.693490625		Somatoliberin		0.047		1.337927555		Triggering receptor expressed on myeloid cells 2

						IGF-like family receptor 1		0.012		1.602139755		Triggering receptor expressed on myeloid cells 2		0.05		1.453972517		Carbohydrate sulfotransferase 11

						Glycosyltransferase-like protein LARGE1		0.012		1.536875181		Carbohydrate sulfotransferase 11		0.05		1.319507911

						Gliomedin		0.015		1.414213562		Palmitoyl-protein thioesterase 1		0.05		0.817902059

						Macrophage scavenger receptor types I and II:Extracellular domain		0.018		1.515716567

						Cathepsin S		0.018		1.443929196

						Cytochrome b reductase 1		0.02		0.615572207

						Prostaglandin-H2 D-isomerase		0.021		1.453972517

						Ribonuclease pancreatic		0.021		1.693490625

						Transmembrane gamma-carboxyglutamic acid protein 1:Cytoplasmic domain		0.024		0.790041312

						Guanylate-binding protein 5		0.025		0.895025071

						Synaptotagmin-6		0.028		1.453972517

						Carbohydrate sulfotransferase 15		0.033		2.29739671

						Triggering receptor expressed on myeloid cells 2		0.035		1.453972517

						Tumor necrosis factor receptor superfamily member 1A		0.036		1.404444876

						Alanyl-tRNA editing protein Aarsd1		0.037		0.547146851

						SLIT and NTRK-like protein 2		0.038		1.515716567

						Four-jointed box protein 1		0.039		1.624504793

						Tumor necrosis factor receptor superfamily member 1B		0.04		1.328685814

						Fatty acid-binding protein, adipocyte		0.041		2

						CUB domain-containing protein 1		0.042		1.474269217

						N-acetylglucosamine-1-phosphotransferase subunit gamma		0.043		1.132883885

						Oxidized Protein deglycase DJ-1		0.047		0.846745312

						Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		0.051		2.143546925

						Cadherin-23		0.051		0.829319546

						Apolipoprotein D		0.051		0.801069878





U-Test 1v 3+4 Bonferroni <0.05

		Sequence ID		Protein Name		UniProt ID		Gene Symbol		Fold.Change		W.statistic		p.value		FDR		Bonferroni		Antilog				%Change G1 vs G3+4

		23694-3		Asparagine synthetase		P08243		ASNS		0.21		406		1.10E-07		0.00065		0.00086		1.156688184		0.8645372312		-14%

		20591-48		Gliomedin		Q6ZMI3		GLDN		-0.42		1691		2.40E-07		0.00065		0.0018		0.747424624		1.3379275554		34%

		21141-9		Protein FAM84B		Q96KN1		LRATD2		-0.4		1667		7.30E-07		0.00065		0.0055		0.757858283		1.3195079112		32%

		8368-102		Tumor necrosis factor receptor superfamily member 1B		P20333		TNFRSF1B		-0.35		1667		7.30E-07		0.00065		0.0055		0.784584098		1.2745606272		27%

		7244-16		IGF-like family receptor 1		Q9H665		IGFLR1		-0.49		1666		7.60E-07		0.00065		0.0058		0.712025098		1.4044448753		40%

		7779-86		Carbohydrate sulfotransferase 11		Q9NPF2		CHST11		-0.35		1666		7.60E-07		0.00065		0.0058		0.784584098		1.2745606272		27%

		15533-97		Macrophage scavenger receptor types I and II:Extracellular domain		P21757		MSR1		-0.59		1664		8.40E-07		0.00065		0.0063		0.664342907		1.5052467475		51%

		13514-121		Ras-related protein Rab-35		Q15286		RAB35		0.25		451		9.60E-07		0.00065		0.0073		1.189207115		0.8408964153		-16%

		2654-19		Tumor necrosis factor receptor superfamily member 1A		P19438		TNFRSF1A		-0.46		1661		9.60E-07		0.00065		0.0073		0.726986259		1.3755418175		38%

		9244-27		Palmitoyl-protein thioesterase 1		P50897		PPT1		0.29		431		1.10E-06		0.00065		0.008		1.222640278		0.8179020584		-18%

		16818-200		CUB domain-containing protein 1		Q9H5V8		CDCP1		-0.5		1657		1.10E-06		0.00065		0.0087		0.707106781		1.4142135627		41%

		7693-13		Tumor necrosis factor receptor superfamily member 10B		O14763		TNFRSF10B		-0.15		1674.5		1.40E-06		0.00065		0.01		0.901250463		1.1095694716		11%

		20458-22		NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2		O43678		NDUFA2		0.25		439		1.40E-06		0.00065		0.011		1.189207115		0.8408964153		-16%

		15381-45		Discoidin domain-containing receptor 2		Q16832		DDR2		-0.17		1648		1.70E-06		0.00065		0.013		0.888842681		1.1250584849		13%

		15386-7		Fatty acid-binding protein, adipocyte		P15090		FABP4		-0.82		1648		1.70E-06		0.00065		0.013		0.566441943		1.7654059915		77%

		24474-12		Tetratricopeptide repeat protein 9A		Q92623		TTC9		1		466		1.90E-06		0.00065		0.014		2		0.5		-50%

		9756-6		Transgelin		Q01995		TAGLN		-0.59		1647		1.80E-06		0.00065		0.014		0.664342907		1.5052467475		51%

		10666-7		N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		GNPTG		-0.16		1665.5		1.90E-06		0.00065		0.015		0.895025071		1.117287138		12%

		11696-7		Cellular retinoic acid-binding protein 2		P29373		CRABP2		-0.76		1644		2.00E-06		0.00065		0.015		0.590496331		1.6934906239		69%

		21545-51		Musculoskeletal embryonic nuclear protein 1		Q8IVN3		MUSTN1		-0.18		1645		1.90E-06		0.00065		0.015		0.882702996		1.1328838857		13%

		16763-11		Leukocyte cell-derived chemotaxin-2		O14960		LECT2		-0.47		1643		2.10E-06		0.00065		0.016		0.721964598		1.3851094677		39%

		25124-21		Zinc finger and BTB domain-containing protein 7A		O95365		ZBTB7A		0.22		449		2.10E-06		0.00065		0.016		1.164733586		0.8585654368		-14%

		2891-1		B-cell receptor CD22		P20273		CD22		0.22		469		2.10E-06		0.00065		0.016		1.164733586		0.8585654368		-14%

		23640-10		EH domain-containing protein 2		Q9NZN4		EHD2		-0.51		1642		2.20E-06		0.00065		0.017		0.702222438		1.4240501953		42%

		7211-2		Ribonuclease pancreatic		P07998		RNASE1		-0.74		1642		2.20E-06		0.00065		0.017		0.598739352		1.6701758397		67%

		9216-100		Plexin-B2		O15031		PLXNB2		-0.3		1642		2.20E-06		0.00065		0.017		0.812252396		1.2311444139		23%

		10514-5		Prostaglandin-H2 D-isomerase		P41222		PTGDS		-0.54		1641		2.30E-06		0.00065		0.018		0.687770909		1.4539725175		45%

		21829-8		40S ribosomal protein S12		P25398		RPS12		0.32		475		2.80E-06		0.00068		0.021		1.248330549		0.8010698775		-20%

		5635-66		Triggering receptor expressed on myeloid cells 2		Q9NZC2		TREM2		-0.48		1656		2.80E-06		0.00068		0.021		0.716977624		1.3947436664		39%

		7921-65		Four-jointed box protein 1		Q86VR8		FJX1		-0.63		1637		2.80E-06		0.00068		0.021		0.646176415		1.5475649943		55%

		8696-15		Galactosylceramide sulfotransferase		Q99999		GAL3ST1		0.37		475		2.80E-06		0.00068		0.021		1.292352831		0.7737824966		-23%

		19119-10		DNA damage-inducible transcript 3 protein		P35638		DDIT3		-0.27		1654		3.00E-06		0.00071		0.023		0.829319546		1.2058078274		21%

		7935-26		Glycosyltransferase-like protein LARGE1		O95461		LARGE1		-0.52		1633		3.30E-06		0.00072		0.025		0.697371833		1.4339552484		43%

		10576-7		Plexin domain-containing protein 2:Extracellular domain		Q6UX71		PLXDC2		-0.24		1650.5		3.40E-06		0.00072		0.026		0.846745312		1.1809926619		18%

		21823-5		Protein phosphatase 1G		O15355		PPM1G		0.23		480		3.40E-06		0.00072		0.026		1.172834949		0.8526348919		-15%

