S2 Table: Top 200 proteins exhibiting most pronounced differences in expression before and after 48 hours TGFB1 treatment in wt NMuMG cells (extracted from dataset 1)
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100115471 Plasminogen actiator nhibitor 1 Plasminogen acthatornhiito 1 B85 1 0 35 2 s - s a7 s s 145 s 2 n 20 w an.05% iy 5139 2 451
1I008S63021  lsoform 6 o Palladin lladin s150% 7 s 2 755 09 1 a3 2 ) osn1 2 214 5 7 1 2 a ss 1653 2650% st e 1391 1505
IPOI37AES  Argininosuccinate synthase Agiinosucciate synthase 6% ) w 1 1103 Lo 1 ! 1 103 1051 1 79 1 1284 1 v 6 s 2208 e a2as a6 a2 166
IPOI2SI31 M and csteine.rich domalns protei 1 UM and cyseine.ich domains prtein 1 0% ) s 4 619 e 4 194 4 a6 1162 4 43 4 4 s n 2 2 5o 364% 1 P 265 at0
1002306653 neuralcll adhsion molecule 1 soform 3 Neuralcll adhesion molecule 1 oform 3 nam N 1 2 23 038 » 103) 2 259 032 » 123 2 i 2 2 7 o awas e 12249 s918 s 192
1003316123 High mobily group proten HMGLC High mobilty group protein HMGH.C 7s3% 2 s 2 s 0971 s 163) % 610 1016 s 153 2 1221 6 s 2 o sa70% s 71 so73s 13
Plo0L22S71  S-nucleotidase Snuceotidsse s 2 7 7 778 1009 7 123 7 83 0306 7 204 7 s 7 s 7 1 1580% 1095 un 614 st s
IPIOOZ6S7052  soform 2 of Mitogen-actvated protein iase kinase Kinase MLT Witogen-actvated proten kinas Kinase Kinase MLT 3656% ) 2 7 503 o2 7 as 7 208 o072 7 23 7 152 7 7 15 s 1586% 170 23 7 s 13
1PI00I282093  lsoform 1 of Adenylte kinase soeniyme 1 Adenylte kinas soenzyme 1 175% B 6 15 s 1059 15 2 1 &7 100 15 52 15 74 0 H 2 » s s670% e 1164 198 s
1I00GOR0204  fertn ghtchain 1 Ferrtin ghtchain 1 525 3 s 6 a8 099 1 254 7 3 1095 1 162 1 a4 0 7 2 35 saas 480 sa17 13693 193 208
003204203 Cluserin Custerin 228 ) 0 6 82 092 s as 1 66 0952 s o 6 w75 s 1 2 u 2088 2946% e 064 s si6
PIOOZI01LT  MARCKSrelated proten MARCKSrelated rotein 150% ) s B s 2005 5 2| 2 s29 0977 5 185 1 1525 s . a8 3 60s0% Sa00% 594 2136 200 202
1PIOOG709673  Fermitin amil homolog 1 Fermitn famiy homolog 1 7050% 2 . s a5 o9m s 53 s 1371 0362 s 143 4 el s 15 I 3 5.16% 2895% 1279 1909 &7 768
1002779307 putatie uncharacterized potein Putative uncharacterized proten s017% 3 0 20 sss 1026 » 4 20 s 1020 » 145 20 493 I s 7 s a7 2056 65 19920 P 87
1003700751 Uncharacterized proten Uncharacterzed protein s140% 3 n 1 1075 002 n 267 n ess 057 b 104 1 1245 1 1 8 » ey 7286 32 15922 4 a5
IPOG3ATI01  lsoform AGK2 of UDP-N-acetylhexcsamine pyrophosshorisse UDP-N-acetyhexcsamine pyrophasphorylse saai s s s 165 Lo0a 4 141 s 202 1005 4 39 4 s 0 s 2 1 e 10208 2515 a2se sz se6
PoozsTsl s s se7a% 3 7 P 23 o883 15 172 5 s o2 15 Bl 2 1 1 2 35 s a226% 2% ss97 1686 156 78
IPI00I237583  procollagen-ysine, 2-oxlutaate -dixygenase 2 oform 1 Procolagen-ysine,2-oxoglutarate S-dioxygenase 2 soform 1 sa0% 2 15 2 s 0951 n 15 2 na 0367 ) 134 2 a6 20 15 “ » B 216% 7036 27 758 868
PoOLUZI  Hexokinase2 Hesokinase- 06 2 15 1 a 0931 1 101 1 385 0952 1 141 1 w71 2 2 5 s 3926 28356 ) s a7 1025
1PI00L202452  Iegrin alpha-v Integrinalpha-v wo21% 2 B 2 a2 o974 2 102 2 s2s 0976 2 108 2 s24 2 2 @ s 2430 6% 10856 mo 1084 1153
PIOLZISA01  Tetraspanin? Tetraspani e 2 1 s 15 1037 s 185 s 107 1 s 193 s a1 3 » 1245 n2 229 s
1POD1302401  Peptidyprolcistrans somerase € Peptdyl-prly cis-trans somerase C saa ) 3 3 155 o867 4 188 s 358 0859 4 Y 4 s05 4 s s u 2 asam% 16 007 w 28
1I003939591  lsoform 2 f Prolyl -ydrorylasesubunit algha-1 oty & hycosyase suburit algha-1 ey B n 1 307 0937 1 174 P » 0932 1 263 P a1 n 1 2 2 00a% 2715% s22 776 s s
