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HHT vs §X]7]

Protein name AUC Protein name AUC
Defensin 0.559 Defensin 0.738
Alpha-1B-glycoprotein 0.589] Alpha-1B-glycoprotein 0.872
Fibronectin receptor subunit beta 0.510 Fibronectin receptor subunit beta 0.632
Extracellular superoxide dismutase [Cu-Zn] 0.723 Extracellular superoxide dismutase [Cu-Zn] 0.525
Gamma-enolase 0.501 Gamma-enolase 0.715]
poliavirus receptor 0.719] poliavirus receptor 0.526
Collagen alpha-1{V) chain 0.623 Collagen alpha-1{V) chain 0.702
Proteasome subunit alpha type-2 0.626 Proteasome subunit alpha type-2 0.569
Amyloid-like protein 1 0.576 Amyloid-like protein 1 0.570
Prolow-density lipoprotein receptor-related protein 1 0.544 Prolow-density lipoprotein receptor-related protein 1 0.831
UTP--glucose-1-phosphate uridylyltransferase 0.609 UTP--glucose-1-phosphate uridylyltransferase 0.677
Proteoglycan 4 0.679] Proteoglycan 4 0.789
Golgi-associated plant pathogenesis-related protein 1 0.510 Golgi-associated plant pathogenesis-related protein 1 0.781)
Newurotrimin 0.669 Neurotrimin 0.873
Calcium-regulated heat-stable protein 1 0.567 Calcium-regulated heat-stable protein 1 0.588
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7 A A

F799)

AT 1

MEL] FHSAlO]= 25 EFA (extracellular  superoxide  dismutase [Cu-Znl), Z2HZFTt
4(proteoglycan 4) ¥ TZE& T (neurotrimin)S ¥3Fs4H,

V57 A A A&l diEl 547 dAlY = AFE Rt AS EHOE S vlolentA Hd.
A7 2

A 18] glojAl, A7) wlolombr] sfjd& Zg o nHtolel A~ F=&A(poliovirus receptor)E ¢ EITsE AS
Ao s woloutA g,

A

A3 3

A 18] oA, A7) 7kE7] Al Al RS PHMG(polyhexamethylene guanidine), PGH(oligo-[2-(2-ethoxy)-
ethoxyeth-yl)-guanidinium—chlorid) % PHMB(polyhexamethylene biguanide)® o]Fo]Z oA Aelw 7S
EX o= 3t vlojenA g,

AT 4

A 18l A, A7) 547 dAE ThEY] AdA AR =E T 3 DSt Ul J35EEH 2€E olul
717k A& BEAom e wlelentA wd.

Al 18l oM, A7l FA47] @AY =F R g AFoM FAHSE AL EHOR i nlolovtA d
g,
A7 6

o u}-1B-g ek & (alpha-1B-glycoprotein), A

= XAde  FgA-dIE oA I(prolow-density
lipoprotein receptor-related protein 1) % X

1) 2 3

2H 2 Z2 % 4(proteoglycan 4)E ¥3+alH |
7h57] Al gl tisl A7) dAlY] wE ARE ERlste As 5 SE Sk vholentr sid.
N
Al 6ol AoA, B7] volemtA #de FA-#IA AE UH-Id dWE 1(golgi-associated plant

oA Melg o= Fu} o]4te]

HU
o,
-t
2
=
O

pathogenesis-related protein 1) @ FZEZ] 9 (neurotrimin) .
dids o ¥3ste AS 5EH o= S vlolentA Hd.

AT 8

A 68tol QoA A JhE7] Al AE-S PHMG(polyhexamethylene guanidine), PGH(oligo-[2-(2-ethoxy)-
ethoxyeth-yl)-guanidinium-chlorid) % PHMB(polyhexamethylene biguanide)® ©]Fo]Z oA XMEl®]l AL
Exo = st vlojeuA d.

