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Samples No. of reads length /read Bases
(nt) (%>=30)

HEK293 23M 194 2.310G
(88.47)

HEK293 33M 195 3.316G
+ FCV12h (88.72)
HEK293 31M 194 30.96G
+ FCV 24 h (88.35)

+ 1-2 HEK293 #if@, FCV BEYy HEK293 #HiJE RNA-seq 5 — &
(I1lumina HiSeq 2500 fEH)

unmapped seqs 1.1% unmapped seqs 1.5% unmapped seqs 1.3%

virus-Hke seqs 0.6% virus-like seqgs 0.6% virus-tike seqs 0.6%

= = =

10,336,128 14,662,470 13,673,972

HEK293 HEK293+ FCV12h HEK293+ FCV24h

1-22  HEK293 #Hfa, FCV BRYL HEK293 ML) RNA-seq F—ZILEFENBTANAEY — 7 = R
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ERV 0.01% ERV 0.010% ERV 0.010%

virus<ike host FCV l virusike host FCV l virus-ike host
FCV 0% L/ seqs 0.26%  0-21% '\ 0.09% (4

/_ seqs 0.29% seqs 0.29%

virusike seqs
virusHke seqs 0.6% o8%
0.6%

98,666 167,017 126,987

HEK293 HEK293+ FCV12h HEK293+FCV24h

X 1-23  HEK293 #HpE, FCV J&Y: HEK293 HIRICE TN B VA NV AES — 7 = ZADORER (1)

98374 165987 126371

1000
Badenovirus
800 -
Ovirus-like segs (host segs)
BERV

BFCV

600
400

Number of Reads

200

X 1-24 HEK293 #HMA, FCV /&Y:HEK293 HIRIZEENDA VA NAEY — 7 = ZADONFR (2)
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Bl 1-25 RNA VA NVARXERRR— 7 2V AR TV bhb
BRENTWA O THRHIZED YA VAT —H _R—2R
ko THRHBEREDD

ERV 0.01% ERV 0.012% ERV 0.013%
virus-ike host virus-ike host l virus-ike host
FCV 0% l/— seqs 0.29% lf seqs 0.25% ¥ seqs 0.31%

virus-ike seqs
1.1%

virus-ike seqs
0.95%

98,666 259,409 154,484

HEK293 HEK293+ FCV12h HEK293+FCV24h

B 1-26 HEETANATF—FR—ZAEFESTETANAE — TR
DOWNER (2)
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NGS raw data from RNA-seq

trimmomatic-0-2.32

mapping, star (or bowtie, bowtie2, tophat2) with hg38

mapping, star with viral.1.1

counting seq frequency, samtools

virus-like seqs

identification of back ground seqs

mapping of short reads on virus genome

confirmation with extended virus database

de novo assembly

virus seqs

X 1-27 NGS Z AWMl D A VARG EZRHT 520D

NRATFTAL

(0]

£

2

S 8000 100

o P

s S =T . o

S >~

= / +80 <

c 6000 Rsq=0.999 g

° o)

e 60 ;

& s

©

4000

g S
L o

2 40 o

° g

‘G 2000 -~ MVM_reads 2

5 j - Ref Seq% [0 O

Q0

£

3

=z

g T T g ¥ g T T g 0
00 01 02 03 04 05 06 07 08 09 10 11

Fractions
(50M reads, SNL76/7 cells infected with MVM)

1-28 BT A NARHIZHNERY A XD RNA-seq 5F— &
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Number of MVM Time for analysis
reads
bowtiel 472 8 min
bowtie2 6819 10 min
Bwa 6928 15 min
tophat2 6636 66 h
star 6952 3 min
£1-3 BRI 0T T ML D RNA-seq T —F ORI 1 BRM ERIBENZ VA VAR —
7 ADE
B - #RiT s 1Y>TN T
RNA 8 44500 890M 2 B
(RNeasy plus universal (50 samplef)
mini kit)
SHREARAEFY b 628000 13083H
(TruSeq RNA Sample Prep (48 samplef) (=628000/48) (U IHEs)
Kit v2 - Set A)
JOo—ti 666000M/5> 92504 38
(TruSeq SR Cluster Kit v3 - | (RNA-seq, 20MU~—K; §19H> (=666000/72) (—0xT>3>Y)
cBot - HS) Th/1b~>, BL—>9x8=7
292TN/F)
RIS 391000M/5> 54308
(TruSeq SBS Kit v3 ~ HS, (=391000/72)
50 Cycle)
RNA-seq I JLAIR ? M 2H
W — SR
a5t (28653+a)M ~ 13/

