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Supplementary Table S1. Proteins identified exclusively in the jejunum aits of control
group.

2Access Protein name PLGS Score
number

P6332I 40S ribosomal protein S 86.2¢
Q9ER3: Aconitate hydratase, mitochondr 56.8:
Q68FP! Adenylate kinase 57.0¢
00917¢ AMP deaminase 63.7¢
Q7TPI( Arrestin domai-containing protein 119.7¢

Ash2 (Absent, small, or homeotic)-like (Drosophila)
D3zTV7 (Predicted 58.2¢
Q8K1ME BMP/retinoic aci~inducible neurespecific protein : 77.7¢
QB6AXWO Borealin 85.7¢
Q6MGAS Bromodomair-containing protein : 36.9¢
Q5XIR8 Clathrir heavy chain linker doma-containing protein : 45.9;
AB6JUQE Clavesit-2 125.8:
Q6AY97 Coilec-coil domair-containing protein 9 59.9¢
F1LQCE Cyclin-dependent kinase 106.0:
P5195: Cyclin-dependent kinase 7 (Fragme 106.0:
P0017: Cytochrome bt 110.9¢
Cytochrome c oxidase subunit 4 isoform 1,
P1088:i mitochondrial 95.8¢
Q5PPJ Deoxyhypusine hydroxyla 97.3¢
Q9z1Z: Epsir-2 77.8¢
Q5RKI1 Eukaryotic initiation factor 4-I11 82.7(
F1LM27 Gammi-aminobutyric acid receptor subunit 73.3¢
F8WFKE Glutathione peroxidas 101.6¢
Golgi autoantigen, golgin subfamily b, macrogolin
G3V6AE isoform CRA ¢ 34.8¢
Q5XHZC Heat shock protein 75 kDa, mitochondi 386.3:
D3zZMT4 Histidine decarboxylas 60.2(
MORCBE Histone H3 (Fragmen 61.07
Q4KLJZ Integral membrane protein Z 45.3¢
G3V661 Integrin, alpha 6, isoform CRA_ 42.01
Q6367¢ Lysine-specific demethylase 3 37.2¢
08898¢ Malate dehydrogenase, cytoplasi 152.6:
Q5EB9: Myocardial zonula adherens prot 63.7¢
NADH dehydrogenase [ubiquinone] flavoprotein 2,
P1923. mitochondrial 85.8
AQJPJI Nicotinamide nucleotide adenylyltransferas 157.5:
Q78PBt¢ Nuclear distribution protein nuclike 1 64.22
F1LUD2 Olfactory recepto 75.5¢
G3V7XC Outer dense fiber of sperm tails 2, isoform CR, 52.2(
Phosphoribosyl pyrophosphate synthase-associated

Q6346¢ protein 1 40.67
P2096: Plasminogen activator inhibitor 110.4:
P3042 Plectin 66.57
Q99PT( Probable ATI-dependent RNA helicase DDX! 66.2:
P1096!I Prosaposil 101.4:
D4A33z Protein Anklel 67.5¢
D3ZUL3 Protein Col6a: 115.7¢
D4AD15 Protein Eif4g1 39.2¢

D3ZXM4 Protein Evi5l 163.1¢




D3z872 Protein Fam53l| 41.9(

D3zQI9 Protein Iffol 51.1¢
D4AES5E Protein Kank1 33.3(
Q6IFW?7 Proteir Krt28 46.3¢
F1IMAF7 Protein Krt33k 63.2¢
D3z9wW1 Protein LOC10027184 93.3-
D3ZJYE Protein LOC10036090 81.8%
D4A60¢ Protein LOC10036174 53.0¢
D3ZETz Protein LOC10091085 39.52
MORC6¢ Protein LOC10091179 39.52
D3zMU9 Protein LOC10254707¢Fragment 92.5¢
D4A4U8 Protein LOC29927 110.6:
D3zBDC Protein Msl: 78.4¢
F1MOQ¢ Protein Pm20d1 (Fragmer 74.2¢
D4A404 Protein Psd: 91.4¢
D3Z8R¢ Protein Rom25lI 116.1¢
D3ZW64 Protein RGD156055 43.61
D3ZH5z: Protein RGD156187 56.9:¢
F1LT3€E Protein RGD156469 86.2¢
F1LVT5 Protein Rundc: 42.6¢
D4A4R7 Protein Serpinal 70.5:
MOR5B1 Protein Shisai 78.0¢
D4A3B0C Protein TIn2 47.5]
D3ZE2: Protein TtlI3 46.1¢
D4A7FC Protein Ubr3 (Fragmen 26.7:
P8597. Purine nucleoside phosphoryle 111.9:
D3ZXK9 Purine nucleoside phosphorylase (Fragm 111.9:
Q3B7T¢ Rabl11 famil-interacting protein . 65.4¢
P4979 Regulator of (-protein signaling : 58.8:2
G3VoQ: Regulator of (-protein signalling 3, isoform CRA_ 58.8:
Q9R09¢ Sperm flagellaprotein 2 51.9¢
D3ZTA9 Sulfotransferas 59.5¢
Q4v8lI3 Tensir-4 41.4(
F1LYK6 tRNA (guanine(37-N1)-methyltransferas 60.4¢
Ubiquinol-cytochrome-c reductase complex assembly
POCD9:- factor 3 153.0¢
P8597. Vinculin 96.1%
Q5MYW4 Zinc finger proteil 667 43.2i