		7999-23		Ectonucleoside triphosphate diphosphohydrolase 1		P49961		ENTPD1		-0.33		1632		3.40E-06		0.00072		0.026		0.795536484		1.2570133741		26%

		17819-30		Acylpyruvase FAHD1, mitochondrial		Q6P587		FAHD1		0.67		481		3.60E-06		0.00073		0.027		1.591072968		0.6285066871		-37%

		3359-11		Cyclin-dependent kinase 8:Cyclin-C complex		P49336|P24863		CDK8|CCNC		0.19		485		4.20E-06		0.00084		0.032		1.140763716		0.8766057212		-12%

		14036-116		Multiple PDZ domain protein		O75970		MPDZ		-0.2		1642.5		4.60E-06		9.00E-04		0.035		0.870550563		1.1486983554		15%

		20211-75		Guanylate-binding protein 5		Q96PP8		GBP5		0.15		472		5.10E-06		0.00097		0.039		1.109569472		0.9012504627		-10%

		16913-8		Ribonuclease T2		O00584		RNASET2		-0.36		1638.5		5.40E-06		0.00098		0.041		0.77916458		1.283425897		28%

		4712-28		Apolipoprotein D		P05090		APOD		0.27		491		5.40E-06		0.00098		0.041		1.205807828		0.8293195456		-17%

		5080-131		Transmembrane glycoprotein NMB:Extracellular domain		Q14956		GPNMB		-0.27		1619		5.90E-06		0.001		0.045		0.829319546		1.2058078274		21%

		7251-64		Complement C1q tumor necrosis factor-related protein 3		Q9BXJ4		C1QTNF3		-0.38		1619		5.90E-06		0.001		0.045		0.768437591		1.3013418548		30%

		7721-81		Fragile X mental retardation protein 1		Q06787		FMR1		0.24		494		6.10E-06		0.001		0.046		1.180992661		0.8467453127		-15%





T-Test 1v3+4 Bonferroni <0.05

		Sequence ID		Protein Name		UniProt ID		Gene Symbol		Fold.Change		t.statistic		p.value		FDR		Bonferroni		Antilog		1/antilog		%change G1 vs G3+4

		23694-3		Asparagine synthetase		P08243		ASNS		0.21		-5.85		8.40E-08		0.00047		0.00064		1.156688184		0.8645372312		-14%

		20591-48		Gliomedin		Q6ZMI3		GLDN		-0.42		5.59		2.50E-07		0.00047		0.0019		0.747424624		1.3379275554		34%

		9216-100		Plexin-B2		O15031		PLXNB2		-0.3		5.52		3.20E-07		0.00047		0.0025		0.812252396		1.2311444139		23%

		11696-7		Cellular retinoic acid-binding protein 2		P29373		CRABP2		-0.76		5.56		3.80E-07		0.00047		0.0029		0.590496331		1.6934906239		69%

		7779-86		Carbohydrate sulfotransferase 11		Q9NPF2		CHST11		-0.35		5.49		4.00E-07		0.00047		0.0031		0.784584098		1.2745606272		27%

		7244-16		IGF-like family receptor 1		Q9H665		IGFLR1		-0.49		5.36		6.40E-07		0.00047		0.0048		0.712025098		1.4044448753		40%

		15533-97		Macrophage scavenger receptor types I and II:Extracellular domain		P21757		MSR1		-0.59		5.34		6.90E-07		0.00047		0.0053		0.664342907		1.5052467475		51%

		10514-5		Prostaglandin-H2 D-isomerase		P41222		PTGDS		-0.54		5.4		7.30E-07		0.00047		0.0055		0.687770909		1.4539725175		45%

		7693-13		Tumor necrosis factor receptor superfamily member 10B		O14763		TNFRSF10B		-0.15		5.33		8.20E-07		0.00047		0.0062		0.901250463		1.1095694716		11%

		13514-121		Ras-related protein Rab-35		Q15286		RAB35		0.25		-5.32		8.30E-07		0.00047		0.0063		1.189207115		0.8408964153		-16%

		2654-19		Tumor necrosis factor receptor superfamily member 1A		P19438		TNFRSF1A		-0.46		5.28		8.90E-07		0.00047		0.0068		0.726986259		1.3755418175		38%

		16818-200		CUB domain-containing protein 1		Q9H5V8		CDCP1		-0.5		5.28		9.20E-07		0.00047		0.007		0.707106781		1.4142135627		41%

		10666-7		N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		GNPTG		-0.16		5.26		1.00E-06		0.00047		0.0076		0.895025071		1.117287138		12%

		10576-7		Plexin domain-containing protein 2:Extracellular domain		Q6UX71		PLXDC2		-0.24		5.24		1.00E-06		0.00047		0.0079		0.846745312		1.1809926619		18%

		7921-65		Four-jointed box protein 1		Q86VR8		FJX1		-0.63		5.23		1.10E-06		0.00047		0.0083		0.646176415		1.5475649943		55%

		20211-75		Guanylate-binding protein 5		Q96PP8		GBP5		0.15		-5.23		1.10E-06		0.00047		0.0085		1.109569472		0.9012504627		-10%

		7211-2		Ribonuclease pancreatic		P07998		RNASE1		-0.74		5.23		1.10E-06		0.00047		0.0085		0.598739352		1.6701758397		67%

		7935-26		Glycosyltransferase-like protein LARGE1		O95461		LARGE1		-0.52		5.25		1.30E-06		0.00047		0.0096		0.697371833		1.4339552484		43%

		20458-22		NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2		O43678		NDUFA2		0.25		-5.2		1.30E-06		0.00047		0.0097		1.189207115		0.8408964153		-16%

		9756-6		Transgelin		Q01995		TAGLN		-0.59		5.2		1.30E-06		0.00047		0.0097		0.664342907		1.5052467475		51%

		21385-5		SLIT and NTRK-like protein 2		Q9H156		SLITRK2		-0.55		5.25		1.30E-06		0.00047		0.0099		0.683020128		1.4640856968		46%

		8368-102		Tumor necrosis factor receptor superfamily member 1B		P20333		TNFRSF1B		-0.35		5.19		1.40E-06		0.00049		0.011		0.784584098		1.2745606272		27%

		19545-145		Oxidized Protein deglycase DJ-1		Q99497		PARK7		0.22		-5.14		1.60E-06		0.00051		0.012		1.164733586		0.8585654368		-14%

		4469-78		Carbohydrate sulfotransferase 15		Q7LFX5		CHST15		-1.1		5.24		1.60E-06		0.00051		0.012		0.466516496		2.143546924		114%

		23020-18		Regulator of G-protein signaling 4		P49798		RGS4		-0.38		5.12		1.80E-06		0.00054		0.014		0.768437591		1.3013418548		30%

		5635-66		Triggering receptor expressed on myeloid cells 2		Q9NZC2		TREM2		-0.48		5.11		1.80E-06		0.00054		0.014		0.716977624		1.3947436664		39%

		15386-7		Fatty acid-binding protein, adipocyte		P15090		FABP4		-0.82		5.09		2.00E-06		0.00054		0.015		0.566441943		1.7654059915		77%

		4712-28		Apolipoprotein D		P05090		APOD		0.27		-5.11		1.90E-06		0.00054		0.015		1.205807828		0.8293195456		-17%

		9244-27		Palmitoyl-protein thioesterase 1		P50897		PPT1		0.29		-5.12		2.10E-06		0.00055		0.016		1.222640278		0.8179020584		-18%

		16913-8		Ribonuclease T2		O00584		RNASET2		-0.36		5.06		2.50E-06		0.00063		0.019		0.77916458		1.283425897		28%

		21768-9		Alpha-1,6-mannosylglycoprotein 6-beta-N-acetylglucosaminyltransferase A		Q09328		MGAT5		-0.42		5.1		2.70E-06		0.00065		0.02		0.747424624		1.3379275554		34%

		5080-131		Transmembrane glycoprotein NMB:Extracellular domain		Q14956		GPNMB		-0.27		4.99		3.00E-06		0.00067		0.022		0.829319546		1.2058078274		21%

		15640-54		Transgelin		Q01995		TAGLN		-0.55		4.99		3.00E-06		0.00067		0.023		0.683020128		1.4640856968		46%

		24682-35		Cytochrome b reductase 1		Q53TN4		CYBRD1		0.62		-5.01		3.00E-06		0.00067		0.023		1.536875181		0.6506709278		-35%