1io0756703.1 Serne/thecnin.protein phosphatase 28 catalytic subunit 75 2 6 4 s 1015 2 7 4 21 o8 4 1 s 25 n 7 2 5 250 99% w067 2867 11 76
PI00R30R031 flbuln2 soform s ibuln-2 soform b ssos 1 s P 663 04 1 56 5 a7 os06 1 1) P 04 1 1 a4 s ey 2% s 9910 o 1264
PI001S382  Uncharacteized proten Uncharacterized protein sosan B 3 4 25, o869 4 2 4 21 038 4 105 4 37 0 s 6 2 216 2037% 1825 2056 w78 w24
1003087851 prostagandin G/ synthase 2 Prostaglandin G/H synthase 2 s100% 2 6 4 s 1088 4 24 4 » 1066 4 ag 4 67 s s 6 n B 1875 297 ey o0 0
02683777 Betaparuin seta-parvin sa6 ) 4 s a2 o368 s 119 s 28 oss s 157 7 26 1 7 2 n B 2038% P mn 265 s
IPIOOSSSI032  protein MICAL2 soform A WICAL2 soform A sa e 3 4 3 14 10m 3 123 3 27 om 3 22 0s72 3 154 1 19 0 s 1878 203% 295 2 102 1242
PI0124783  Imegrinbeta-1 Integrinbeta-1 7556% ) n 20 23 0962 » 93 20 28 0958 » 114 20 204 1 s " o som 2690% 7575 19579 8 882
1I003302694  Uncharacteized proten Uncharacterized protein s N 1 4 u7 02 4 101 4 21 0395 4 15 4 5 » o 3366% 21907 2 1018
Pio0sa0253.1 ke protein 2 Band 4 ke protein 2 sazsn s 3 4 u7 e 4 101 4 21 0395 4 15 s 5 2 o 3636 21907 aas 1099
1PI00L248031  Zin inger protei ZPR1 Zinc fingerprotin 2081 5.6 3 1 6 72 o2 s n 6 27 1172 s 224 7 197 n 2 2 ) s00% 200% a2 12001 a9 07
PIOOLIS132  Uncharacteized rotein Uncharacterzed protein 755% ) s 3 07 0362 3 125 3 153 o 3 29 3 13 1 o 20 s 1052% 1072% 2954 o un 1295
o021 Axn10 Aarin10 e ) 2 20 a2 0951 » 147 I 355 o1 » 144 20 89 1 15 P st s 9% 2 207 s 527
1003201803 Sphingosine-L phosphate yase 1 Sphingosine1.phosphateyase 1 s 2 3 s 153 o9 s 62 s 1 o s 23 s 216 7 1 2 2 e 2905% 262 2 ses s
IPOOII26083  lolorm 1 of OCIAdomain containing protein 1 0CIA domain-contaiingprotein 1 saaax 3 2 4 @ f 4 187 4 297 [0S 4 1 4 43 3 2 040 1522 247 276
1I002230472  Cposkeleton-associated protein 4 ytoskeleton-assaciated protein 4 e . 2 « 26 1082 w 15 « 26 0369 w 129 « 108 s 5 s o a.56% 6139 12720 510 515 @1
PIOOSTEIL2  loform 1 of Septin septina s 3 2 6 s 016 7 11 6 24 o974 7 103 6 53 2 2 6 @ e as5% 1 2027 s 65
Po0LUTI2  Serpnl Serpin 1 1% ) 2 a4 224 0996 1 125 3 201 038 2 152 2 a7 2 1 s0 a sa00 700% 10189 ey a 165
1PIOOGS42882  lolorm 1 of Leucinerch repeat fghles-nteracting protei 1 Leuine-rich repet flghtessinteracting protein 1 w7385 s 1 a9 23 1002 » 163 w0 s o9 » 154 a9 208 16 ) s 27 B 5% 16038 ey 79 792
1003951771 actvebreakpaint cluster reon-related protin soform 2 activ breakpoint cluste reion-elated protin soform 2 s . 6 s 22 0992 s 25 s 299 032 s 144 s 204 1 w 7 2 207 2927% 6126 1916 s 24
10012685212 Putatie uncharactrized protein Putativ uncharacterized proten 225 ) 2 3 i 053 3 172 3 53 1085 3 43 3 0 i 3 1 2 e B 2% 295 02 1
100622101 putative uncharacerzed proten (Fragment] Putativ uncharacterized protin Fragment) 7 1 3 3 15 o866 3 51 3 185 oTE 3 12 3 105 s n 1750 144 w0 a2
1I002287571  lsoform Shortof Thymosin beta-4 Thymosin beta-4 773 2 6 % 163 0977 s 167 % 294 1008 s 195 % 21 s i w0 2 sea sea% 9 san1 Py s0
IPI00L1S7761  loform 1 of Something about sencingproten 10 Something aboutsencing proein 10 sa30% 2 s s 74 om s 24 s 602 o s Y oso1 s a2 0 s 2 s 2n.08 2088% e 081 a9 54
1002216323 loform 1 of YeLamino acd trangorter ¥eLamino acd transporter 2 07 ) 3 3 252 024 3 4 3 e 0954 3 269 3 12 s 7 7 1 0% 27386 1899 736 515 s67