Identified proteins are organized according toalpdabetical order of proteins. The ID is based
on protein ID from the UniProt protein databasépifivww.uniprot.org/).



Supplementary Table S2. Proteins identified exclusively in the jejunumrats chronically
exposed to water containing 10 mgF/L.

aAccess Protein name PLGS Score
number
Q6AY33 Acrosir-binding proteir 56.2(
P3891i Aflatoxin B1 aldehyde reductase membe 153.7¢
Q6PCU! Aldoc protein 68.1¢
Q9JJH! Alpha-2u globulin 53.8-
D3zVB9 Ankyrin repeat domain 23 (Predicted), isoform CR/ 104.9:
D3zCcCt Ankyrin repeat domain 24 (Predicted), isoform CR/ 59.0¢
Q0793 Annexin A2 117.9:
Q4V8HE Aspartyl aminopeptida 90.11
Q8R4G¢ BTB/POZ domai-containing protein KCTD. 60.7¢
03578 Calumenir 127.4«
Q66HAE Coilec-coil and C2 doma-containing protein 1/ 44.9:
G3V92i Discs, large homolc-associated protein 4 (Drosoph 52.2¢
P9783! Disks largrassociated proteir 54.6¢
Q6357 Dual specificity test-specific protein kinase 95.4;
Ectonucleotide pyrophosphatase/phosphodiesterase
Q6461( family member 85.3:
P0519° Elongation factor : 55.5¢
MORBF¢ Exocyst complex component 60.8¢
P0911 Fructos+-bisphosphataldolase C 95.9(
Q51287 Germ cel-less homolog 1 (Drosophila), isoform CRA 60.01
B5DEZE Glucosamin-6-phosphate isomera 97.01
Q0480° Glycosylatior-dependent cell adhesion molecul 1512¢
Q6394 GTF-binding protein Ra-3D 72.1¢
Q3KRFZ High density lipoprotein binding protein (Vigilir 39.0¢
G3V6G] Immunoglobilin joining chain 105.2¢
KH domain-containing, RNA-binding, signal
Q920F: transductio-associated protein 56.0-
Q5U2S: Leucine rich repeat containing 59.3i
Q8R5M: Leucinerich repee-containing protein 1 35.57
MORA47¢ Metabotropic glutamate receptc 35.51
P3142. Metabotropic glutamate recepto 48.3¢
F1IMAQS Microtubule-associated protei 26.4¢
P1514i Microtubule-associated protein 26.4¢
P0268:i Myelin basic proteir 87.3¢
G3V6P: Myosin, heavy polypeptide 9, n-muscle 35.6¢
Q6281: Myaosin-9 35.6¢
P9773i Neuronal pentrax-2 59.1¢
Q2YDUG6 Nuclear prelamin A recognition fact 61.5¢
D3ZLY6 Olfactory recepto 121.7(
POCAXE Oligophrenir-1 36.6(
P0048: Ornithine carbamoyltransferase, mitochonc 93.9(
F1LREE Oxystero-binding proteir 37.41
D3ZLH5 Plexir-B3 41.0¢
00862¢ Procollagen ~endopeptidase enhance 80.57
D4AAT1 Protein Adamtsi 60.31
D3zz2C Protein Afg3I1 58.6¢
F1LN9z Proteir Afg312 50.7:
D4A7KO Protein Tmem?24 144.9¢
D4ADOS Protein Crocc 32.2¢

Q5XI102 Protein disulfid-isomeras-like protein of the testi 37.9i




D3ZRE¢
MOR5H1
D3ZX4C
FI1LSXC
Q6IFV5E
G3V6HC
F1LWEZ
MOR62(
FIM1G:
D3ZV75
D4AB60
D3ZFU¢
MOR91E
D3Z8Y9
D4A0G7
F1M8F(
B2RYC:
F7FM3:
D3ZYCA4
D3ZN8E
B5DFLS
D4AC81
FIM2T7
D3ZAF7
B5DFDE
D4AAS8
Q9EPJ
F1M8Hz
AOA096MIV6
B2RYBC
D4A36E
Q5RKJ¢
Q6279
Q9Z1Ct
P3528:
P3528
P6110
Q6NYB?
P1053(
P5115!
Q5U31¢
P6301:
P6282.
Q53B9(
P0O571.
P5114(
MORCO¢
P3528!
P7055!(
D4AAM1
Q5FVT1
P8112
ROPXYz
P2079:
P3639