		21535-5		Alanyl-tRNA editing protein Aarsd1		Q9BTE6		AARSD1		0.64		-5.05		3.20E-06		0.00067		0.024		1.558329159		0.6417129489		-36%

		8348-4		Ephrin type-B receptor 2		P29323		EPHB2		-0.38		4.98		3.10E-06		0.00067		0.024		0.768437591		1.3013418548		30%

		22057-9		Aldehyde dehydrogenase X, mitochondrial		P30837		ALDH1B1		0.19		-4.96		3.40E-06		0.00067		0.025		1.140763716		0.8766057212		-12%

		22587-37		Ephrin type-A receptor 6		Q9UF33		EPHA6		-0.56		4.99		3.30E-06		0.00067		0.025		0.678302164		1.4742692167		47%

		3340-53		Thrombospondin-4		P35443		THBS4		-0.6		5.03		3.40E-06		0.00067		0.026		0.659753955		1.5157165674		52%

		20576-71		Frizzled-7		O75084		FZD7		-0.51		4.91		4.20E-06		8.00E-04		0.032		0.702222438		1.4240501953		42%

		7721-81		Fragile X mental retardation protein 1		Q06787		FMR1		0.24		-4.93		4.30E-06		8.00E-04		0.033		1.180992661		0.8467453127		-15%

		22080-22		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		Q8WZ19		KCTD13		0.47		-4.9		4.70E-06		0.00085		0.036		1.385109468		0.7219645978		-28%

		11081-1		Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		P21695		GPD1		-0.83		4.85		5.30E-06		0.00092		0.04		0.562529242		1.7776853634		78%

		21141-9		Protein FAM84B		Q96KN1		LRATD2		-0.4		4.86		5.30E-06		0.00092		0.041		0.757858283		1.3195079112		32%

		7948-129		Glycolipid transfer protein domain-containing protein 2		A6NH11		GLTPD2		-0.69		4.87		5.80E-06		0.00098		0.044		0.61985385		1.6132835184		61%





ANOVA FDR <0.01 Pathway analysi

		Protein Name		UniProt ID		Gene Symbol		Max.Fold.Change		F		p.value		FDR		Bonferroni		antilog Max fold		1/antilog		% Change G1 vs G3 or 4				Reactome		Pathway Analysus

		Ras-related protein Rab-35		Q15286		RAB35		-0.3		21.42		2.60E-08		0.00019		0.00019		0.812252396		1.2311444139		-23%						Ligand-dependent caspase activation		TRIF-mediated programmed cell death		Iron uptake and transport		Toll Like Receptor 4 (TLR4) Cascade		Chondroitin sulfate biosynthesis		IKK complex recruitment mediated by RIP1		EPH-Ephrin signaling		Class B/2 (Secretin family receptors)

		Asparagine synthetase		P08243		ASNS		-0.28		20.09		6.30E-08		0.00024		0.00048		0.823591017		1.2141948848		-21%						EPH-ephrin mediated repulsion of cells		MyD88-independent TLR3/TLR4 cascade 		TNF signaling		Terminal pathway of complement		Dimerization of procaspase		Regulation by c-FLIP		Asymmetric localization of PCP proteins		CASP8 activity is inhibited

		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		Q8WZ19		KCTD13		-0.52		17.65		3.50E-07		0.00089		0.0027		0.697371833		1.4339552484		-43%						IRAK4 deficiency (TLR2/4)		MyD88 deficiency (TLR2/4)		TNFR1-induced proapoptotic signaling		RIPK1-mediated regulated necrosis		N-Glycan antennae elongation		TRAF6 mediated induction of TAK1 complex		Activation of IRF3/IRF7 mediated by TBK1/IKK epsilon		MyD88:Mal cascade initiated on plasma membrane

		Plexin-B2		O15031		PLXNB2		0.39		16.72		6.90E-07		0.0013		0.0052		1.310393404		0.7631296044		24%						HATs acetylate histones		Hormone-sensitive lipase (HSL)-mediated triacylglycerol hydrolysis		Regulation of Complement cascade		TNFs bind their physiological receptors		TNFR1-induced NFkappaB signaling pathway		Regulation of TNFR1 signaling		EPHA-mediated growth cone collapse		Assembly of collagen fibrils and other multimeric structures

		Carbohydrate sulfotransferase 11		Q9NPF2		CHST11		0.4		15.93		1.20E-06		0.0015		0.0093		1.319507911		0.7578582831		24%						Degradation of the extracellular matrix		TNFR2 non-canonical NF-kB pathway		Platelet degranulation 		Peptide ligand-binding receptors		Antigen activates B Cell Receptor (BCR) leading to generation of second messengers

		Cellular retinoic acid-binding protein 2		P29373		CRABP2		0.76		15.82		1.30E-06		0.0015		0.01		1.693490625		0.5904963306		41%

		IGF-like family receptor 1		Q9H665		IGFLR1		0.68		15.6		1.60E-06		0.0015		0.012		1.602139755		0.6241652745		38%

		Glycosyltransferase-like protein LARGE1		O95461		LARGE1		0.62		15.6		1.60E-06		0.0015		0.012		1.536875181		0.6506709278		35%

		Gliomedin		Q6ZMI3		GLDN		0.5		15.25		2.00E-06		0.0015		0.015		1.4142135624		0.7071067812		29%

		Macrophage scavenger receptor types I and II:Extracellular domain		P21757		MSR1		0.6		15.05		2.30E-06		0.0015		0.018		1.515716567		0.6597539552		34%

		Cathepsin S		P25774		CTSS		0.53		15.05		2.30E-06		0.0015		0.018		1.443929196		0.6925547338		31%

		Cytochrome b reductase 1		Q53TN4		CYBRD1		-0.7		14.92		2.60E-06		0.0015		0.02		0.615572207		1.6245047918		-62%

		Prostaglandin-H2 D-isomerase		P41222		PTGDS		0.54		14.85		2.70E-06		0.0015		0.021		1.453972517		0.6877709092		31%

		Ribonuclease pancreatic		P07998		RNASE1		0.76		14.85		2.70E-06		0.0015		0.021		1.693490625		0.5904963306		41%

		Transmembrane gamma-carboxyglutamic acid protein 1:Cytoplasmic domain		O14668		PRRG1		-0.34		14.64		3.20E-06		0.0016		0.024		0.790041312		1.2657565938		-27%

		Guanylate-binding protein 5		Q96PP8		GBP5		-0.16		14.6		3.30E-06		0.0016		0.025		0.895025071		1.117287138		-12%

		Synaptotagmin-6		Q5T7P8		SYT6		0.54		14.43		3.70E-06		0.0016		0.028		1.453972517		0.6877709092		31%

		Carbohydrate sulfotransferase 15		Q7LFX5		CHST15		1.2		14.23		4.30E-06		0.0016		0.033		2.29739671		0.4352752816		56%

		Triggering receptor expressed on myeloid cells 2		Q9NZC2		TREM2		0.54		14.16		4.60E-06		0.0016		0.035		1.453972517		0.6877709092		31%

		Tumor necrosis factor receptor superfamily member 1A		P19438		TNFRSF1A		0.49		14.13		4.70E-06		0.0016		0.036		1.404444876		0.7120250977		29%

		Alanyl-tRNA editing protein Aarsd1		Q9BTE6		AARSD1		-0.87		14.06		4.90E-06		0.0016		0.037		0.547146851		1.8276628992		-83%

		SLIT and NTRK-like protein 2		Q9H156		SLITRK2		0.6		14.05		5.00E-06		0.0016		0.038		1.515716567		0.6597539552		34%

		Four-jointed box protein 1		Q86VR8		FJX1		0.7		14.01		5.10E-06		0.0016		0.039		1.624504793		0.6155722066		38%

		Tumor necrosis factor receptor superfamily member 1B		P20333		TNFRSF1B		0.41		13.97		5.30E-06		0.0016		0.04		1.328685814		0.7526233738		25%

		Fatty acid-binding protein, adipocyte		P15090		FABP4		1		13.94		5.40E-06		0.0016		0.041		2		0.5		50%

		CUB domain-containing protein 1		Q9H5V8		CDCP1		0.56		13.91		5.50E-06		0.0016		0.042		1.474269217		0.6783021639		32%

		N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		GNPTG		0.18		13.88		5.70E-06		0.0016		0.043		1.132883885		0.8827029965		12%

		Oxidized Protein deglycase DJ-1		Q99497		PARK7		-0.24		13.77		6.10E-06		0.0016		0.047		0.846745312		1.1809926619		-18%

		Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		P21695		GPD1		1.1		13.66		6.70E-06		0.0016		0.051		2.143546925		0.4665164958		53%

		Cadherin-23		Q9H251		CDH23		-0.27		13.65		6.70E-06		0.0016		0.051		0.829319546		1.2058078274		-21%

		Apolipoprotein D		P05090		APOD		-0.32		13.65		6.70E-06		0.0016		0.051		0.801069878		1.2483305483		-25%

		Tumor necrosis factor receptor superfamily member 10B		O14763		TNFRSF10B		0.15		13.63		6.90E-06		0.0016		0.052		1.109569472		0.9012504627		10%

		Plexin domain-containing protein 2:Extracellular domain		Q6UX71		PLXDC2		0.27		13.51		7.50E-06		0.0017		0.057		1.205807828		0.8293195456		17%

		NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2		O43678		NDUFA2		-0.28		13.51		7.50E-06		0.0017		0.057		0.823591017		1.2141948848		-21%

		Alpha-1,6-mannosylglycoprotein 6-beta-N-acetylglucosaminyltransferase A		Q09328		MGAT5		0.49		13.49		7.60E-06		0.0017		0.058		1.404444876		0.7120250977		29%

		Thrombospondin-4		P35443		THBS4		0.68		13.44		7.90E-06		0.0017		0.06		1.602139755		0.6241652745		38%

		Fc_MOUSE		Q99LC4				-0.19		13.36		8.40E-06		0.0017		0.064		0.876605721		1.1407637163		-14%

		Microfibrillar-associated protein 2		P55001		MFAP2		0.46		13.35		8.50E-06		0.0017		0.065		1.375541818		0.7269862587		27%

		Transgelin		Q01995		TAGLN		0.61		13.18		9.70E-06		0.0019		0.074		1.526259209		0.6551967019		34%

		Ephrin type-A receptor 6		Q9UF33		EPHA6		0.66		12.98		1.10E-05		0.0022		0.086		1.580082624		0.6328782969		37%

		Aldehyde dehydrogenase X, mitochondrial		P30837		ALDH1B1		-0.21		12.91		1.20E-05		0.0022		0.091		0.864537231		1.1566881843		-16%

		Ribonuclease T2		O00584		RNASET2		0.38		12.88		1.20E-05		0.0022		0.093		1.301341855		0.7684375909		23%

		Fragile X mental retardation protein 1		Q06787		FMR1		-0.27		12.85		1.30E-05		0.0022		0.095		0.829319546		1.2058078274		-21%

		Alpha-2-HS-glycoprotein		P02765		AHSG		-0.25		12.79		1.30E-05		0.0023		0.1		0.840896415		1.1892071154		-19%

		Sulfhydryl oxidase 1		O00391		QSOX1		0.55		12.77		1.30E-05		0.0023		0.1		1.464085696		0.6830201284		32%

		Regulator of G-protein signaling 4		P49798		RGS4		0.4		12.69		1.40E-05		0.0023		0.11		1.319507911		0.7578582831		24%

		Acylpyruvase FAHD1, mitochondrial		Q6P587		FAHD1		-0.96		12.42		1.70E-05		0.0027		0.13		0.514056913		1.9453098961		-95%

		Allophycocyanin_CYACA		Q9TLS8|Q9TLS7		apcB|apcA		-0.87		12.49		1.70E-05		0.0027		0.13		0.547146851		1.8276628992		-83%

		Palmitoyl-protein thioesterase 1		P50897		PPT1		-0.29		12.45		1.70E-05		0.0027		0.13		0.817902059		1.222640277		-22%

		Transmembrane glycoprotein NMB:Extracellular domain		Q14956		GPNMB		0.32		12.38		1.80E-05		0.0027		0.14		1.248330549		0.8010698775		20%

		Transgelin		Q01995		TAGLN		0.65		12.31		1.90E-05		0.0028		0.15		1.569168196		0.6372803136		36%

		Somatoliberin		P01286		GHRH		0.42		12.26		2.00E-05		0.0028		0.15		1.337927555		0.7474246242		25%

		Glycolipid transfer protein domain-containing protein 2		A6NH11		GLTPD2		0.79		12.25		2.00E-05		0.0028		0.15		1.729074463		0.5783440918		42%

		Ephrin type-B receptor 2		P29323		EPHB2		0.42		12.3		1.90E-05		0.0028		0.15		1.337927555		0.7474246242		25%

		Complement C1q tumor necrosis factor-related protein 3		Q9BXJ4		C1QTNF3		0.41		12.18		2.10E-05		0.0029		0.16		1.328685814		0.7526233738		25%

		Galactosylceramide sulfotransferase		Q99999		GAL3ST1		-0.38		12.14		2.20E-05		0.0029		0.16		0.768437591		1.3013418548		-30%

		Frizzled-7		O75084		FZD7		0.51		12.13		2.20E-05		0.0029		0.17		1.424050196		0.7022224377		30%

		Carbohydrate sulfotransferase 15		Q7LFX5		CHST15		0.8		11.96		2.50E-05		0.0033		0.19		1.741101127		0.5743491774		43%

		Protein FAM84B		Q96KN1		LRATD2		0.52		11.92		2.60E-05		0.0033		0.2		1.433955248		0.6973718332		30%

		40S ribosomal protein S12		P25398		RPS12		-0.32		11.79		2.90E-05		0.0036		0.22		0.801069878		1.2483305483		-25%

		IgGFc-binding protein		Q9Y6R7		FCGBP		-0.78		11.63		3.20E-05		0.004		0.25		0.582366793		1.7171308736		-72%

		Protein phosphatase 1G		O15355		PPM1G		-0.25		11.54		3.50E-05		0.0043		0.27		0.840896415		1.1892071154		-19%

		Cochlin		O43405		COCH		-0.67		11.47		3.70E-05		0.0044		0.28		0.628506687		1.5910729682		-59%

		Tetratricopeptide repeat protein 9A		Q92623		TTC9		-1		11.38		4.00E-05		0.0047		0.3		0.5		2		-100%

		Secreted frizzled-related protein 1		Q8N474		SFRP1		0.55		11.35		4.10E-05		0.0047		0.31		1.464085696		0.6830201284		32%

		Tyrosine-protein kinase ZAP-70		P43403		ZAP70		-0.19		11.35		4.10E-05		0.0047		0.31		0.876605721		1.1407637163		-14%

		Lipopolysaccharide-binding protein		P18428		LBP		1.5		11.28		4.30E-05		0.0049		0.33		2.828427125		0.3535533906		65%

		Fatty acid synthase		P49327		FASN		-0.91		11.2		4.60E-05		0.0051		0.35		0.532185091		1.8790454992		-88%

		Low-density lipoprotein receptor-related protein 10		Q7Z4F1		LRP10		0.4		11.16		4.70E-05		0.0051		0.36		1.319507911		0.7578582831		24%

		Leukocyte cell-derived chemotaxin-2		O14960		LECT2		0.49		11.16		4.70E-05		0.0051		0.36		1.404444876		0.7120250977		29%

		Fatty acid-binding protein, adipocyte		P15090		FABP4		0.92		11.15		4.80E-05		0.0051		0.36		1.892115293		0.5285090204		47%

		Transcription factor A, mitochondrial		Q00059		TFAM		-0.9		11.12		4.90E-05		0.0052		0.37		0.535886731		1.866065984		-87%

		Desmoglein-1		Q02413		DSG1		-0.23		11.1		5.00E-05		0.0052		0.38		0.852634892		1.1728349489		-17%

		ADP-ribosylation factor-like protein 11		Q969Q4		ARL11		-1.4		11.06		5.10E-05		0.0052		0.39		0.378929142		2.639015819		-164%

		Frizzled-2		Q14332		FZD2		0.45		11.05		5.20E-05		0.0052		0.39		1.366040257		0.7320428478		27%

		Tubulin polymerization-promoting protein family member 3		Q9BW30		TPPP3		0.68		11.02		5.30E-05		0.0053		0.4		1.602139755		0.6241652745		38%

		Histone H2B type 2-E		Q16778		H2BC21		-2		11.01		5.30E-05		0.0053		0.41		0.25		4		-300%

		Protein Z-dependent protease inhibitor		Q9UK55		SERPINA10		0.54		10.96		5.60E-05		0.0053		0.42		1.453972517		0.6877709092		31%

		Netrin receptor UNC5B		Q8IZJ1		UNC5B		0.46		10.96		5.50E-05		0.0053		0.42		1.375541818		0.7269862587		27%