1PI00G719572  glutaminase soform 2 Glutaminase soform 2 755% 2 6 5 a7 o853 15 203 5 04 0362 15 164 5 103 2 2 2 s 2080% 25006 aass Bisa 603 650
1002238015 tumor suppresor pS3-binding proten 1 Tumorsuppressor pS-bining prtein 1 saa 6 n 3 854 0365 3 2 o756 3 89 o876 3 54 0809 3 151 20 2 178 197 1969 prevs
1PIOO7IS9501  Uncharacterized roten Uncharacterized protein s200% 3 s 6 ais 1077 . 66 6 a1 1104 . 11, 6 211 7 m soom% asa76 s s
1002746394 lsoform 1 of Mitogen-actvated prtein inase kinase Kinase MLT Mitogen-actvated proten kinas Kinase Kinase MLT 708 ) 6 6 359 2064 7 4 7 2 0975 7 By 7 03 7 1 2 7 2o 8% ne 15 0 17
1I003227493  Small nucler ribonucleopratein Sm D1 Smallnucar ibonucoprtein Sm D1 1% 2 4 75 3 23 0s07 3 15 3 19 oss 3 14 3 15 3 s T 53 19 13
1PI00S751931  putatie uncharactrized potein Putative uncharacterized proten s ) 2 5 455 0994 5 67 5 s22 0362 5 u3 5 102 @ 298 asam% 1959 P 227
PooLSIL2  Calponin Calponin3 s020% B 1 a9 14 1008 » 128 a9 255 1089 » 7 a9 206 1 15 6 105 s s000% 1587 3696 20 364
IPI00LI60773  Transmembrane protei 111 Transmembrane proten 111 nas ) 3 s a5 o1 s 21 s 01 o84 4 a6 ey s 86 7 s 0 ) 27 a048% 1562 el 251 00
IPIOIISATS3  loform Ao Drebrin orebrin asar . s 4 a8 093 4 173 4 2 092 4 175 4 162 n w0 1 n 7% 2309 3436 10300 706 72
1I001030448  myosn ght chai,regulatory ke Wiyosin ghtchan, regulatory &lke Taa%% s s 15 101 0sss 15 15 15 1 0366 15 124 15 26 n s 2 2 726 s 26 17296 2 13
IPO0I6SET06  Procollgen glactosylransterase 1 Procolagen galactosyransfrase 1 s ) s s 164 1052 s a6 s 358 034 s 163 s 22 2 n 1 s 18.15% n 2994 5037 Y 710
1PI00ASE777.2  mycbox-dependentnteracting potein 1 soform 2 Wyc boxdependent ineractingproten 1 soform 2 7610% 3 2 1 ais 037 1 198 1 1 102 1 1 1 s 0 s 2 u 225 . w67 a3 an 527
1100031761 lsoform 1 of Clpastatin Calpasatin B . 2 a9 75 1 ) 152 P 2 1136 » 145 Bl 28 25 a 7 n 071% 236% 137 20130 738 8
101197604 Nuclelarprtein 10 Nocleolr proten 10 P ) 3 4 s 093 4 68 2 4 204 o2 4 161 4 23 1 I 2 2 a7 2608% 29 205 o7 00
IPOLITIES]  Transcription fator e Transcition fctor jun-2 ssaa B s 7 355 106 7 82 7 291 Lo87 7 93 7 263 0 7 1 n 5% 26m% 59 e P 37
1001120721 loform 1 of Minor histacompatbilty antgen H13 Winor histocompatiilty angen H13 0185 s 6 6 us 032 6 17 6 105 0934 6 153 6 103 s 6 ] n as2% Lassn 805 25 w78 a7
o204 2yin P s 2 2 25 a7s 1008 2 154 2 “ 105 » n7 e B a1 2 15 o 6 .66 8% ss1 167 sss 05
Po0LILA  Myouns Wyosina 7105 3 110 263 252 0996 200 101 252 265 2006 P 109 251 27 124 s P was seam i 12 ns03 1960 262
1POC308S38E Clpain2 catalytic subunt Calpain-2 cataltic suburit sasen ) I I 218 1006 7 92 7 27 0997 7 164 I 277 15 1 2 35 2a71% 209% nn s 70 798
PIOO3TI0S  AnmexinAS Aonexin AS 7% ) 20 2 a1 036 @ 7 2 s 1008 @ 71 a 277 1 18 & ” se11% Sassn 1602 ssas1 a1 357
Plo06STES A Talind Taln1 s026% . 2 0 27 07 208 13 0 295 0989 209 15 0 205 as n8 2 27 e ssa% mas 20293 2501 2697
1PI00ASI6524  lsoform 1 of Nestin Nestin 7.2 2 " s 16 1029 o 17 s 05 0957 s 138 57 21 s s 155 18 P a9 v s1613 1864 2070
1004622323 myosn lght poypeptide 6 ke Myosi ight polypepide - lke 10000% 7 1 s 89 Lo s 25 s 84 100 s 61 s 61 7 35 s na17 146 161
IPI0O7S14741  plasma membrane calcium ATPase 4 oform e Plasma membrane calcium ATPase  soform x/e P 7 s 2 571 109 2 2 23 093 2 1 2 391 0 2 5 a5 205 29886 72 16369 1205 1330
Il0OLI0S8EA  Moesin Moesin sa11% ) 8 10 w3 1001 15 14 7 1004 s 17 103 25 s o 2 22 e Tas2% oy fresen 5 77
00380461 Apha-actin 0025 a P a8 a7 0975 o 0 2 052 o8 11 0 2 P a5 145 1 ssei s235% 20985 102607 = 1030