£ 1-4 NGS BfEofe A N ABRHED 2R b & RHEERIZOWT
(#5: HiSeq 2500, Illumina)
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Number of length/read Bases
reads (nt) (%>=30)

SNL76/7 54M 125 6.791G
(93.6/90.2)

SNL76/7 58M 125 7.246G
Irradiated (93.6/90.5)

SNL76/7 50M 125 6.271G
+ MVM (93.7/90.9)

2 1-5 SNL76/7 Hifa> RNA-seq data (I1lumina HiSeq 2500)

B virus-ike seqs 0.0036% Elvirus+ike seqs 0.0041% Elvirusike seqs 0.0018%

d 49 unmapped seqs 1.3% [Junmapped
l [CJunmapped seqs 1.4% l ] S

54,329,172 57,969,198 50,170,082

SNL76/7 SNL76/7 irradiated SNL76/7 + MVM

1-29  SNL76/7 HHRE, HUR%AMREAYE 76/7 AKL, MVM Yy SNL76/7 AIBL RNA-seq WC&END AV
AR — I R
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. virus-like host
virus-like host seqs 11.7% virus-like host seqs 11.9% f seqs 2.4%

ERV seqs
21.4%

ERV seqs
88.3%

ERV seqs
88.1%

virus-like seqs virus-like seqs virus-like seqs
0.0036% 0.0041% 0.0041%
1,986 2,470 9,434
SNL76/7 SNL76/7 irradiated SNL76/7 + MVM

B 1-30  SNL76/7 HRa, FHhsiRIR% 76/7 MK, MVM JEeY: SNL76/7 #ild RNA-seq DA L AKES —
7 ANER
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¥ 1-6.

TANAZREERGF L, ThOZRATHZLBRHONTND YA VAL

Mirus

Neursplin-1 (Wazcular endothelisicell growth facdor

antiproliferstive antibody 1, Tetraspanin-28 Tspan-28}

recsptor, CD antigen CO204} Human T cell leukemia virus 1 18
NPC1 (Hismann-Pick C1 protein} Ebola virus 10
in-1 iSs o i #hel =

9‘8”‘?5", 1 {qvqgsc“nce-asssctateé spithelialmembrans HEY 18,11

proteint, claudin-8

LOLR (Low-density lipoprotein receptont Rhinoyirus (minor group} 11
Human immunodsficiency virus tvpe 1 1

- . Human immunodeficiency virus bype 2
-CE 4

Ch4 F-cell surface ghycoprotein CD4} Siian IMTUNOOE T CIen G TS i
Human herpesvirus 7 1

Transferrin recaptor 1 (COT1} Hew World arenavinuses 4

[0 v tumor virus
N . N Coxsackievirus 13, 218, A21

h:am—j (C&&é, Intercellular adhesion molecule 13 Tiaior aroup rhinavinus (61 Serotypea) Th

WHCI Simian virug 40

MRCH Acfem}wms ﬁ:pe&(zuggmupc} 1
Epstein—Barr virus 18

Hepyl Japanese encephaltis virus 18

Lows-afinity nerve growdh fador receptor (CO271, Tumer e n

necrosis factor receptor superfamily member 18} Rabies virus 1
Coxsackievirus A2 1
Coxsackievirus B1, B2, BS 1

DAF (Decay-accelsrating factor, COSE} LCoxsackievirus B o L 18
Echovirus 3,5, 7, 1110 13, 20, 21, 24, 28, 32 1
Echovirus 70 1