		Cytochrome b561 domain-containing protein 1		Q8N8Q1		CYB561D1		-0.64		10.95		5.60E-05		0.0053		0.43		0.641712949		1.5583291588		-56%

		Phospholipid transfer protein		P55058		PLTP		0.64		10.95		5.60E-05		0.0053		0.43		1.558329159		0.6417129489		36%

		Protein Dr1		Q01658		DR1		-1.3		10.92		5.70E-05		0.0053		0.44		0.406126198		2.4622888278		-146%

		Brorin		Q2TAL6		VWC2		0.56		10.89		5.90E-05		0.0054		0.45		1.474269217		0.6783021639		32%

		Uncharacterized protein C1orf50		Q9BV19		C1orf50		0.42		10.74		6.70E-05		0.006		0.51		1.337927555		0.7474246242		25%

		Stress-induced-phosphoprotein 1		P31948		STIP1		-0.8		10.65		7.10E-05		0.0063		0.54		0.574349177		1.7411011281		-74%

		Bifunctional lysine-specific demethylase and histidyl-hydroxylase MINA		Q8IUF8		RIOX2		-1		10.62		7.30E-05		0.0063		0.55		0.5		2		-100%

		Cadherin-15:Extracellular domain		P55291		CDH15		-0.21		10.62		7.30E-05		0.0063		0.55		0.864537231		1.1566881843		-16%

		Bcl-2-like protein 1		Q07817		BCL2L1		-0.28		10.62		7.30E-05		0.0063		0.56		0.823591017		1.2141948848		-21%

		C-type lectin domain family 12 member A		Q5QGZ9		CLEC12A		-1.4		10.59		7.50E-05		0.0064		0.57		0.378929142		2.639015819		-164%

		Heme oxygenase 1		P09601		HMOX1		0.47		10.56		7.70E-05		0.0064		0.58		1.385109468		0.7219645978		28%

		Endoplasmic reticulum-Golgi intermediate compartment protein 1		Q969X5		ERGIC1		-0.75		10.55		7.80E-05		0.0064		0.59		0.594603558		1.6817928291		-68%

		EH domain-containing protein 2		Q9NZN4		EHD2		0.57		10.54		7.80E-05		0.0064		0.59		1.484523571		0.6736167883		33%

		Promotilin		P12872		MLN		1.2		10.5		8.00E-05		0.0066		0.61		2.29739671		0.4352752816		56%

		Carbohydrate sulfotransferase 12		Q9NRB3		CHST12		0.18		10.46		8.30E-05		0.0067		0.63		1.132883885		0.8827029965		12%

		Glutathione peroxidase 3		P22352		GPX3		-0.26		10.4		8.80E-05		0.0069		0.66		0.835087919		1.1974787052		-20%

		Centromere/kinetochore protein zw10 homolog		O43264		ZW10		-0.68		10.39		8.80E-05		0.0069		0.67		0.624165274		1.6021397563		-60%

		No protein						-0.88		10.39		8.80E-05		0.0069		0.67		0.543367431		1.8403753021		-84%

		Complement C5b-C6 complex		P01031|P13671		C5|C6		0.48		10.34		9.10E-05		0.007		0.69		1.394743666		0.7169776242		28%

		Matrilysin		P09237		MMP7		0.6		10.33		9.20E-05		0.007		0.7		1.515716567		0.6597539552		34%

		No protein						-0.67		10.34		9.20E-05		0.007		0.7		0.628506687		1.5910729682		-59%

		Protein S100-A16		Q96FQ6		S100A16		0.37		10.28		9.60E-05		0.0071		0.73		1.292352831		0.7737824966		23%

		Fatty acid-binding protein, heart		P05413		FABP3		0.93		10.26		9.80E-05		0.0071		0.74		1.905275996		0.5248583418		48%

		SPARC-like protein 1		Q14515		SPARCL1		1.1		10.25		9.80E-05		0.0071		0.75		2.143546925		0.4665164958		53%

		Golgi membrane protein 1		Q8NBJ4		GOLM1		0.4		10.25		9.90E-05		0.0071		0.75		1.319507911		0.7578582831		24%

		B-cell receptor CD22		P20273		CD22		-0.29		10.25		9.90E-05		0.0071		0.75		0.817902059		1.222640277		-22%

		Malic dehydrogenase_THETH		P10584		mdh		-0.5		10.18		1.00E-04		0.0075		0.79		0.707106781		1.4142135627		-41%

		Beta-1,4-galactosyltransferase 1		P15291		B4GALT1		0.99		10.16		0.00011		0.0075		0.8		1.986184991		0.503477775		50%

		H/ACA ribonucleoprotein complex subunit 2		Q9NX24		NHP2		-0.94		10.1		0.00011		0.0078		0.85		0.52123288		1.9185282402		-92%

		Zinc fingers and homeoboxes protein 2		Q9Y6X8		ZHX2		-0.37		10.08		0.00011		0.0078		0.86		0.773782497		1.2923528303		-29%

		Annexin A2		P07355		ANXA2		-0.52		10.09		0.00011		0.0078		0.86		0.697371833		1.4339552484		-43%

		Isobutyryl-CoA dehydrogenase, mitochondrial		Q9UKU7		ACAD8		0.19		10		0.00012		0.0083		0.92		1.140763716		0.8766057212		12%

		C-type lectin domain family 4 member G		Q6UXB4		CLEC4G		-0.65		9.95		0.00013		0.0084		0.96		0.637280314		1.569168195		-57%

		Alpha-1-antichymotrypsin		P01011		SERPINA3		-0.36		9.95		0.00013		0.0084		0.96		0.77916458		1.283425897		-28%

		Bcl-2-like protein 10		Q9HD36		BCL2L10		-0.26		9.93		0.00013		0.0084		0.97		0.835087919		1.1974787052		-20%

		Neural proliferation differentiation and control protein 1		Q9NQX5		NPDC1		0.51		9.92		0.00013		0.0084		0.98		1.424050196		0.7022224377		30%

		RIP		Q13546		RIPK1		-0.22		9.92		0.00013		0.0084		0.98		0.858565436		1.1647335871		-16%

		Protocadherin gamma-B1		Q9Y5G3		PCDHGB1		-0.41		9.85		0.00014		0.0085		1		0.752623374		1.3286858136		-33%

		Regulatory factor X-associated protein		O00287		RFXAP		-0.29		9.87		0.00013		0.0085		1		0.817902059		1.222640277		-22%

		Biogenesis of lysosome-related organelles complex 1 subunit 1		P78537		BLOC1S1		-1.6		9.9		0.00013		0.0085		1		0.329876978		3.0314331302		-203%

		Adenylate kinase_GEOSE		P27142		adk		-0.61		9.89		0.00013		0.0085		1		0.655196702		1.5262592088		-53%

		Serotransferrin		P02787		TF		-0.53		9.88		0.00013		0.0085		1		0.692554734		1.4439291956		-44%

		Melanocyte protein PMEL		P40967		PMEL		0.46		9.85		0.00014		0.0085		1		1.375541818		0.7269862587		27%

		T-complex protein 1 subunit eta		Q99832		CCT7		-1.3		9.8		0.00014		0.0086		1		0.406126198		2.4622888278		-146%

		Interleukin-15 receptor subunit alpha		Q13261		IL15RA		0.35		9.78		0.00014		0.0086		1		1.274560627		0.7845840981		22%

		Transcription initiation factor TFIID subunit 10		Q12962		TAF10		-0.16		9.77		0.00015		0.0086		1		0.895025071		1.117287138		-12%

		Mitochondrial dynamics protein MID51		Q9NQG6		MIEF1		-0.4		9.81		0.00014		0.0086		1		0.757858283		1.3195079112		-32%

		Ephrin type-A receptor 2		P29317		EPHA2		0.37		9.8		0.00014		0.0086		1		1.292352831		0.7737824966		23%

		Melittin_VESMG		P68408		MELT		-0.83		9.78		0.00015		0.0086		1		0.562529242		1.7776853634		-78%

		Protein FAM171A2		A8MVW0		FAM171A2		-0.27		9.72		0.00015		0.0087		1		0.829319546		1.2058078274		-21%

		Scavenger mRNA-decapping enzyme DcpS		Q96C86		DCPS		0.22		9.74		0.00015		0.0087		1		1.164733586		0.8585654368		14%

		SH3 domain-containing kinase-binding protein 1		Q96B97		SH3KBP1		-0.59		9.72		0.00015		0.0087		1		0.664342907		1.5052467475		-51%