IPIOOASS0S73  Testsexpressed sequence 10 protein u quence 10 protein TLaa% 1 4 3 1 0308 3 3 18 o855 3 06 3 s 1 n 0 s 000 759 215 22 2 1051
100745592 putatie uncharactrized protein Putativ uncharacterized proten e ) s s 153 os62 s o806 s 153 oS s as osis s 212 4 s 2 n o 16% 7 1486 255 at0
1004625023 lsoform 1 of rotein LASL homalog rotein LAS1 homolog P 2 7 3 163 0369 3 0855 3 363 1 3 06 3 208 15 0 25 5 1856% 1856% 7 5517 76 894
IPIO0A6TION2  proten fightess-1 homolog Flightess1 homolog 70 ) 6 n 15 o368 n n a7 2005 w0 56 0 w7 2 » 5 st 260% 2596% 5605 wn 211 1047
Pioo2s6476 12 Talnz B . B 2 5 0994 n P! 2 274 0976 n 93 2 277 @ a 120 m 2015 P 561 nass 50 ms
PI00IS2342  Pyrtolne-S-carboryiate reductase 3 Pyrolne -carbonyiatereductase 3 s ) 3 s a1 0956 4 93 s 208 osss 4 a s 104 4 4 s s 19.30% 1569% 041 st o 287
IPIOOLISG323  Putative rRNA methylransterase 3 Putaive rRNA methylcasfersse 3 6s.75% ) 1 2 27 0954 2 4 o 2 s 08 2 126 os0s 2 28 20 w 2 2 n1s 2070% 456 811 s 055
1002633131 Developmentaly-regulated GTP-binding protein 1 Developmental-regulated GTP-binding protei 1 e ) s 7 a4 o803 7 102 7 53 o 7 169 7 29 s s 2 w0 3525 2180% 22 o 267 405
Po0LSTIRA  Transgeln2 Transgein2 74 ) 2 5 203 0362 s 108 52 71 03 s 102 5 259 7 15 %0 o e 720% 15634 ey 199 24
1I00S8ETAI1  Microtubule-assocated rotein Microtubule-associated protein ssasn B 2 2 256 1101 2 108 o7 2 174 1106 2 142 0753 2 1 2 o ataa 11096 m 77
1PI00S208704 ol s 2 0 s 288 P s 2 o755 s 256 001 s s 108 6 2 2 a5 1988 2908% aads s0s6 1006 1169
PI002226753  DI%Bwg1S7e protein D19Bwg13S7e protein e ) s 6 2 oss2 . 105 6 23 0s08 . 6 72 1 17 2 2 s 29a7% 3004 1056 o BN
1I002306421  lsoform 3 of Calpastatin Calpasatin P s 2 . 151 1089 4 67 4 201 1 4 4 207 19 w 3216% 20134 740 796
IPIOG3114535  putativerbosomal RNA methyltransfrase NOP2 putatve rbosoml RNA methylranserase NOP2 sas7 ) 1 n 04 0986 n 116 o7 n 254 1009 u 5 251 7 2 a9 a 27 2090% a1 vy 74 869
IPOOI265135  loform 1 of ATPase famiy AAA domain containing potein ATPase family AAA domain-contaiingproten 3 sa76% B 15 s ) 2065 4 187 s 27 oss8 a 4 n 2 15 2 35 0% 291% ns 076 so1 667
1PI00I280717  soform 1 of Generalvesiclar ransport factor p11¢ Generalvesiculr transport factor p115 s736% 3 1 5 26 0951 1 105 1 a7 o n 5 s w 5 a9 0 2 3379 sas0 1122 359 1069
PoOLGS91  Calponin2 Catponin2 5745 2 7 6 e 1007 3 15 o7 3 s 0362 3 3 a7 s n 2% a 67 s000% 27 301 205 21
1001295171 loform Mitachondrialof Perasredoxin5, mitachondria Perosredoxin-5, mitochondrial ss10% 3 n 2 153 o1 n as 2 2 100 n 2 ] 7 1 w s s100% ssa1% 897 13705 210 218
1003113444 Uncharacterized protel ncharacterized protei a750% 3 s 0 368 e w 167 0 5 10 w 0 1 @ 5 12 0 e ssae% 2 preres 768 802
1003037687 PDZ and LM domainprotein 1 P02 and L domainprotein 1 o ) s I Y 0992 1 12 1 wa 0991 18 1 364 0 s 8 a5 ey % 6 19831 27 58
1001222201 RNA 3erminal phosphate cycaseke protein A 3-teminal phosphate cyclse-ike proten 72a0% ) 2 4 108 1009 4 75 4 2 0s08 4 4 52 0 7 2 2 002 2708% 2989 831 n 08
1I00$203441  RRP1Llke potein RRP12 ke protein P ) 2 n 21 0994 2 el 2 25 1001 2 2 84 2 1 s ) 023 1699% 604 s 1295 1030
1003363583 loform 1 of Zin finger CCCH domain-containing proten 15 Zinc fnger CCCH domln-contaning protein 15 esasn ) s s 23 07 a osis s 29 067 4 4 13 15 2 355 1754 s 483
1PI00S8SST71  Uncharacteized roten Uncharacterized prote a125% 2 5 0 23 1039 0 2.5 [ oz 0 102 102 0 0 s 2 2 w0 s awee 9% 4638 w02 6 29