GLUT-1 {Sclute carrier family 2, facilitated glucose transporter

membsr 1, Blucasstransporter bvps 1, ervthrocytebain, Human T cell leukemia virus 1 10

HepG2 alucosetransporter)

N-CAN-1 (CDS8, Meural cell adhesion meleculs} Rabiss virus 1

Carcinosmbryenic antigen-related cell adhesion molecules 1, - e

(CD:88s, Baop, bilary glycoprotein} Mouse hepatiis virus 1

. . Human coronavirus, 228E
Aminopsptidase N (CO13) FranameSabls sastocnioTe Vs
. . - Polipvirus tvpes 1-3
- 58 -

Poliovirus receptor (Pvr, NECL-5, D1 Folovius )

CD48 {membrane cofactor protein, trophoblastlsukooyts Adenovirus {B1. B2 I 3

common antigen, TLX Heazles vicus

WCAN-1 (Vascular cell adhesion protein 1, INCA-100, Encephalomyocardis virug

D108} Adenovirus (L} 3

nuclechin {protein €233 REY (respiratory synodialvirus) 4

€021 {Complement receptortype, Lr2, Complement C3d . .

receptor, Epstein-Barr virus receptor, EBV receplor) Epstein-Barrvirus 1,10
Gibbon ape leukemia virus 1

Pit1 (Pituitary-specific positive transcription factor1} Feling leuksmia virus T 1
Feline leukemia virus B 1

32810 éa;?tw&twn B7-1 antigen, BB1, CTLA-4 counter-receptor Adsnovirue (B1, B2) 3

Laminin reCepior (405 rbosomal protein oA, 37 koa amnin o

receptor precursor, 37LRP, 27/87 kD3 Jaminin receptor, e

LRP/LR, 87 kDa laminin receptor, 87LR, Laminin receptor 1, Sindbis virus 118

LamB, Laminin-binding protein precursor p40, LBP/p4GY

COEE (activation B7-2 antigen, BTG, BUS3, CTLAS counter- e R .

receptor B7.2, FUN-1} Adenovirus (B1, B2) 2

CLCRS (£-C chemokine receptortype &, C-C CKR-5, CC-CKR-

%, CCR-E, CHEMR12, HM-1 fusion coreceptor, CD antigen HW & 10

CD155)

Ephrin-B2 (EPH-relaled receplortyrosinekinaseligand 5, i )

LERK-5, HTK ligand, HTK-L} Henipavirua 8,108

Asialoglycoprotein receplor GP-2 Sendai virus 1

L0381 (28 kDa cell surface protein TAPA- Targstofths How 10
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K16, UANAZEERSTE, TNOERNT L ENMONTND DA ILA2