		Toll-like receptor 4:Lymphocyte antigen 96 complex		O00206|Q9Y6Y9		TLR4|LY96		0.4		9.72		0.00015		0.0087		1		1.319507911		0.7578582831		24%

		Lymphocyte activation gene 3 protein		P18627		LAG3		0.94		9.74		0.00015		0.0087		1		1.918528239		0.5212328803		48%

		Immunoglobulin G		P01857		IGHG1		-0.37		9.68		0.00016		0.0088		1		0.773782497		1.2923528303		-29%

		Transforming growth factor beta receptor type 3		Q03167		TGFBR3		0.64		9.66		0.00016		0.0088		1		1.558329159		0.6417129489		36%

		Adhesion G protein-coupled receptor E2		Q9UHX3		ADGRE2		1.2		9.66		0.00016		0.0088		1		2.29739671		0.4352752816		56%

		Transmembrane glycoprotein NMB:Extracellular domain		Q14956		GPNMB		0.26		9.67		0.00016		0.0088		1		1.197478705		0.8350879192		16%

		Inhibin beta B chain		P09529		INHBB		0.98		9.63		0.00016		0.009		1		1.972465409		0.5069797399		49%

		Brorin		Q2TAL6		VWC2		0.43		9.6		0.00017		0.009		1		1.347233577		0.7422617852		26%

		Transmembrane emp24 domain-containing protein 9		Q9BVK6		TMED9		0.35		9.6		0.00017		0.009		1		1.274560627		0.7845840981		22%

		Proteasome subunit beta type-10		P40306		PSMB10		-0.18		9.61		0.00017		0.009		1		0.882702996		1.1328838857		-13%

		Killer cell immunoglobulin-like receptor 2DL5A		Q8N109		KIR2DL5A		0.22		9.58		0.00017		0.0091		1		1.164733586		0.8585654368		14%

		39S ribosomal protein L33, mitochondrial		O75394		MRPL33		1.8		9.54		0.00018		0.0093		1		3.482202253		0.2871745888		71%

		Clusterin		P10909		CLU		-0.88		9.55		0.00018		0.0093		1		0.543367431		1.8403753021		-84%

		N6-adenosine-methyltransferase 70 kDa subunit		Q86U44		METTL3		-0.59		9.5		0.00018		0.0095		1		0.664342907		1.5052467475		-51%

		Alpha-(1,3)-fucosyltransferase 10		Q6P4F1		FUT10		0.36		9.48		0.00019		0.0096		1		1.283425898		0.7791645794		22%

		Netrin receptor UNC5B		Q8IZJ1		UNC5B		0.43		9.49		0.00018		0.0096		1		1.347233577		0.7422617852		26%

		U2 small nuclear ribonucleoprotein AAE		P09661		SNRPA1		-0.75		9.44		0.00019		0.0098		1		0.594603558		1.6817928291		-68%

		Green fluorescent protein_AEQVI		P42212		GFP		-0.48		9.44		0.00019		0.0098		1		0.716977624		1.3947436664		-39%





ANOVA FDR <0.02 Pathway analysi





KW FDR <0.01 Pathway Analysis

		Protein Name		UniProt ID		Gene Symbol		Max. Fold Change		p.value		FDR		Bonferroni		Antilog Fold Change				% Change G1 v G3 or 4		Reactome		Pathway Analysus

		Asparagine synthetase		P08243		ASNS		-0.28		3.10E-07		0.002		0.0023		0.823591017		121%		-21%				Ligand-dependent caspase activation		Class B/2 (Secretin family receptors)		Constitutive Signaling by NOTCH1 HD+PEST Domain Mutants		Constitutive Signaling by NOTCH1 PEST Domain Mutants		MyD88-independent TLR3/TLR4 cascade 		NOTCH1 Intracellular Domain Regulates Transcription		SCF(Skp2)-mediated degradation of p27/p21		Asymmetric localization of PCP proteins

		Ras-related protein Rab-35		Q15286		RAB35		-0.3		5.20E-07		0.002		0.004		0.812252396		123%		-23%				Apoptotic cleavage of cell adhesion  proteins		IRAK4 deficiency (TLR2/4)		MyD88 deficiency (TLR2/4)		TRIF-mediated programmed cell death		Transcriptional regulation of white adipocyte differentiation		Iron uptake and transport		TRAF6 mediated induction of TAK1 complex		Activation of IRF3/IRF7 mediated by TBK1/IKK epsilon

		BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 1		Q8WZ19		KCTD13		-0.52		2.90E-06		0.0042		0.022		0.697371833		143%		-43%				MyD88:Mal cascade initiated on plasma membrane		Toll Like Receptor 4 (TLR4) Cascade		Chondroitin sulfate biosynthesis		ATF4 activates genes		IKK complex recruitment mediated by RIP1		TNFs bind their physiological receptors		SMAD2/SMAD3:SMAD4 heterotrimer regulates transcription		EPH-ephrin mediated repulsion of cells

		Gliomedin		Q6ZMI3		GLDN		0.5		4.10E-06		0.0042		0.031		1.414213562		71%		29%				Vpu mediated degradation of CD4		SCF-beta-TrCP mediated degradation of Emi1		Dectin-1 mediated noncanonical NF-kB signaling		Degradation of GLI1 by the proteasome		Degradation of GLI2 by the proteasome		GLI3 is processed to GLI3R by the proteasome		NIK-->noncanonical NF-kB signaling		Degradation of the extracellular matrix

		IGF-like family receptor 1		Q9H665		IGFLR1		0.68		4.00E-06		0.0042		0.031		1.602139755		62%		38%				Activation of NF-kappaB in B cells		Degradation of beta-catenin by the destruction complex		TNFR2 non-canonical NF-kB pathway		CLEC7A (Dectin-1) signaling		Platelet degranulation 		Immunoregulatory interactions between a Lymphoid and a non-Lymphoid cell		PPARA activates gene expression		Downstream TCR signaling

		Somatoliberin		P01286		GHRH		0.42		6.20E-06		0.0042		0.047		1.337927555		75%		25%				G alpha (s) signalling events

		Triggering receptor expressed on myeloid cells 2		Q9NZC2		TREM2		0.54		6.60E-06		0.0042		0.05		1.453972517		69%		31%

		Carbohydrate sulfotransferase 11		Q9NPF2		CHST11		0.4		6.50E-06		0.0042		0.05		1.319507911		76%		24%

		Palmitoyl-protein thioesterase 1		P50897		PPT1		-0.29		6.60E-06		0.0042		0.05		0.817902059		122%		-22%

		Tumor necrosis factor receptor superfamily member 1B		P20333		TNFRSF1B		0.41		7.30E-06		0.0042		0.055		1.328685814		75%		25%

		Zinc finger and BTB domain-containing protein 7A		O95365		ZBTB7A		-0.25		7.60E-06		0.0042		0.057		0.840896415		119%		-19%

		Protein FAM84B		Q96KN1		LRATD2		0.52		7.70E-06		0.0042		0.059		1.433955248		70%		30%

		Tyrosine-protein kinase ZAP-70		P43403		ZAP70		-0.19		7.80E-06		0.0042		0.059		0.876605721		114%		-14%

		Macrophage scavenger receptor types I and II:Extracellular domain		P21757		MSR1		0.6		8.10E-06		0.0042		0.062		1.515716567		66%		34%

		Tumor necrosis factor receptor superfamily member 10B		O14763		TNFRSF10B		0.15		8.30E-06		0.0042		0.063		1.109569472		90%		10%

		NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2		O43678		NDUFA2		-0.28		8.80E-06		0.0042		0.067		0.823591017		121%		-21%

		Fatty acid-binding protein, adipocyte		P15090		FABP4		1		1.00E-05		0.0043		0.077		2		50%		50%

		Tumor necrosis factor receptor superfamily member 1A		P19438		TNFRSF1A		0.49		1.00E-05		0.0043		0.078		1.404444876		71%		29%

		Ribonuclease pancreatic		P07998		RNASE1		0.76		1.10E-05		0.0043		0.086		1.693490625		59%		41%

		N-acetylglucosamine-1-phosphotransferase subunit gamma		Q9UJJ9		GNPTG		0.18		1.20E-05		0.0043		0.089		1.132883885		88%		12%

		Transmembrane gamma-carboxyglutamic acid protein 1:Cytoplasmic domain		O14668		PRRG1		-0.34		1.20E-05		0.0043		0.092		0.790041312		127%		-27%