AT 9

Al 6l UM, 7] FA7] SAl= 7hE7] Al AR = F S8 skl Wi & 1 WA 100de] 7|3t

AL BHOE s vholovtA A

A 6ol oA, A7 FA7] WAlS wmF ol do Ameld SHsE AL SHOR s volew I
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AT 11

Al 189 vlo] QmbA fﬂﬁi%ﬁ—ﬁ HlolomA ] WE FFES HES § e AAES T, 7i57) A A
ol gl 47 dAe =F oJF-Z dtes AL EFHo= = JE

A3 12

A 63e] vlolorA YR RE nlo]ontF e By £FS HES £ Je AAES TSI, T A A
ol da 5717 dAle =F JF-5 s S 5o e JE

A% 13

A 118 == Al 128 oA, A7) AAE 7] vpolentAe Boldor A3bsh= Z‘z A, HEbd, Hepol=
SHEJ Al A S2]aFEe S El=, SElo]l= SMAH(PNA), 2R A+, siRNA, shRNA, miRNA &= 313122 AL EA O
2 3= JE

AT 14

7h57] A AR =F0] AT E AR EE EEE g9 AReA XS EEse Al 19A;

47 gomiE Al 159 vlolents A F vlelenlel WE £3e Sqsks Al 29 o

-5 (posterior probability) X7}
o8 Fest= Al 3¢HA;

7457] At Al el wFol oAl Ul AR
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ME
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é
g

471 dFezRY A 630 vpolevtr] sd T wolentA o WY s SASE A 29l ¥

Ao =3 H]Iﬂﬁ}‘ﬂ A7 H}O]Eu}ﬂ—‘ﬂ iy o]l Fts) A}& 35 (posterior probability) X7}

A Aoz wsks A WA

g EPshe 7] A Bl oje wE oy el

o

Boye 2o ) A7) AEA AR wF ol Bg ulolertA Y W o)E olgW 3

rz
oZ
2
s
ok
N

WA 7 &

PGH(oligo-[2-(2-ethoxy)-ethoxyeth-yl)-guanidinium-chlorid),  PHMG(polyhexamethylene  guanidine) %
PHMB(polyhexamethylene biguanide): T-olU¥ (guanidine) A AwAlZA 7+, A2 thksiA A
|50l grt. 2 FAAE 53] PGHS} PIMGE -Elvbetel A 7H57] A2 AR&Eo] o7t AA7MA] F 541
el ezt AL, o] F 144Ho] APLE o FAPErt. ek, AuA AR 5 oF 8009 Ho
2 FAsta glo] AA H&f tREE v A Zog Hojw Fi A gk #H A7 ddEd 44
ojt}.

PGH, PIMG 2 PHMBL] AhatAl RS2 fojdt A3 S zhxuh, oy 7}x] EA1F
ceeld Bad wh Sl d7] AdA AEES ATEEe] ez #E29S

& Aoz dejd el 10 ng/L(0.000001%, 0.054 uM, 0.01 ppm)ell At - 3 H4d& vebdch. &3
F9 FAdo] o] o]z Algo] FAIFHA e, A glo] xpelH | FapEH oz S8F o AF] AFEE
A v & 9dS 29T 4 k. 20139 7432 PHMBE "E4SH AMY, fatal if inhaled" B E
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(UniProtKB/Swiss-Prot

o

PGH(oligo-[2-(2-ethoxy)-ethoxyeth-yl)-

Q9P121)

3L

T8 (poliovirus receptor)(UniProtkB/Swiss-Prot no. P15151)

2

no.
A2 PHMG(polyhexamethylene guanidine),

At A

=i
=
_/_\_7]

=]

7k
guanidinium-chlorid) % PHMB(polyhexamethylene biguanide)® ©]

7] ol em slde Felovlele)
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o7, H utgo <Aul-1B-getwl A (alpha-1B-glycoprotein) (UniProtKB/Swiss-Prot no. P04217), A& X #|

) =a3-7d ould 1(prolow-density lipoprotein receptor-related protein 1)(UniProtKB/Swiss-Prot
no. Q07954) = T ZH|Q Izt 4(proteoglycan 4)(UniProtKB/Swiss—Prot no. Q92954)& 3dlslH, 7}&7] A
oA el 3] FA7] gAY =F ARE Felste vtolontA #ds ATt

A7) wpolembA HEe EX]-#HE AE -y ol 1(golgi-associated plant pathogenesis-related
protein 1) (UniProtKB/Swiss-Prot no. Q9H4G4) ¥ FEEZ W (neurotrimin)(UniProtkKB/Swiss-Prot no.