Receptor - ANIrys Refo
HIV ERi
CXCré (C-X-C chemokine receplortype 4} Human immunadeficiency virus tvpe 2 1
Feline immunodsficiency virus 1
Adenoyvirus 2 10
Car (coxsackievirus-adenovirusreceplor) Adenovirus subgroups A, C, D, E F 1
Cox=zackisvirusB1to BE 1
Par-1 (proteinase-activated receptor 1} Parcing endogencus refrovirus A 1
Par-2 {proteinase-activated receptor 23 Porcine endogencus retrovirus & 1
Pt Feline leukemia virus B 1
Amphotropic muring lsukemia virus 1
SLAW (Signaling hvmphocytic activation malecule, CD150 leasles virus 1,103
Lvsosome membrane protein 2 {25 kDa lysosomal membrane ‘
slaleglycoprotein, LGPAS, CDAS antipen-lke 2, Lysosome membrane = .
protein , LIAP 1, Scavengerreceptor class B member 2, CD antigen Enteravinus 71 10
CD3s:
a-Dvstrochican (Dystrophin-associated glycoprotein 1 [Cleaved into: o I
Alpha-dystroghvcan (Alpha-DG); Beta-dystroglvcan (Beta-DGH) Dlé World arenavinisss n
desmoglein-2 (D3G2, cadherin family member 5, HDGC) Adenovirus (B1,B2) RE
PSGL-1 (P-selectin glvooprotein ligand 1} Enteravirus 71 10
Hectin-1 (Peliovirus receplor-related protein 1, Herpes virus entry
madiator £, Herpesvirus entry mediator C, HveC, Herpesvirus lo-like Herpes simplex virus 12 18
receptor, HigR, Mectin-1, CO anfigen CO111)
ROr RO114 1
Ephrin-B3 (EPH-related receploriransmembrane ligand ELK-LZ, EPH- heninavi o
related receptortyrosine kinazeligand &, LERK-8 Enipavirus =
N Coxsackisvirus B 10
socludin oV 5
EGFR (epidermal growth factorreceptor} o “Vaccinia virus 1
Scavenger receptor class B member 1 (SR-B81, CD35, C038 and LIMPIU HOW 3 10
analpgous 1, Collagen type | receptor, thrombospondin receptor-ike 13 !
Hectin-2 (Poliovirus receptor-related protein 2, Herpes virus entry
mediator B, Herpesvirus entry mediator B, HveB, Mectin-2, CD antigen Herpes simplex virus 142 10
cp112
HVEM (Tumor necrosis facter receplorsuperfamily member 14, Herpes
virus entry mediator A, Herpesvirus entry mediator A, HveA, Tumer Herpes simplex virus 172 10
necrosis factor receplordike 2, TR2, CO270)
Hepatitis Avirus cellular receptor 1 (HAVcr-1, kidney injury melecule 1, ggpaﬁt_:s A yirus - 1
) . . . b . bolavirus (EBOV} 7
Kid-1, T-cell immunoglehulin and mucin domain-centaining protein 1, -
TD-1, T-cellimmunoglebulin mucin receptor 1, THA-1, T-cell membrans Marburgyirus (MARY) z
T i ! v Hepatitis A virus 10
protein 1) Ebola virus i
Hectin-4 (Poliovirus receptor-related protein 4, lg supsrfamily receptor o
LMIR, Mectin-¢ [Cleaved into: Processed policvirus receptor-related Idsasles virus 8,10
protein 41}
ACEZ {angictensin converding enzyms 2} SARS coronavirus g 10
L-SIGN (C-tvpe lectin domain family ¢ member 1, CD208 antigen-like
protein 1, DC-SIGH-related protsin, DC-S3IGHR, Dendrilic cell-specific - .
ICAM-3-grabbing non-integrin 2, DC-S1GM2, Liveriymph node-specific SARS coranavirus 10
ICAM-2-grabbing non-intecrin, CO antigen CD2881
Dengus virus z
HOV et
LWV el
DC-SIGM (CD203, C-type lectin domain family £ member L, Dendritic cell-| K3V (HHVE} 2
specific ICAM-3-grabking non-integrin 1, BC-SIGN1} HIV 2
HILY 2
Bunyavirus 10
Ebola virus 2
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R1-6. VANVAZEESTFL, TAOERATLZENHOENTND YA VA3

Hecep :
LXErd {CX-C chemoking receplorfvpe 4} HIV :
xPrl | ¥enetropic and polviropic muring lsukemia virus 1

SCAVED gér receptor class A msmberz macrophags recsplor

WMARCO, macrophags receptor with collagenous structurs} Adenovirus (C) 3
Langsrin (03207, C-typelectin domain Tamily € member K} HI 2
JAM (Junction adhesion molsculs) Raovis _ 10
— e — Orihorheovirus 7
Fheor Feline leukemia wirusC 1
a2f1 (Via-2, Co43h; Echovirus 1 and 2 1
o2, osfil Human rotavirus 1
a2p1, oWES Echovirus 2
a3f1, a2f1 |Human herpesvirus2 1
aligZ Adenorivus tvpe 2 (subgroup C 1
. . Sdenorivus tvps S {suboroupC 1
0V integrins Adenovirus 2 18
) Foot and mouth dissase virus (FIDV) Z
oW B2 (vitronsctin recepior} Coxsackievirus A% 1
Echovirus 22 1
B2 infeorins Hantavirug 1
inteoring Rotavirus 10
Vaccinia wirus 2
Chondrottin sulfats proteoghcans Circovirus 2
HSW1 and 3 2
Gl SWVAD polvomavirus 10
Histo-blood group antigens Worovirus 10