IPIOG3SSES  Heatshock 70KDa protein4 Heat shock 7003 proten 4 120% 1 a9 22 2 o9 m 127 oso1 e 29 e 15 2 a8 © a5 2 94 sasm seex s 106239 m 901
1POOI30607.8  lsoform 1 of PDZ and M dommain prtein 7 P02 and L domainprotein 7 76a7% 2 5 7 s26 1039 7 12 7 84 1039 7 7 84 15 2 2 » avsan as67% 12 a847 57 01
PI0L260T72  Imegrin alpha-2 Interinapha-2 so7s ) 15 s 22 0952 s s i 26 093 s s 29 20 s 2 2 087 105% s sasa e 1289
1I003AGE341  Keratin, type | cytoskeltal2oral Kerati,type Il ytoskeleal 2 ora 0% 5 1 s 27 1068 s s 102 1036 s s 15 20 4 aas1% a7 s s
IPI00G261323  Uncharacteized proten Uncharacterzed protein no 3 5 s 105 e s s 13 o1 s s s6 0 2 2 n soas ssas% 74 16528 m 24
IPOOIR0ILT Proten phosphatase 24 856 deta subunt rotein phosphatase 2A B dela suburit susi% s 2 1 299 1o 18 1 a8 oo 1 1 23 6 n 2 n a0 2356 e 254 sas 1
IPOOII64581  Protein in-7 homolog C in7 homalog ¢ s s s 4 28 o976 4 4 103 036 4 4 as 7 1 s2a0% 012 197 218
PIOLISEIT  Cateninalpha-d Cateninapha-1. P 3 P @ 23 0979 @ @ 3 0991 @ @ 22 @ a 135 152 saa a5 mas 054 306 1000
1002703766 lsoform 1 o Corsacievirus and adenovirs eceptor homolog Corsackievius and adenoviusreceptor homolog 72 2 3 s 293 osa1 s s s s s s a7 0 s 2 2 2972 30256 3 a5 265 299
1I00SSS7441  rbonucease nhibitor soform b bonuciase nhbitor soform b sasan 2 s 2 02 o2 2 2 26 034 2 2 w02 7 1 @ u soa0% G 9.6 mass P 19
PI00L24061  Protein $1004 s10084 752 ) 4 1 22 107 1 1 216 e 1 1 2 5 3 2 1 a5 1% 7 136 101 n7
1PI00SIS2001  Uncharacterized proten Uncharacterzed protein 1505 s 0 1 s16 098 1 5 BN 1 1 1 a7 20 0 asan a2 P a3
IPOOI2IEI3  HetoacyCoh thilase A, perosisomal 3-ketoscyCoh thilzse A, peraisomal a5 3 6 25 1 0399 5 25 202 o384 5 25 35 1 1 @ o 4% se1% 868 ansr a2 as
1002217695 GTP:AMP phosphotransierase, mitochondria ‘GTPIAMP phosphotransferase, mitochondria 075% ) 2 1 296 0977 » 20 6 2006 » 20 1 0 7 2 » a7 33066 718 w0520 2 254
IloosaseEsa  loform 1 : TL10% 2 3 s a8 2005 s s as o2 s s u2 1 S 2 » 2637% Lo 27 s758 s 590
1003387454 Non-histone chromosomal protein HMG-14 Norhistone chromasomal protein HMG-14 220% 3 s 2 06 134 2 2 25 1161 2 20 204 s s a 19 ssa seam 1651 103278 % 101
IPOOLIITI07  ATP synthase subunit ¢, mitochondrial ATP synthasesubenit &, mitochondrial snson ) 4 s s 1068 s s a5 007 s s s 4 I sasa B n 52
IP0LIIE2LE  Putative oxidoreductase GLYRL Putative oxdoreductase GLYRL s795% 2 s s » 0362 s 217 e s » n 2 0 2 205 2945% s 256 st s07
PoOLISIZI  Cathepsing Cothepsin® 083 ) 3 4 23 1164 4 386 121 4 3 s 4 2 s 2010% 10a7% 1338 21 29 73
IPIOOLT6B91  Polymerase | and transcrpt elee factor Polymerase | and ranscript rleasefactor 7a5% ) 1 “ 254 0361 “ “ 278 0367 “ “ 255 20 » o - a6an preies 16636 s 2 as
1001112181 Adehyde dehydrogenase, mitochondril Aidehyde dehycrogenase, mitochondrial Tras% ) n 2 51 100 by 2 15 107 by 2 162 1 u w0 s B 2871% 10038 e 519 s65
1001252982 loform pSEShe of SHC-ransfoming protein 1 SHCransorming protein 1 seon B s 6 w3 1101 . 3 sas! o7 3 3 663 2 s 2 2 20 1675% w013 20765 sa a6
1PIO0GSI7173  putative uncharacerzed protein (Fragment] Putativ uncharacterized protein Fragment) 722 ) ) 7 i 1 7 7 72 0357 7 7 n 2 n w0 o 3593 009 s 215 66 721
1004205692 Sodum/potassum-ransportng ATPase suburitaph-2 Sodum/potasshumtransporting ATPase suburit algha-2 e B 3 5 w2 102 s 5 366 1062 s s0 403 0 P 12 m 3s.29% 106 w52 86407 1020 1121
01217881 peroiredosin1 Perosredoxin-1 4% 5 6 P 2 0366 2 a4 26 016 1 a4 n 1 15 s s s1a6 s276% 10819 1564 199 22