QP12 0. o] o7l oA Hew ofi- sht o] UMAL o EFF F vk,

AV

A7 7hE7) AdAl AES PHMG(polyhexamethylene guanidine), PGH(oligo-[2-(2-ethoxy)-ethoxyeth-yl)-
guanidinium—chlorid) ¥ PHMB(polyhexamethylene biguanide)® ©]FoiR FollA Meld 4= glor} old A3k
He A2 oldS WAIgT.

2 & 24 wstel U9 F 1 Ui 10048 1Y S ot o

b

HA YR
A

7]
ks

EE, 2 WP ) vlolovtA] AUz RE vleloriAe] Bd FES AEY S AT AAE T, S
7] Al gl dis 714 BAe) wmE ARE s =S AFI

A7) AAE 7] kel emkAel Seldor Agshe I, e, Wekel=, ez Selaidders,
Werol= WA(PNY), P19, siRNA, shRVA, miRNA T BHHEY 4 glon}, ofd] AUTE AL opdg 3
A

EE, B 3P Ahg7] A ARl wdol oyuE qRAEYE Feld d9 Amdd 24 Rt
A TR 37 BFoRE 3] wolentA AY F welerbAs WA £E2& A A 28 R 4N
QT vaste] 4] vheleriAe] WA 4ol F7heha, AFEHE(posterior probability) FX7F 0.5605
g Zoshs 45, sker] @A AR =g 08§47 W9 AoR wusE A 3 E ERehe kg

oFAME AANE Fate] B wHE t% BAF dsad vt ofF HAAdE o2x ¥ ¥Ye un 7
Ao Agst] 9F Row, B v 2

AAld 10 9 A5 FH]

Aol AHEE o A Ee AEobdie P RAMEAA Agiton, deste] dFoes ARgEgiT

1-1. |4+

7V57] Al AR (polyhexamethylene guanidine; PHMG)o| =39 ] sjxE2| -4 3 AEE AAbel wet 1~ 4
THOE o X W (15F: AR dlle] 7kE7] AdAd Thedol A &4, 255 AR %JOLO] 7+571
Al ThsAdel Ee, 35 AW o] siEv] AdAd JhsAol ‘7%* 457 Aol dllo] 757
AaAY 7hsdol AY ), FATE Lold SRR JAARE T, 1sw ‘lxé% wo Lo}
sx} oo AHLE ool 59, o} 49, H vole 2.54 (A 14 ~ A 5ADAT. S DA F, 2006
Wk ~ 2011 % Apolol wildste] 22 ool A& dAE AFol| AM&eFltt.
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T Fddew, A WA AE F, Hat 4.79(HA 3.1d ~ Ho 8.1d) Foll AP HAs A

U A4 5 557 LAy A% ATE 9% FATSEAN A¥agon, F4 F g AEAdl @
ME wEHA 9 Lok 10902, oo} 69, Wol 41, Bt ol 349

Ao 2: o guAA) B4 dhy
Hol galAx] BAS 9], ¥4 U tg EA5E 14%F9 WA (high abundant protein)g A AdE=
depletion AL F3d & gl
Ed ZE(spectrum intensity)E FAHL

Fo P9

iyl
il
N
RN
[«0
e
o
2
k]
2| @%
of

g4 Y g E2Aete 1439 dwA[LREY(albumin), IgG, F-EHA(anti-trypsin), IgA, EWAAFHH
(transferrin), g+ = 24 (haptoglobin), g8 gl (fibrinogen), dujo-mj g 2 ZFE 8 (alpha2-
macroglobulin), <31-2H4 k@A (alphal-acid glycoprotein), IgM, oF¥2xZAwhala Al(apolipoprotein
Al), oA ZAwrw=a All(apolipoprotein AIT), EA C3(complement C3) ¥ EWA~E]#| € (transthyretin)]S
depletion A17]17] 9138, & A& 40 plE W3 A 120 pl2 3483, Agilent MARS hl4 A# = HPLC A~
g o] g3l slr)et o] dF Ul &A% EA5E W& (low abundant protein)S #3F3Ict.

