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Supplemental Figure 1 Plots of the abundances of complement protein 7 and retinol binding protein 4 in plasma versus cerebral spinal fluid in ALS patients (first row) and controls (second row)
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Supplemental Figure 2 A dot plot comparing the performance of the different models.  Below is a table with the mean differences  in area under the curve and significance of the models
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Supplemental Table 1: Pairwise comparison of the performance of each model using the CSF data
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Supplemental Figure 3 A plot of Pearson correlation coefficients amongst proteins found to be significant in CSF. Proteins labeled in red were removed from model building process
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Supplemental Figure 4 Residual versus fitted and QQ plot of residuals of the mlr model
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Supplemental Table 2 list of the  plasma proteins used in the nonlinear support vector classifier
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Supplemental Figure 5 Evaluation of A) peptide stability B) digestion time and C) the need for protein depletion on abundance and precision.
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Entry Entry name Status Protein names Gene namesOrganismLength AUC

Q92954 PRG4_HUMAN reviewedProteoglycan 4 (Lubricin) (Megakaryocyte-stimulating factor) (Superficial zone proteoglycan) [Cleaved into: Proteoglycan 4 C-terminal part]PRG4 MSF SZPHomo sapiens (Human) 1404 0.761084

P01008 ANT3_HUMAN reviewedAntithrombin-III (ATIII) (Serpin C1) SERPINC1 AT3 PRO0309Homo sapiens (Human) 464 0.716749

P08603 CFAH_HUMAN reviewedComplement factor H (H factor 1) CFH HF HF1 HF2Homo sapiens (Human) 1231 0.709975

P00450 CERU_HUMAN reviewedCeruloplasmin (EC 1.16.3.1) (Ferroxidase) CP Homo sapiens (Human) 1065 0.703202

P04114 APOB_HUMAN reviewedApolipoprotein B-100 (Apo B-100) [Cleaved into: Apolipoprotein B-48 (Apo B-48)]APOB Homo sapiens (Human) 4563 0.692118

P01861 IGHG4_HUMAN reviewedImmunoglobulin heavy constant gamma 4 (Ig gamma-4 chain C region)IGHG4 Homo sapiens (Human) 327 0.685961

P01764 HV323_HUMAN reviewedImmunoglobulin heavy variable 3-23 (Ig heavy chain V-III region LAY) (Ig heavy chain V-III region POM) (Ig heavy chain V-III region TEI) (Ig heavy chain V-III region TIL) (Ig heavy chain V-III region TUR) (Ig heavy chain V-III region VH26) (Ig heavy chain V-III region WAS) (Ig heavy chain V-III region ZAP)IGHV3-23 Homo sapiens (Human) 117 0.683498

P14151 LYAM1_HUMAN reviewedL-selectin (CD62 antigen-like family member L) (Leukocyte adhesion molecule 1) (LAM-1) (Leukocyte surface antigen Leu-8) (Leukocyte-endothelial cell adhesion molecule 1) (LECAM1) (Lymph node homing receptor) (TQ1) (gp90-MEL) (CD antigen CD62L)SELL LNHR LYAM1Homo sapiens (Human) 372 0.681035

P12955 PEPD_HUMAN reviewedXaa-Pro dipeptidase (X-Pro dipeptidase) (EC 3.4.13.9) (Imidodipeptidase) (Peptidase D) (Proline dipeptidase) (Prolidase)PEPD PRD Homo sapiens (Human) 493 0.672414

Q9Y5Y7 LYVE1_HUMAN reviewedLymphatic vessel endothelial hyaluronic acid receptor 1 (LYVE-1) (Cell surface retention sequence-binding protein 1) (CRSBP-1) (Extracellular link domain-containing protein 1) (Hyaluronic acid receptor)LYVE1 CRSBP1 HAR XLKD1 UNQ230/PRO263Homo sapiens (Human) 322 0.668719

P02787 TRFE_HUMAN reviewedSerotransferrin (Transferrin) (Beta-1 metal-binding globulin) (Siderophilin)TF PRO1400 Homo sapiens (Human) 698 0.660099

Q5VYL6 Q5VYL6_HUMAN Deleted. 0.658867

I3L145 I3L145_HUMAN unreviewedSex hormone-binding globulin (Sex hormone-binding globulin, isoform CRA_a)SHBG hCG_42018Homo sapiens (Human) 344 0.658867

P33151 CADH5_HUMAN reviewedCadherin-5 (7B4 antigen) (Vascular endothelial cadherin) (VE-cadherin) (CD antigen CD144)CDH5 Homo sapiens (Human) 784 0.647783

P04217 A1BG_HUMAN reviewedAlpha-1B-glycoprotein (Alpha-1-B glycoprotein)A1BG Homo sapiens (Human) 495 0.646552

P02042 HBD_HUMAN reviewedHemoglobin subunit delta (Delta-globin) (Hemoglobin delta chain)HBD Homo sapiens (Human) 147 0.641626

P12259 FA5_HUMAN reviewedCoagulation factor V (Activated protein C cofactor) (Proaccelerin, labile factor) [Cleaved into: Coagulation factor V heavy chain; Coagulation factor V light chain]F5 Homo sapiens (Human) 2224 0.639163

H0YAC1 H0YAC1_HUMAN unreviewedPlasma kallikrein (Fragment) KLKB1 Homo sapiens (Human) 686 0.634237
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