1PI00SSTSTR2  lsoform 1 of il ke prtein Vilnlke protein sosa 4 7 7 i 038 i 7 75 0s07 i 7 26 1 2 2a21% 27 as9 964
0127225 AnmeinA3 Annexin A3 2885 2 2 3 22 1002 5 a4 25 os 5 a4 165 1 » s0 w 92 s077% nsm 200 = 364
1002283855 Glucose-6-phosphate L-dehydrogenase X Glucose-6 phosphate 1-dehycrogense X s1ss% 3 2 I 282 09ss 17 I 24 1094 w 7 s 15 u « 2 2520% 2019% 739 26108 s 2
1003905291 Uncharacterized protein (Fragment) Uncharacerized proten Fragment) s6.65% 3 2 2 103 0s7s 2 2 15 ren 5 % a1 1 0 5 5 7a16% B o528 784 209 25
01302225 115% ) s 5 88 1067 s 5 104 0994 s s s s 7 20 » 28 2% a0 s684 ey 125
1PO03116825  Sodum/potassum-ransporting ATPase suburitaphs-1 Sodum/potasshumtransporting ATPase suburit algha-1 srean B 20 2 s 102 o %0 364 1062 8 s s a9 s 13 10 7% a057% 29585 18603 02 129
IPOO318614S  locirate dehydrogenase [NADP], mitochoncrial tsocirae dehycrogenase [NADP], mitochondrial 1% i 1 2 27 1067 = 2 101 028 5 2 101 20 2 s0 s 827 s0s6% 89 ns92 I e
IPOOLISIIS2  V-type proton ATPase subunit € 1 Viype proton ATpase subunit 1 s19% 2 s s 125 038 s s 1 0927 s s 13 n 2 s 061 26 261
PI00I0S2123 Sorting nexin2 Sortng nexin-2 pr ) 1 15 53 1062 15 15 52 109 15 15 105 7 2 a4 s e 0am% 7035 sa10 519 ssa
io0132759.4 tochondr Complement component 1 subcomponen.binding prtein e 2 s 2 61s 002 1 1 a2 127 n 2 618 n o 25 15 Py 20% B 15867 9 310
IPIOOINIT61  Cochrome coxdase subunit 2 ytochvome ¢ xidse subunit 2 ey ) 4 5 s 03 s s n 12 s 5 ass s 4 2 s 2067% 206m% wa 002 27 260
PIOOINIAES  UMP-CMP kinase UMP-WP kinsse saz6n ) s 15 a1 0362 15 15 358 Lo 15 15 3 7 7 2 2 26a3% 2% 24 e 27 257
PI003NI24 Uncharacteized proten Uncharacterzed rotein 60 ) 20 15 15 1017 15 15 s 1019 15 15 163 2 2 a8 s 0% aser% s64 1234 7as 28
PI0IIS2312 lociate dehydrogense tsocirate dehydrogenase 9305 2 20 20 o 0361 » 20 73 0s6 » 20 s 20 » s s asoa preees 524 11048 m a7
1008083702 protein diaphanous homolog 1 Diaphanous homolog 1 s7a7% 2 1 s 573 1005 s s wa 1208 s s s 2 = a4 » 19.76% 2300% 4526 726 1255 193
1POG284B065 Hyposanihine guanine phospheribosylransterase Hypoxantrine.gusnine phosphorbosylransierase 018 ) 6 s 15 oss8 s s 26 1026 s s 205 s 7 2 » 1% 3303 2648 15208 218 28
1003239424 lsoform 2 f Vacuolar proten sorting ssociated protei 26% Vacualar proteinsortin assocated protein 26 s625% B 6 s s 2006 s s S5 os04 s s w1 s S 7 s o 036% 369 14892 359 s
1002302773 Mitogen-actated proteinkinase 3 Mitogen-actvted protin inase 3 sam 1 4 P 284 0362 1 P 23 1016 1 P 8 s 2 Baex ss 310 a0
1PI0016S0583  Lanosterolsynthase Lanosterolsynthase saem 1 3 i 20 18 . 6 265 o7 . 6 s 2 1 1760 2 ™ 81
1002234751 Juncton lakoglobin Juncton pakoglobi 785 ) I 25 24 Lo0a 5 25 204 om2 5 25 265 2 2 s o as66% aas% 5265 a8 a5 17
1PI00RASA781  phosphoserine aminotranserasefk sform 2 Phosphoserine aminotransteras-fke oform 2 216% 2 20 s 22 e 55 s 256 067 55 s 207 25 2 7 56 sz s0am% 1402 0988 0 405
IPO0LIE7S34  Electron transfer favoproteinsubunit alphs, mitochandria Electron transer lavoprotin suburit alpha, mitochonria 279% ) 1 2 165 098 2 2 2 e 2 2 1 1 n “ a saan as05% 5979 s719 = 350
PIOOSTEE  triosephosphat omerase Trosephosphate omerase as.65% 2 I P 26 0367 o P @ e & P 29 1 7 %0 o5 7ae % mn ey 299 22
1003139688 lsoform 1 of Hstone-ysine N-methylransfrase setd istone-ysine N-methytransfease setd 6616% 3 s i 297 1159 7 i 151 1202 7 i 25 n S 2 w 22800 21006 3584 14708 s o1