Wacoinia virus, Adenovirus, Norovirug, Circovirus, Dengue
wirus, HCW, CY,

Heparan sulfats proteoglycans HSW1 and 2, KSV (HHVE), RSV, Rhinovirusad, Foot and 2
mouth disease virus [FIMDV) HIV, HTLY
Lactoseries tetrasaccharide ¢ John Cunningham pohvomavirus 10
Adenpvirus 2
sialic acid Rhinwirus%? 2z
) ’ Hotavirus 10
Influsnza A 10
. Ly Sendaivirus 2
02,3 sialic acid Influenza Avirus {avian} 2
02 8 or o2 3 sialicacid Hotavirus 2
02,2 sialic acid influenza A virus (human} 2
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K17, FESNIZ A NAZEES R LR _T TR

Entry Ascession  position Sequence MH+ sl 2 mr RY[min} o d;j;ctian P
intercelular adhesion molecule | pocaoeo 290300 VLELADQILK 130270 2 65188 12425 5y y
[orcetulus griseus) 210222 GUATFDLAVTEPK 57583 2 ierA2 1204 5y y
lowdensity lpopratein receplor  peo o 3%-367 IGYESLPNGF OLVDGHR 720798 3 73B67 10658 & 1 y
{Cricetulus griseus] 425441 NVVALDTEVANNR 141473 2 7078 6485 5y y
Shared peplids among MHCT Hmi-C2, .
R 244080 EEEECTQOMELVETRPSGDGTFOK 78323 5 92842 7484 5y y
MHC class | antigen Hm1-C4 45642470 166-189 TWIAADTAAQITOR 153377 2 78738 718 7t Y y
{Crcetulus grissus) 76.69 EGPEYWEEETR 142460 2 71280 8821 5y y
MHC class | antigen Hm1.C5 AEBAZATT 268280 WASWAPSGEECK 138873 2 70037 T8 n n y
[Cricetulus griseus) 7569 EGPEVWEGQTR 135180 2 eban 6188 oy y
PREDICTED: neural seh adheslon  ysaa7a668 6070 FFLEQVAGEAK 127082 2 BEE1 @S oy Y
?REDHEDQE‘;;'S:}“" (Crieetlis  aeienrpn3 440470 NLSPUTEDELKEVFEDALER 262432 3 67544 17783 n  y y
opLT FTIALHTDSP
405 ribosomal protein SACrsetls  yupo onon  1ZHI55 AOHERL E“SY“@“' LHTDSPL 200740 3 samy t0ses  y n
griseus] 460 ANAIENPADVEVISSR 174006 2 67099 8250y Y n
% |
PREDICTED: dystroglycan (Cricetuus o e 796823 GUPIFADELDDSKPPPSSSMPLILA 315062 3 105154 12888 o 1 y
grsets) 518-533 IPSDTFYDMEDTTTOR 195180 2 @140 6872 A n y
OREDICTED: oot sufs 4247 SOQAPLAFQAGDCR 181676 2 76088 6202 0y y
: chondroiis sulfate
e ilolny 54471469 71573 QGAGGVEGTEWWETLAFHOR 225907 3 7536 12002 oy y
17554771 GOLLVSEEFLHAR 144975 2 72490 6925 6y y
PREDICTED: suifated glycoprotein 1 ~
L 3544044730 171185 EAVDSYLPVILDMIK 170592 2 85346 16151 n  y y

ZFATMS/MSIC R D FE A A A IZ B ICB I AN b D Ey T B WG oo E LI

ERFHREolbDETRT,
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eguence

MH+ [Oa]