FTEE A% dMEEL 30 kDa cut-off filter unitE digestion unito @ AFE3}= FASP(filter-aided
sample preparation) 7|Ho=Z HELO|=E A ZSIATE. FASHAE, ZZHOMA/EZATElolA] JAA ZEH Y
(protease/phosphatase inhibitor cocktail)o] X3tel 8 Mol 24 (urea) 100 pls FFE 2% gz BIE

of &3hatar, 13,000 rpmol Al 1047F 942l ske] WA (denaturation) AlZATE. ©]%, 50 mMe] TIE]QEdo|&
(dithiothreitol)S o]&3te] 37ColA o]33} A3 (disulfide bond)S reducing A17]aL, 13,000 rpmell A 10%
7F AR reducinge 38 TE. 55 mMe] L. ¢ EolAEolH| E (jodoacetamide) & o]-&3dte] B Ad %7
oA &Z3}(alkylation) W& a3k F, 13,000 rpmoll A 10%-3F YAl s, o] F, 50 mMe] gkt
Eg (ammonium bicarbonate) 200 mlZS H7}3F 3 13,000 rpmoll A 1083F YA AT, LysS/EHA &3 =
ZHokAl 100 ngs Z+ AlBol| Astar, 37ColA WAl digestionS AT, = TS 13,000 rpmollA 10%#

7 LAY, 10% F4H(formic acid) o2 WS FXAZL F C18 94 €49 JFEZ| A (reverse phase
desalting cartridge)E ©]83l ©%(desalting) S 33T, EAE FEo|=+= Speed Vacs ©]&3le] A
2% F 0.1% Fl &gt LC-MS A4S ST, MS FuWlE Q-Exactive Plus  BioPharm
version(Thermo, USA)S-, LC H]:= UltiMate™ 3000 RSLCnano System(Thermo, USA)S AF&3liow  #HElo]=
AlgE 4 pl® FYste] 300 pl/#e] F45S= NanolC®t d&® o] EfH(ion trap) MSE #4&
G333tk LCE Solution A(5% SFHIEYE™, 0.1% D9} solution B(95% oFMEUER, 0.1% F4H<] &
=) 120S Edetel ¥ 150 o EElsklon, ARgE 4 AwE AQUA C18(5 um, 1250)& X%
WA 75 um, A7 360 pm, 4do] 50 cme] fused silica capillary columng AF&3lo] HEelol= E3HA=
st Eed #Mefol = 2000 Vo] AAREFE o]23}(electrospray ionization; ESI) HeHE o]&3le] o]
BAbaly o] oH|E (ion emitter)E WA 20 pum ©]& A~ o] o|nEl(tappered ion spray emitter)ZE

-

offt rfe

3 AFEAr® FYate] 2FEd doleE F53klth. Orbitrap MS #2412 400 ~ 2000 m/z *H1ol o)
o] E MSE 1¥H 9] survey scan(3|A%= 30,000)S =33 Fo HCD(higher energy collision dissociation,
256 A= @) W2 B Orbitrap MSE o]&3fe] 8We] MS/MS(EIE 60,000) A& F33Tt. 539
dynamic exclusion optione F3| FT5E FEo|= o] HES HAFsY Y. o] EQ Auto gain control
target setting< Full MSo| their]:= 3E04Z, FT MS/MSel thajAi= 2E5S AR&3F3tt. 53 RAV Hlo]g &=
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Sequest algorithm 7]Hke] dlo]gjmlo] 2~ 4] A EJoQl Proteome Discoverer(Thermo, USA, version 2.2)&
o] &3te] A A B Label free A AL FY3IGvt. FEhol= WHFHLS A|2ER] Fhuiv|EdE g}
(cysteine carbamidomethylation), ™E] 2 *F3}(methionine oxidation), Bo}|=3}(deamidation)Z LA H
Hygoa 433519tk EYAl v HG trypsin misscleavage)> "1" @S AFESIR I, AME dolEHolAaE HA
swissprot sequence DBE AF&3l91 o™, Label free quantitations 91&}o] FElo|= o] FLE o] &3 A
45 Fgeidnt. 54" dMAES Uniprot accession numberE query® AR&3}il, Database for

Annotation, Visualization and Integrated Discovery(DAVID) v6.7(http://david.abcc.nciferf.gov)S ©]-&3}