		Fc_MOUSE		Q99LC4				-0.19		1.40E-05		0.0043		0.1		0.876605721		114%		-14%

		CUB domain-containing protein 1		Q9H5V8		CDCP1		0.56		1.40E-05		0.0043		0.1		1.474269217		68%		32%

		Plexin-B2		O15031		PLXNB2		0.39		1.30E-05		0.0043		0.1		1.310393404		76%		24%

		Guanylate-binding protein 5		Q96PP8		GBP5		-0.16		1.50E-05		0.0043		0.12		0.895025071		112%		-12%

		Acylpyruvase FAHD1, mitochondrial		Q6P587		FAHD1		-0.96		1.70E-05		0.0043		0.13		0.514056913		195%		-95%

		Musculoskeletal embryonic nuclear protein 1		Q8IVN3		MUSTN1		0.2		1.70E-05		0.0043		0.13		1.148698355		87%		13%

		Glycosyltransferase-like protein LARGE1		O95461		LARGE1		0.62		1.80E-05		0.0043		0.13		1.536875181		65%		35%

		DNA damage-inducible transcript 3 protein		P35638		DDIT3		0.27		1.80E-05		0.0043		0.14		1.205807828		83%		17%

		Plexin domain-containing protein 2:Extracellular domain		Q6UX71		PLXDC2		0.27		1.90E-05		0.0043		0.15		1.205807828		83%		17%

		Tetratricopeptide repeat protein 9A		Q92623		TTC9		-1		2.00E-05		0.0043		0.15		0.5		200%		-100%

		Cathepsin S		P25774		CTSS		0.53		1.90E-05		0.0043		0.15		1.443929196		69%		31%

		No protein						-0.88		2.00E-05		0.0043		0.15		0.543367431		184%		-84%

		Discoidin domain-containing receptor 2		Q16832		DDR2		0.17		2.10E-05		0.0043		0.16		1.125058485		89%		11%

		Cadherin-23		Q9H251		CDH23		-0.27		2.10E-05		0.0043		0.16		0.829319546		121%		-21%

		Cellular retinoic acid-binding protein 2		P29373		CRABP2		0.76		2.20E-05		0.0043		0.17		1.693490625		59%		41%

		Four-jointed box protein 1		Q86VR8		FJX1		0.7		2.20E-05		0.0043		0.17		1.624504793		62%		38%

		Transgelin		Q01995		TAGLN		0.61		2.20E-05		0.0043		0.17		1.526259209		66%		34%

		Protein phosphatase 1G		O15355		PPM1G		-0.25		2.40E-05		0.0043		0.19		0.840896415		119%		-19%

		B-cell receptor CD22		P20273		CD22		-0.29		2.60E-05		0.0043		0.19		0.817902059		122%		-22%

		Multiple PDZ domain protein		O75970		MPDZ		0.22		2.60E-05		0.0043		0.2		1.164733586		86%		14%

		Leukocyte cell-derived chemotaxin-2		O14960		LECT2		0.49		2.60E-05		0.0043		0.2		1.404444876		71%		29%

		Galactosylceramide sulfotransferase		Q99999		GAL3ST1		-0.38		2.60E-05		0.0043		0.2		0.768437591		130%		-30%

		Transcription initiation factor TFIID subunit 10		Q12962		TAF10		-0.16		2.70E-05		0.0043		0.21		0.895025071		112%		-12%

		EH domain-containing protein 2		Q9NZN4		EHD2		0.57		2.80E-05		0.0043		0.21		1.484523571		67%		33%

		Cytochrome b reductase 1		Q53TN4		CYBRD1		-0.7		2.80E-05		0.0043		0.21		0.615572207		162%		-62%

		Complement C1q tumor necrosis factor-related protein 3		Q9BXJ4		C1QTNF3		0.41		2.70E-05		0.0043		0.21		1.328685814		75%		25%

		Prostaglandin-H2 D-isomerase		P41222		PTGDS		0.54		2.90E-05		0.0043		0.22		1.453972517		69%		31%

		Ribonuclease T2		O00584		RNASET2		0.38		2.90E-05		0.0043		0.22		1.301341855		77%		23%

		Oxidized Protein deglycase DJ-1		Q99497		PARK7		-0.24		2.90E-05		0.0043		0.22		0.846745312		118%		-18%

		Synaptotagmin-6		Q5T7P8		SYT6		0.54		2.90E-05		0.0043		0.22		1.453972517		69%		31%

		Carbonic anhydrase-related protein 10		Q9NS85		CA10		-0.19		3.00E-05		0.0043		0.23		0.876605721		114%		-14%

		Promotilin		P12872		MLN		1.2		3.00E-05		0.0043		0.23		2.29739671		44%		56%

		Regulatory factor X-associated protein		O00287		RFXAP		-0.29		3.20E-05		0.0043		0.24		0.817902059		122%		-22%

		Cyclin-dependent kinase 8:Cyclin-C complex		P49336|P24863		CDK8|CCNC		-0.29		3.20E-05		0.0043		0.24		0.817902059		122%		-22%

		Melittin_VESMG		P68408		MELT		-0.83		3.20E-05		0.0043		0.24		0.562529242		178%		-78%

		40S ribosomal protein S12		P25398		RPS12		-0.32		3.30E-05		0.0044		0.25		0.801069878		125%		-25%

		Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic		P21695		GPD1		1.1		3.50E-05		0.0046		0.27		2.143546925		47%		53%

		Transgelin		Q01995		TAGLN		0.65		4.00E-05		0.0049		0.3		1.569168196		64%		36%

		Sulfhydryl oxidase 1		O00391		QSOX1		0.55		4.00E-05		0.0049		0.3		1.464085696		68%		32%

		Ectonucleoside triphosphate diphosphohydrolase 1		P49961		ENTPD1		0.35		4.00E-05		0.0049		0.3		1.274560627		78%		22%

		No protein						-0.67		4.00E-05		0.0049		0.31		0.628506687		159%		-59%

		Serotransferrin		P02787		TF		-0.53		4.40E-05		0.0052		0.33		0.692554734		144%		-44%

		Secreted frizzled-related protein 1		Q8N474		SFRP1		0.55		4.70E-05		0.0056		0.36		1.464085696		68%		32%

		Aldehyde dehydrogenase X, mitochondrial		P30837		ALDH1B1		-0.21		4.90E-05		0.0056		0.37		0.864537231		116%		-16%

		Apolipoprotein D		P05090		APOD		-0.32		4.90E-05		0.0056		0.37		0.801069878		125%		-25%

		Cochlin		O43405		COCH		-0.67		4.90E-05		0.0056		0.37		0.628506687		159%		-59%

		S-phase kinase-associated protein 1		P63208		SKP1		-0.61		5.20E-05		0.0058		0.4		0.655196702		153%		-53%

		Transmembrane glycoprotein NMB:Extracellular domain		Q14956		GPNMB		0.32		5.30E-05		0.0058		0.4		1.248330549		80%		20%

		Exendin-4_HELSU		P26349				-0.74		5.80E-05		0.0063		0.44		0.598739352		167%		-67%

		Alpha-2-HS-glycoprotein		P02765		AHSG		-0.25		6.10E-05		0.0064		0.46		0.840896415		119%		-19%

		Microfibrillar-associated protein 2		P55001		MFAP2		0.46		6.00E-05		0.0064		0.46		1.375541818		73%		27%

		Fragile X mental retardation protein 1		Q06787		FMR1		-0.27		6.20E-05		0.0064		0.47		0.829319546		121%		-21%

		Allophycocyanin_CYACA		Q9TLS8|Q9TLS7		apcB|apcA		-0.87		6.40E-05		0.0066		0.49		0.547146851		183%		-83%

		Regulator of G-protein signaling 4		P49798		RGS4		0.4		7.10E-05		0.0071		0.54		1.319507911		76%		24%

		Adhesion G protein-coupled receptor E2		Q9UHX3		ADGRE2		1.2		7.10E-05		0.0071		0.54		2.29739671		44%		56%

		Green fluorescent protein_AEQVI		P42212		GFP		-0.48		7.40E-05		0.0072		0.56		0.716977624		139%		-39%

		Cadherin-1		P12830		CDH1		0.53		7.50E-05		0.0072		0.57		1.443929196		69%		31%

		Desmoglein-1		Q02413		DSG1		-0.23		7.50E-05		0.0072		0.57		0.852634892		117%		-17%

		SPARC-like protein 1		Q14515		SPARCL1		1.1		7.70E-05		0.0073		0.59		2.143546925		47%		53%