Al [ppmi

odifications

FLAAGTHLGGTNLDFOMEQY VK L 3517.27732 0 D64

ADHGPLTEASYVNLPTIALCNTOSPLR C20(Carboxymethyl) 199745538 | -233

FAAMATGATPIAGR o 120864653 .  -132
“Sequence © - Modifications WMH+[Da] - 8M [ppmi

- OOMENYPK

i
Sequence

Modifications

103747173

1H=[Da] | AM [ppm}

OFYDOALQUAVVDDDANNAK

~Sequence ~ Modifications - MH:[Da} &
DFYNPLVAEAGK T | 138459706
o GPSEVETK -

7333580

— I¥T —

1612.72575

104850798

i Seguerce e # Pl a MH+[Da)} {ppm]
- TLSSSTOASLEIDSLFEGIDFYTSIER e 3 128B1453D4 0 -324 |

- ELEGVCNPUSGLYQGAGGPGPGGFGAQGPK 2 Cb[{Carboxymethyly | 3 305647574 086
SINPDEAVAYGAAVOAMIMGDK -~ 1 : S 3 1230415391 206

- INEPTAMAISYGLDR o1 2 | 1B87.80690 -2E9
- NQVALNPQNTVFDAK 2 2. 1B58.84536 | -2.03
 TIPSYVAFIDTER il L2 L1487 70381 174
VEYIANDQGNR Z 2 1120882683 119
ATAGDTHLGGEDFDNR 2 3 167572958 -068
NALESYAFNME il 2 1178760383 0.05
 YKAEDEVOR 2 Do 20 1113755229 1 -108
COEVISWLDANTLAEKDEFEHK 2 ClCarboxymethy) | &0 76322988 015
AAAIGIDLGTTYSCVGYFOHGK 1 Cl4[Carboxymethyl)l 0 3 226613047 | 578
 MVOEAEK S31 o L 2 23440227 0 -0.43
- FGDPVVOSDMK S 2 122257488 -2.00

8-T ZE

TE 0y R 4 BEYFEFT LAV LY UR I




— vl —

MH* Dal |

Charge

Sequence AM [ppm
SHLAYDIVGLPTGLTGIK 5 0.0000 £.20 2 11903.05278 -0.42
LEDTENWLYEDGEDOPK 1 0.0000 5.80 2 12080.8984% 0.10

fACQVDQEEPHVEEQOQOTPAENK 3 0.0000 5.58 3 2622179971 237
RNl N 2 0.0000 3 3301.597021 050

101557250

1140.51543

Seguenc

Sequence 2 PShs Modifications ACn XCorr iCharge | MH+[Da] AM [ppm]
LIVLWPPSKPTYNIPRSATIGNR 3 0.0000 3.09 3 1237338340 -132
YTFLPTGITFK -~ 2 0.0000 2.73 2 1122370268, -0.66
FDOGDTTR 2 10,0000 243 2 93041488 <197
ITASYEDR 1 0.0000 217 2 954451101 -1.71
VIYSOPSAR 1 0.0000 187 2 11020.53448 -27%
LVEYNNK 1 C3{Carboxymethyl 2

. FYSAIEGMHPNOEDHETFVDINPLTGHLK

equgﬁutm;“ Charge | MH+[Dal
GYAFJEFASFEDAK 423 2 1554.74248
GLSEDTTEETLE 290 2 1322.63054
TLVLSMLSYSATEETLOEVFER 3 2501.26792
YTODELK 2 832.4383%8
FGYWDFESAEDLEK 2 1648.75581

Sequence Charge | MH+[Da] &AM [ppm]
TPEELFHPLGADSOV 1 0.0000 2 16387887 150
TFDEIASGFR 1 0.0000 : 2 114254658 -1.02
OGGASOSDRTPEELFHPLGADSOV 1 0.0000 2.88 3 1248817710 096
FLLINR 2 0.0000 161 2 77548125 . -1.64
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o A Whole cell lysate
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wan B Cell surface protein enriched fraction (Tris)
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C. Celi surface protein enriched fraction (guanid?rze)‘ |
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e
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Time {min)