1\
p

o F4x ==X (gene ontology; GO)S AE Al¥-(cellular component), #A} 7]%(molecular function)
2 AEstH  FAH(biological process)e Al Fofg  EAEPom | Pereseus(http://www.perseus—

framework.org) =S ©]-&3}o] heat map, clustering #4 % Volcano plot #241& 4833},

AN 3: BF v+% EYUEE (multiple reaction monitoring; MRM)S ©]-&3F 71 N X 5A e Tulzg A+
o AZF

7h57) A FAT09Y), Yol 83 Al§ A& "Label free quantitation
S 53 g gulds)] B4 Wi el Alg AA 3t Al ¥ A 9N AS AASE
depletion A& FIPt T FHeol=5 AxSFAG. Z ®mH dlAEe] giE HE)=EE SR
Atlas(http://www.srmatlas.org/)ol A observance number’} 7Fg B2 EYAl B3] FElo]=(tryptic peptid
e)E AAstar, old thdt NS/NS AFEH O ZEE transition FHE FEEPTY. FEFF transition FHE
o]-&&to] Triple quadruple(QQQ) MS®] MRM & 24 skl oB] MRMS 83 § A7do] 156 mwtola Z&:
7 E& o HHs" HIF transitions AAEGTE. HF Transition WHOR 757 A 34T
), FATF0OHE) 2 AdHERT(10H)e] AlEE B e, raw dlolEHiE Skyline Targeted Mass Spec
Environment (Washington University)® 3] A (peak)E F=3ti, 3 WA AL 9 45 Fa3dh.

AAe] 4: 2R 2 3R (logistic regression)E o83 RATSH W

V571 AtAl 34T, AT 2 A URTAAY 7 g dEe] Wk (sensitivity) 9t §olX(specificit
y)© MedCalc(version 18.5, MedCalc Software bvba)®] ROC(receiver operating characteristics) curve 43
7} interactive plot #41& Fd #lstr}t. 7z @A E9 ACU(Area Under Curve)E w43t 718 &2
ACUE Hol:= dldRe] 7 th-g AUC(Area under an ROC curve) #& Holi= @A s Frlsis WAooz =X

28 3AEA BdS S50, 2A 2 3| Ao T4 M (dependent Varlable)% ANz 7

7] AgA FAT Ee AANERTY §AEE Aestg o, &9 W< (independent variable)E MRM 41 4
I E25 7 gmAE AHEZS AL }OﬂE} AR UH2 "Enter" WHS AESIN A, BFRE A
0.52 AAsI o, HE 2do F9 (P < 0.0D)E& FAsI3T.

g 1 W F BRAA w2
WA, AT 2 AT Ao ) uHaAE $99 45, £ 19} 2o), F 916%9] wuaAAE B4
AP (FHT: 867%, FAT: 694%F, FPWNET: 769%), FYTAAT SHE @do] 113%, FAToNA

T EgE dde] 9%, ST B FATA FEH R 49 dde] 2565 A

O

HATMR Selor wAE @Ay, fATAMY Selqor wgw A, B FAdT I fA el
FTEeHoR A duhto| ko] PPD(plasma proteome database)®] @M A HARE 7|FoR 3o =
= TEE Hole A9 6719 @A ES(F 185)0 Adsil o, transitions AT Ay, HE: 7 W
ol glem upolemA RN 7hsAdo] 2 F 15659 didES Addsislt.

=29 o], AdET, ST R AT ko] defelA, 15F] @i 5 SODE W@ Ee] FEE MR 7]
o A AFsislem (% M), Adhzaa nlasigle o, F4dwtel o] SDES] E%EE ROC curve®
A A¥, AUC ghel 0.72388 E=EFSUTHLES dd
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T 3 WA = 63 Zo], AUC gto]l 7HE E2 T9iAS AFo R do FAaH o R uiAs Frlsle dds T
Fatglom, AUC ghol ¥ A9l 4% T (AUC > 0.66) ©]F, p valueZl EA| ¢4 @A o]
Al ALkl ololl, M| I SAte]= T <5 EbAl (extracel lular superoxide dismutase [Cu-Zn]), &L
nlol# 2~ $=&A|(poliovirus receptor), ZZH Z2Zt 4(proteoglycan 4) %L FEZE]W(neurotrimin)](ACU
> 0.66)& 23Hete] Hde F5 Ax, W}l 70.4%, Sol%F 100%, AUC grol 0.8112 1=}, 47
il g AU OR2RE V5] AdA =EaS e vlolentA R &84 5 QU

o

EH, E 3, % 7 U4 % 99 2o), AUC gkl M Be BMAS Aoz sl £Adoz BuAL Frbe
of e FEHIUOM, AC gl ¥ 49 539 BHAWC > >0.78) o F, p valuert B4 e WUAE
e wg mael A Assgr. o, FUETH FATE FRSHE BUA T WGES Kol $5a