1001214404 Elctron transfe avoproteinsubunit bt Electrontransfer favoprotein subunit bets sa0a ) n 0 162 067 0 0 o5 1009 S 0 23 1 s 20 I s s000% 2w 721 255 276
Pooa0ses  Caalase Cotalase 046 ) 5 5 14 e s 5 2 002 s s 108 2 15 2 2 2500% 20m% e freeey s27 En
PI00SS34193  Desmoplkin Desmplakin s006% 2 = 2 553 e 2 2 s61 0999 s 2 102 2 n 147 158 B 2692% 1802 18692 2 s
1001346 putatie uncharactrized potein Putative uncharacterized proten L% 2 1 7 54 2 7 7 01 0o 7 7 u5 52 s a. % 2018 2010% 7 709 20 208
PO0TSI3691  Lisctate dehydrogenase A chain soform 2 Liscate dehycrogense A chan soform 2 s6.68% s 20 s 03 1008 s s 28 1102 s s 2 2 ) 2 5 s69% s2a5% s asass 261 297
PIOOM6IS144  Histone 28 Histone H2 s037% 2 n 5 a1 e E 5 a1 0998 5 5 366 15 s % 5 s s000% 10082 a8 135 s
1003862061 Uncharacterized proten Uncharacterzed protein 7a20% 2 3 0 a5 i 0 0 a5 1051 0 0 7 7 3 0 » a229% % a2 15276 175 17
1I00S8sI71  secsubstrate cortacin Stcsubstrate cotactin shost 2 3 2 766 107 a 2 4 1038 a 2 sis 1 15 .x s w021 a708% 10061 s 291 22
POLIIEYS  protein iban Niban 125 2 I 1 @ o052 s 1 so.4 NG s 15 a6 I » 3s o 2085 as592% s na 26 1026
1I002295105  Liactatecehycrogenase 8 chain Lisctate dehydrogensse B chan 7s15% 5 s 4 a1 0991 4 4 165 1201 4 4 sz 2 s 2 19 B B w12 1635 24 365
1001353242 solute carrie family 12 member 2 Solute carre family 12 member ssos 2 2 2 07 038 n 2 08 0365 n 2 34 1 a 5 s 1642% 1na9% 2125 5015 1206 1206
1001232781 pyrtolne-S-carboryiate reductase 2 Pyrolne -carbonyiate reductase 2 8906 ) 6 1 292 108 » 1 22 L0 1 B 2531 n n 2 2 B 3625% 5975 w67 20 26
1I002262532  Acetyl-CoR acetyransfrase, ctos AcetyhCon aceylransteras, 760 N s 3 298 1251 3 3 25 1029 3 3 @ 3 n 4 2 1008 3s526% 519 577 297 as
1PI001293552  Large neutral amino acids ransporter small suburit Large neutral amino acds transporter smalluburit 1 a2san ) 4 n 25 1 n n 104 Lo n n us 6 s 15 2 e 2051% 1534 14492 s sss
1I00S8SS442  Uncharacterized protein Fragm Uncharacterized protein (Fragm: snaen N n 2 s 2068 5 2 261 e 5 2 2 s 6 a4 s aszen 2 so86 326 7 12
100316921 enoylCoA dela Somerase 1, mitochondrial precursor noyt- isomerase 1, mitochondria precursor sas0% ) 7 4 13 0954 4 4 75 0368 4 4 7 7 w0 n 2 a045% Y 2 2028 289 22
1007422105 RNAbindingproten EWS RNAbiding protein EWS 20% N 3 5 a5 127 1 5 s 172 2 1 w02 5 1 20 3 1832 pivey ssia w2 6ss e
Poowse91  Caent Gaten 7980% 3 2 n 2 o2 n n 21 o7 n n 271 1 s 2 s a080% 6% 4502 329 7 854
Pl0G#SISTI  Stathmin Stathmin 027% ) 1 7 s 0992 7 7 w04 027 7 7 355 1 s e 7632 147 0
1PIOOI21SS03  Sodum/potassum-ransportng ATPase suburitbeta-1 Sodum/potasshumtransporting ATPase suburitbeta-1 shar ) 7 1 27 0389 2 1 24 o859 n 1 02 5 7 20 » ey 2% 2 161 208 52
1I002223863  Charged multvesicularbody prtein 25 Charged multesicla body protein 2b sosen ) s s 162 1007 s s 102 1059 s s 15 0 2 B a2 m 25
PI0ETSI43  Histone HLO Histone HL0 nsin s 0 1 s pre 19 1 162 0964 19 1 295 6 2 2 » sa7o% aaam s a1 198 208
POOLTAII  Transketolse Transketolase s350% ) 0 o 02 0361 " o 51 o7 & & 294 2 n 152 18 s2am s26s% w7 20633 6 76
PI0L214271  Protein$100-46 s100.6 a775% ) 0 1 s 0395 1 1 » 1097 1 1 259 0 2 © ” Tas Ta85% 6015 028 s 100
1PIOOASTABS3  lsoform 2 of rotein LAP2 prtein A2 72 s 6 4 76 1162 4 4 165 0951 4 4 368 2 a a © 2076% 2821% 502 582 1450 1621
Plo0228481  20KDa protein 20108 protein P 2 1 1 596 126 1 1 81 1087 1 1 27 1 s 52 7 saa 2 sa4 sz 2 202