X 1-31 CHO #ifg RIPA buffer #itH#I DO _XR—Ab—7 7 u~< /5 A

A. Whale cell lysate B. Cell surface protein erriched fraction (Tris)

cytoptasm (18.24%) No aanotation

ribosome (7.16%) available {21.47%)

nucisus (5.06%)

cytoplasi
(21.47%)

membrane - others
{27.258%)

No annctation

available {28.07%:} membrane {32.11%)

C. Cell surface protein enriched fraction (guaniding)

= membrane

= cytoplasm

w2 riposeme
cytoplasm (16.80%) &1 nucleus

o cytoskeleton
&2 endoplasmic reticulum
= organedle lumen
@ proteasome

= mitochondrion
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Mo annotation
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= Goigl
=¥ cell surface
w3 spliceosomal complex

membrane {(43.06%) e Ho annotation available
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A, intercellular adhesion molecule 1, 290-300, cVLELADQILK,
m/z 651.86, z = +2, [MH]+ 302.703, RT 124.26 min
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B, intercellular adhesion molecule 1, 210-222, QLWTFDLPVTEPK,
my/z 787.42, z = +2, [MH}+ 1573.829, RT 123.14 min
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C. low-density lipoprotein receptor, 335-352, IGYECLEPNGFQLVDOHR, "o
m/z 736.67, z = +3, [MH}+ 2207.992, RT 106.59 min it
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D. low-density lipoprotein receptor, 429-441, NVVALDTEVANNR,
m/z 707.87, z = +2, [MH]+ 1414.734, RT 64.95 min
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E. Shared peptide among Hm1-C4, Hm1-C5, and Hm1-C2, 244-280, EEEEQTADMELVETRPSGDGTFQK,
m/z 928.42, z = 43, [MH}+ 2783.233, RT 74.64 min
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F. MHC class | Hm1-C4, 1556-169, TWTAADTAAGITOR,
/2 767.39, 2 = +2, [MH]+ 1533.771, RT 77.78 min
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G. MHC class | Hm1-C4, 79-89, EGPEYWEEETR,
m/z 712.80, z = +2, [MH]}+ 1424.600, RT 58.21 min
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H. MHC class | Hm1-C5, 268-280, WAAVVVPSGEEQK,
m/z 700.37, z = +2, [MH]+ 1395.728, RT 71.39 min
o
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1. MHC class | Hm1-C5, 79-89, EGPEYWEGQTR,
my/z 676.30, z = +2, [MH]+ 1351.596, RT 61.68 min
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1. neural cell adhesion molecule 1, 60-70, FFLCQVAGEAK,
m/z 635.81, 2= +2, [MH}+ 1270617, RT 97,56 min v
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K. nucleolin, 449-470, NLSFNITEDELKEVFEDALEIR,
m/z 875.44, z = +3, [MH}+ 2624.318, RT 177.63 min
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L. dystroglycan, 795-823, GVPIIFADELDDSKPPPSSSMPLILGEEK,
m/z 1051.54, z = +3, [MH]+ 3152,619, RT 128.69 min
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. dystroglycan, 518-533, IPSDTFYONEDTTTDK,
P 3] - ¥
m/z 931.40, z = +2, [MH}+ 1861.800, RT 64.72 min (s
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N. chondroitin sulfate proteoglycan 4, 234-247, SOQAPLAFQAGDQR,
m/z 758.88, z = +2, [MH]+ 1516.755, RT 62.02 min ~
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0. chondroitin sulfate proteoglycan 4, 715-734, QGAGGVEGTEWWETLAFHQR,
m/z 753.69, z = +3, [MH]+ 2259.066, RT 120.02 min
Yzf*
1&'} } am—é :‘E“Y o
i ¥yt Yas
1; ! , i | \;;az‘
| O P e
o ! ) N i “ 2
: ' ? | | { B ;{g 5, ;‘?% ! %’m
"i:ﬁ Ly meLF (s'!ﬁi’u I . Ly N L l uj o _J.Ei?} .
o [ e e - s e e e mae e o an sain S Y SR e i

— 146 —