559 wulA[Ldu-1B-Fet ¥ d (alpha-1B-glycoprotein), HEE A Zekd  F=o&A-#d G2 1(prolow-
density lipoprotein receptor-related protein 1), Z2E 2 ZF&|ZF 4(proteoglycan 4), FA-&&H A& 2H-
B gz 1(golgi-associated plant pathogenesis-related protein 1) % FZEZ %l (neurotrimin)](ACU >
0.78)& Z%ste] AYdS F+H3 A, VFE7F 95.1%, 5eol=7F 100%, AUC ko] 0.994% BHI=Act. 7] &
WA g AT ORZHE 757 AdA FATE e vlolentAR &84 4 Qlr).

oo B owmel AW RES AN J1Ew vk, FUA) B AN AR AAA QeIA ol TA
Hel 7148 A whgA s A A Bolul, oo ¥ wwel Wk ATHE Aol ohd A WSt we
A, B oagel AAHe Y # .

A= AEE AR 29 7kl fste] Aojdva & Aoy
H

_l:,l_
B owge) Mol Sgehs SHATHIA ookl trhloAvl, 55378 o 2

= =
MEo2HE EE2HE ZE W4 BF #gd et 2 dyo HYed ¥ E oz g4

28718 X2
(25)

L
(9)
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EH2
30 =k =V ¥l
oot vs 287
251 B
20
1.5+ g
o
1.0
05
00| i 1 I 0
SODE_Control SODE_Acute SODE_Recovery T
0 20 40 60 80 100
100-Specificity
=83
O sseeze 242 vs §371
Protein name AUC Protein name Auc |
Defensin 0.559 Defensin 0.738
Alpha-18-glycoprotein 0.589 Alpha-18-glycoprotein 0.872
Fibronectin receptor subunit beta 0.510 Fibronectin receptor subunit beta 0.632
Extracellular superoxide dismutase [Cu-Zn] 0.723 Extracellular superoxide dismutase [Cu-Zn] 0.525
Gamma-enolase 0,501 Gamma-enolase 0715
oliovirus receptor 0.719) poliovirus receptor 0.526
Collagen alpha-1(v) chain 0.623 Collagen alpha-1(V) chain 0.702|
Proteasome subunit alpha type-2 0.626 Proteasome subunit alpha type-2 0.569
Amyloid-like protein 1 0576, Amyloid-like protein 1 0.570
Prolow-density lipoprotein receptor-related protein 1 0.544] Prolow-density lipoprotein receptor-related protein 1 0.831
UTP--glucose-1-phosphate uridylyltransferase 0.609 UTP--glucose-1-phosphate uridylyltransferase 0.677
Proteoglycan 4 0.679] Proteoglycan 4 0.789]
Golgi-associated plant pathogenesis-related protein 1 0.510 Golgi-associated plant pathogenesis-related protein 1 0.781)
Neurotrimin 0.669) Neurotrimin 0.873
Calcium-regulated heat-stable protein 1 0567 Calcium-regulated heat-stable protein 1 0.588
=ry
- Full model -2 Log Likelihood 55.944
Protein name AUC Chi-squared 22917
Defensin 0559 D= ; 4
Alpha-1B-glycoprotein 0.589 Significance lavel P=0.0001
: ‘ Cox & Snell R* 0.3311
Fibronectin receptor subunit beta 0.510 p ikia
Extracellular superoxide dismutase [Cu-Zn] 0.723 o - -
Gamma-enolase 0501 Coefficients and Standard Errors
poliovirus receptor 0.719  Variable | Cosffiient | St Emor | _Wald | P
Coilagen aIpha-lM chain 0623 NTRI | 1,10508 1.29079 0.7329 0.3919
o T—— = 0626 PRG4 | 4.08640 406754 1.0093 0.3151
roteaste sUTNIEAiphin Bipe - PVR | 237296 133778 31463 0.0761
Amyloid-like protein 1 0.576 SODE | 189255 111501 2 8504 0.0908
Prolow-density lipoprotein receptor-refated protein 1 0.544 Constant. | -3.75255 1.16520 103718 0.0013
UTP--glucose-1-phosphate uridylyltransferase 0j609 Odds Ratios and 95% Confidence Intervals
Proteoglycan 4 0.679) arak T Sada vt ] 9 G
Golgi-associated plant pathogenesis-related protein 1 0.510 ' NTRI 30195 0.2405 1o 37.9031
Neuratrimin 0.669 PRG4 59.5250 0.0205 1o 172608.5960
Calcium-regulated heat-stable protein 1 0.567 BUR 107294 0.779510 147 6764
SODE 56363 0.7403 1p 59.4905
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Classification table (cut-off value p=0.5)