		Frizzled-7		O75084		FZD7		0.51		7.80E-05		0.0073		0.6		1.424050196		70%		30%

		Uncharacterized protein C1orf50		Q9BV19		C1orf50		0.42		7.80E-05		0.0073		0.6		1.337927555		75%		25%

		cGMP-dependent 3',5'-cyclic phosphodiesterase		O00408		PDE2A		-1		8.00E-05		0.0073		0.61		0.5		200%		-100%

		SLIT and NTRK-like protein 2		Q9H156		SLITRK2		0.6		8.30E-05		0.0075		0.63		1.515716567		66%		34%

		Malic dehydrogenase_THETH		P10584		mdh		-0.5		9.10E-05		0.0081		0.69		0.707106781		141%		-41%

		Ephrin type-B receptor 2		P29323		EPHB2		0.42		9.30E-05		0.0082		0.71		1.337927555		75%		25%

		Isobutyryl-CoA dehydrogenase, mitochondrial		Q9UKU7		ACAD8		0.19		9.50E-05		0.0083		0.72		1.140763716		88%		12%

		Alpha-1,6-mannosylglycoprotein 6-beta-N-acetylglucosaminyltransferase A		Q09328		MGAT5		0.49		9.70E-05		0.0083		0.74		1.404444876		71%		29%

		Fatty acid synthase		P49327		FASN		-0.91		9.80E-05		0.0083		0.74		0.532185091		188%		-88%

		Toll-like receptor 4:Lymphocyte antigen 96 complex		O00206|Q9Y6Y9		TLR4|LY96		0.4		1.00E-04		0.0084		0.76		1.319507911		76%		24%

		Thymocyte nuclear protein 1		Q9P016		THYN1		-0.5		1.00E-04		0.0084		0.77		0.707106781		141%		-41%

		Tubulin polymerization-promoting protein family member 3		Q9BW30		TPPP3		0.68		1.00E-04		0.0084		0.78		1.602139755		62%		38%

		G1/S-specific cyclin-E1		P24864		CCNE1		-0.3		1.00E-04		0.0085		0.79		0.812252396		123%		-23%

		Ephrin type-A receptor 6		Q9UF33		EPHA6		0.66		1.00E-04		0.0085		0.8		1.580082624		63%		37%

		Carbohydrate sulfotransferase 15		Q7LFX5		CHST15		1.2		0.00011		0.0086		0.82		2.29739671		44%		56%

		26S proteasome non-ATPase regulatory subunit 7		P51665		PSMD7		-0.22		0.00011		0.0086		0.83		0.858565436		116%		-16%

		Alanyl-tRNA editing protein Aarsd1		Q9BTE6		AARSD1		-0.87		0.00011		0.0086		0.84		0.547146851		183%		-83%

		Pro-neuregulin-2, membrane-bound isoform		O14511		NRG2		0.21		0.00011		0.0086		0.84		1.156688184		86%		14%

		Hydroxyacid oxidase 1		Q9UJM8		HAO1		0.45		0.00011		0.0086		0.85		1.366040257		73%		27%

		C-type lectin domain family 12 member A		Q5QGZ9		CLEC12A		-1.4		0.00012		0.0089		0.9		0.378929142		264%		-164%

		Stress-induced-phosphoprotein 1		P31948		STIP1		-0.8		0.00012		0.0089		0.9		0.574349177		174%		-74%

		Adenylate kinase_GEOSE		P27142		adk		-0.61		0.00012		0.0089		0.91		0.655196702		153%		-53%

		SPARC		P09486		SPARC		-0.53		0.00012		0.0089		0.93		0.692554734		144%		-44%

		No protein						-0.5		0.00012		0.0089		0.93		0.707106781		141%		-41%

		Arylsulfatase A		P15289		ARSA		0.29		0.00012		0.0089		0.95		1.222640278		82%		18%

		Frizzled-2		Q14332		FZD2		0.45		0.00013		0.0089		0.96		1.366040257		73%		27%

		Alpha-1-antichymotrypsin		P01011		SERPINA3		-0.36		0.00013		0.0089		0.96		0.77916458		128%		-28%

		Green fluorescent protein_AEQVI		P42212		GFP		-1.1		0.00013		0.0089		0.96		0.466516496		214%		-114%

		Mitochondrial dynamics protein MID51		Q9NQG6		MIEF1		-0.4		0.00013		0.009		0.98		0.757858283		132%		-32%

		Bcl-2-like protein 10		Q9HD36		BCL2L10		-0.26		0.00013		0.0093		1		0.835087919		120%		-20%

		Protein-glutamine gamma-glutamyltransferase 2		P21980		TGM2		-0.53		0.00014		0.0095		1		0.692554734		144%		-44%

		Killer cell immunoglobulin-like receptor 2DL5A		Q8N109		KIR2DL5A		0.22		0.00014		0.0095		1		1.164733586		86%		14%

		Protein Z-dependent protease inhibitor		Q9UK55		SERPINA10		0.54		0.00015		0.0098		1		1.453972517		69%		31%

		Baculoviral IAP repeat-containing protein 7		Q96CA5		BIRC7		0.17		0.00015		0.0098		1		1.125058485		89%		11%

		GPN-loop GTPase 1		Q9HCN4		GPN1		-0.25		0.00015		0.0098		1		0.840896415		119%		-19%

		Low-density lipoprotein receptor-related protein 10		Q7Z4F1		LRP10		0.4		0.00015		0.0098		1		1.319507911		76%		24%

		T-cell leukemia/lymphoma protein 1A		P56279		TCL1A		-0.66		0.00015		0.0098		1		0.632878297		158%		-58%

		Putative glycerol kinase 5		Q6ZS86		GK5		-0.095		0.00015		0.0098		1		0.936272247		107%		-7%
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Target FDR  % change NP
1. 0.007 +28% 

2. 0.0071 -22%
3. 0.01 +15%
4. 0.011 +21%

5. 0.011 -25%
6. 0.011 +18%
7. 0.0088 -29%

8. 0.014 +29%
9. 0.015 -34%  
10. 0.017 -48%

11. 0.018 -15%
12. 0.01 +22%

Results - Targets with approved drugs- therapy (ANOVA FDR <0.02) 
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• The 314 targets in the ANOVA FDR < 0.02 were 
looked for in a database of targets to which 
there are drugs approved

• 12 targets were identified as potentially 
amenable to treatment by currently available 
drugs or therapies on the market 

• This table shows ANOVA FDR levels & the % 
change in the median of 12 targets vs 
convalescent and healthy control

• One of the targets is also known as having the 
potential to be significantly modulated by 
ATL1102 in DMD patients and therefore 
suggestive of its therapeutic potential in the 
Long COVID-19
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Box Plots of Targets 1-3 of 12 with approved drugs- therapy  
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Box Plots of Targets 4-6 of 12 with approved drugs- therapy  
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Box Plots of Targets 7-9 of 12 with approved drugs- therapy  
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Box Plots of Targets 10-12 of 12 with approved drugs- therapy  
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• A combination of 3 markers identifies all 48/48 NPASC subjects 
• i.e providing high sensitivity for detection of subjects with NPASC

• The combination of 3 markers plus another 2 markers differentiates 42/44 subjects 
without NPASC 

• i.e providing relatively high specificity differentiating those subjects who are 
convalescent or healthy controls from NPASC subjects

• Further analysis and validation of these markers and other markers is to be 
conducted

Antisense Therapeutics SomaScan®
Neurological Long COVID-19 Findings
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Potential Diagnostic Markers –Combination of 3-5 markers 
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Potential Diagnostic Markers – Combination of 1 and 2

The upper whisker interquartile range, 
lower whisker, outliers and extreme 
values for each of the 48 subjects in 
G1+2, 20 subjects in G2, and 24 
subjects in G4 are shown24
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Potential Diagnostic Markers - Combination of 3 and 2 
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Potential – Backup Diagnostic Markers differentiate HC/CC
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• Diagnostics provisional patent application titled “Biomarkers and Uses thereof”
• Therapeutic provisional patent application titled  “ Methods for treating 

neurological post-acute sequelae of COVID-19 (NPASC)”
• Diagnostic and Therapeutics provisional patent application titled“ Methods for 

diagnosing and treating neurological post-acute sequelae of COVID-19 (NPASC)”

Antisense Therapeutics SomaScan®
Neurological Long COVID-19 Findings
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3 US Provisional patent applications filed
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&
2. Department of Microbiology-Immunology, Feinberg School of 
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Kennedy  
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https://somalogic.com/life-sciences/ 7,000 analytes, 450,000+ samples run, >400 publications, >500 patents.
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