1003201885 Nicotinamide phosphoribosylranfersse Nicotinamide phosphorinosylransferase 7699% ) 7 3 ass 1162 3 3 213 Low7 3 3 208 7 7 s s 1026% 1853% 119 286 e ssa
002302645 Histone Histone a5.80% ) s » 366 o7 2 » 04 039 2 » B 2 s 6 » P 36% e 2711 13 51
Pooss12363 Stathmin Stathmin 2229% B 3 2 a7 1o n 2 08 100 u 2 5 1 s 6 w0 6.1o% a5k 718 i 14 w3
IPOOIIS6I62  ATPinding cassttesub-family O member 3 ATP-bindin cassett sub-amiy D member 3 7sa1% ) 6 s 71 o884 s s 05 0957 s s a7 1 s 2 25 270 150 w012 w027 65 754
IPI00SS2941  Uncharacterized proten Uncharacterzed protein L% 5 1 6 254 1217 5 6 253 1186 5 6 207 7 0 s w7 30w s2a7% 2631 18736 2 o5
POOINTIHS  Histone H2AZ Histone H2AZ sw2an s s s 3 03 s s 105 0n s s o5 6 3 1 17 s 750% 186 2035 128 ns
1PI00a195566 hisone Mt Histone H1t e ) ) 1 N 1207 1 1 04 1266 1 1 23 2 2 a0 5357 209 27
Poouse21 lolorm 1 " : o : s1s9% 2 0 0 ) 0998 n n 795 e ) 0 81 2 1 .s 7 2936% 2716% sa77 ma 729 22
IIo026868R4  CD2-assoiated protein Co2-assoiaed protein 7652 ) 1 20 466 1013 » 20 » o7 » 20 s 2 » “ “ a2se% 642% i 154 67 704
PI0SSI5383 Histone . i 7% ) 1 4 105 1198 4 4 14 Lo 4 4 52 © 35 2206 s03 136 154
PI02I01335 Histone HLS Histone HLS. s655% ) 15 n w3 11 n n 391 1 n n 208 P » e o seasw sea0% 1631 019 2 26
IPOG20II35  Cpochrome bS tochrome bs sa 3 s 2 6a os07 2 2 23 0922 2 2 102 4 4 2 2 3657% 3657% sz s e 152
PI00222714S Histone ML Histone HL4 s676% s 7 " s65. 1317 " " &3 1252 ” " 03 25 2 102 B s20s% s 10252 36119 a9 20
PI03STE  Histone L3 Histone HL3 s05% 2 3 2 s06 1228 B 2 ses 1m0 Py 2 as % 5 121 s s Go52% ey 09 0 21
002237135 istone v Histone 2726% ) 6 s ass 12 © s s62 Tas4 © s a2 2 » 01 5 ss0u% c038% 18471 67 w a3
1I002271401  Keratin, type | cytoskeletal 14 Kerati,type | eyoskeletal 14 775 w0 7 2 527 107 n 2 793 2008 2 2 816 1 2 6 o assa s w077 36078 a 2
PI010I011  Optineurin Optineurin 229% 1 5 5 a8 102 s 5 ses e ] 5 71 15 15 2 2 2a6% 25a7% s 4699 sas 70
1PIO0I28ES72  NADP-dependent malcenzyme NADP-dependent malic enzyme. 28 B 2 2 a6 098 5 2 a7 o9 5 2 167 1 1 1 w 3sa1% 0% 5979 5171 s as
1i002192702 2 peripin3 100% ) 2 2 w3 0971 a 2 a7 1059 2 2 224 1 15 5 o B pre 10936 nass a a2
PIOIITIAI  Monocarboxylate transgorter 1 Monocarboryiate ransporte 1 avsan ) 3 5 26 0367 B 1 285 09 B 5 w3 6 s 2 2 1020 frers s64 1502 P 522
100112071 Keratin, type | cytoskeletal 19 Kerati,type | eyoskeltal 13 725 s 2 8 503 032 5 8 % 038 5 8 032 2 a 153 158 763 270% 2935 12875 Y s
Po03SIT278 A A4 Annexin 4 s060% 2 1 6 s 0364 s 6 esa 1007 s 6 503 20 1 s ss sLa s 12808 38615 a1 38
IPIOOIUS611  Medium-chan specifc cykCon dehydrogenase, mitochondial Wedium.chainspeciic acy-Con dehydrogense, mitochondrial T2as% 2 4 s 12 106 s s 12 pres s s 12 i s 0 17 730 3256 194 2151 o e
03116265 saom ) s 4 as 119 4 4 13 e 4 4 53 s s n s 1970% 158 1 am 06 a3
IPO0I232761  MOSC domaln-containing potein 2, mitochondril MOSC domaln-contanin protin 2, mitochondrial 72780 N s 7 461 1076 7 7 sis 1229 7 7 07 s . 1 2 8% 1627% 2552 5732 s 82
PO Chudnz Caudinz su7a ) 3 7 579 0939 15 6 292 1o 15 7 ] s 4 2 2 366 1609% 548 15808 20 205
1I00AGR6363  Keratin, type | ctoskeletal 42 Keratin,type | eyoskeletal 42 s429% s 1 2 ass 1039 2 2 515 0976 2 2 s 15 2 5 7 s S5 sas 26565 = 01
1PI00109311.3 Isoform 1 of Na(+)/H{+) exchange regulatory cofactor NHE-RF1 Na(+)/H(+) exchange regulatory cofactor NHE-RF1 84.79% 1 1 16 497 0911 15 16 532 0886 15 16 a8 1 14 a0 a9 44.79% 52.39% 70.48 238.47 355 386





<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