EH6

LOGREGR_Pred1

Predicted group

Actual group I; | L T Percent correct
Y=0 28 2 9333% |
Y=1 7 20 74.07%
Percent of cases correctly classified | 84.21%
ROC curve analysis

Area under the ROC curve (AUC) | 0811 |
Standard Error | 0.0681 |
95% Confidence interval | UE% to 0903
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LOGREGR_Pred1
L e e | o e
| N | I -;‘
A | »
z | s
= e i -
= I -
] » 248 >0.5193
§ I ? g Sens: 70.4
04 _& " Spec: 100.0
et *
02| ﬁ e
i ] »
I i ”
S T e ety 1 Pl | e i =1
0 20 40 60 80 100 L g
100-Specificity Group
=97
Habdl vs §%|7| Null model -2 Log Likelihood | 62183
= Full model -2 Log Likelihood ; 9.182
Protein name AuC Chi-squared ‘ 53.000
Defensin 0.738] DF 5
Alpha-1B-glycoprotein 0.872] Significance level P < 0.0001
Fibronectin receptor subunit beta 0632 Gt So il 06920
2 liular superoxide d [Cu-Zn] 0535 ox & Snell ’
Gamma-enalase 0.715 ! R | 09241
potcul s picaniid 2340 Cosfficients and Standard Errors
Collagen alpha-1(v) chain 0,702 : :
Proteasome subunit alpha type-2 0.569] Variable | Coefficient [ Std. Error | Wald | B
Amyloid-like protein 1 0.570) NTRI 9.36477 561857 27781 0.0956
Prolow-density lipoprotein receptor-related protein 1 0.831} GAPR1 451388 26 42768 0.02917 0.6644
UTP--glucose-1-phosphate uridylyltransferase 0677 PRG4 -5.73839 7.95081 0.5209 0.4705
Proteoglycan 4 0.789] LRP1 -2.65109 14.30566 0.03434 0.8530
Golgi-associated plant pathogenesis-related protein 1 0.781} A1BG 206663 118245 3.0547 0.0805
Meurotrimin 0.873] | Constant | -39.10902 21.09396 34375 0.0637
Calcium-requlated heat-stable protein 1 0,588
Odds Ratios and 95% Confidence Intervals
| Variable Odds rafio | 95%Cl
NTRI 116699529 0.1925 1o TO7441393.5610
GAPR1 912481 2.9142E-021 1o 2.85T1E+024
PRG4 0.0032 5.4952E-010 to 18867 3709
LRP1 0.0706 4.6927E-014 to 106E+009
A1BG 7.8982 0.77811080.1764

_12_




ZIHS3d 10-2020-0007257

EH8

Classification table (cut-off value p=0.5)

e
el 1] ercent correct

Y=0 23 1 95.83%
Y=1 1 20 95.24%

Percent of cases correctly classified | 95.56% |

Actual group

ROC curve analysis

| Area under the ROC curve (AUC) T 09%a
Standard Error 0.00734
95% Confidence interval 0.910t0 1.000

EH9

LOGREGR_Pred1

LOGREGR_Pred1

E o

08 .

e e R

Sens: 95.2
Spec: 100.0

O

Sensitivity

[T =R N e

ozl e

0 20 40 60 80 100 Group
100-Specificity
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