Protein Efccl
Protein Etl4 (Fragmen
Protein Fam65
Protein Gzmbl2 (Fragmer
Protein Krt3€
Protein LOC10036378
Protein LOC10091097
Protein LOC1009125¢
Protein Mane:
Protein Mfsd.
Protein Mtbg
Protein Mylk
Protein Naip€
Protein Pnma
Protein Rab3
Protein Rbm
Protein RGD130674
Protein RGD131134
Protein RGD156368
Protein RGD156532
Protein Sestd
Protein Slc51:
Protein Srrm¢
Protein Tbcld2|
Protein Tiel
Protein Tp7:
Protein Twist]
Protein Wars:
Protein Wbscrl’
Protein Wdr25
Protein Zbtb4(

RAB10, member RAS oncogene farr

RalA-binding protein 1

Rap guanine nucleotide exchange fact

Rasrelated protein Re-10
Rasrelated protein Re-12
Rasrelated protein Re-14
Rasrelated protein Re-1A
Rasrelated protein Re-1B
Rasrelated protein Re-26
Rasrelated protein Re-35
Rasrelated protein Re-3A
Rasrelated protein Re-3C
Rasrelated protein Re-43
Rasrelated protein Re-4A
Rasrelated protein Re-4B
Rasrelated protein Re-5A
Rasrelated protein Re-8A
Rasrelated protein Re-8B
RCG48016, isoform CRA.
RCG55460, isoform CRA _
Rho GTPas-activating protein 2

RIB43A domain with coile-coils 2, isoform CRA i
Serine/threonir-protein kinase MAK
Se)-determining region Y protein (Fragme

70.9¢
44.6%
47.8
83.2¢
65.6%
72.1¢
72.2]
270.8¢
47.1%
71.4¢
38.6¢
46.2¢
47 .4:
88.3¢
72.1¢
65.1¢
53.1%
78.4%
112.2]
147.8"
75.0¢
59.3¢
49.7:¢
51.81
36.1¢4
50.6¢
112.9¢
61.4¢
54.4¢
53.5]
42.1(
72.1¢
50.87
41.1¢
72.1¢
72.1¢
72.1¢
72.1¢
72.1¢
72.1¢
72.1¢
72.1¢
72.1¢
72.1¢
72.1¢
72.1¢
84.7:
72.1¢
72.1¢
395.5(
50.8i
69.9%
54.87
64.5¢
63.9]




D3ZEDE Protein Pme 46.91
P3164 Sodiun- and chlorid-dependent GABA transportel 56.8i
03581« Stres-induce-phosphoprotein 115.5¢
G3Vv8l4 Syntaxin 4A (Placental), isoform CRA 52.2¢
Q0885( Syntaxir-4 52.2¢
Q68FW: Threonine-tRNA ligase, mitochondrie 51.32
E9PTD¢ Toll-like receptol 53.3i
00895( Transcription initiation factor [IA subunit 126.8¢
F1M7TE Translocorassociated protein subunit garr 154.7"
QO0319: Trefoll factor 3 140.7:
P4850( Triosephosphate isomere 87.6(
Q7TNKE tRNA (guanine(1(-N2)-methyltransferase homol¢ 68.47
P6314! Ubiquitin-conjugating enzyme E2 117.6:
Q5RJIN¢ Uncharacterized protein C140rf79 homo 168.0¢
Q9Z1A¢ Vigilin 44 At
Q71RJ. Voltage-dependent calcium channel gan-2 subunit 114.4«
WD repeat domain phosphoinositide-interacting pnote
Q5U2YC 4 65.0(

Identified proteins are organized according todlpdabetical order of proteins. The ID is based

on protein ID from the UniProt protein databasép(iivww.uniprot.org/).



Supplementary Table S3. Proteins identified exclusively in the jejunum ats chronically
exposed to water containing 50 mgF/L.

"Access Protein name PLGS Score
number

Q6357( 26S protease regulatory subunit 97.6¢
P6219i 26S protease regulatory subun 61.8¢
Q6AYYS8 Acetyl-coenzyme A transporter 56.97
Q6P7S. Acid ceramidast 66.8:2
Q5U30! A-kinase anchor protein 118.0:
D4ADM6 Alkaline phosphatas 55.01
Q6391( Alpha globin 59.3¢
G3V7Wi Aminopeptidase 64.0:
P1568: Aminopeptidase 64.0:
Q6290: Arginine-glutamic acid dipeptide repeats prot 26.9¢
B5DEX¢ Arid3a proteii 60.0¢
D3ZAF6 ATP synthase subunit f, mitochondr 145.6¢
D3ZCM3 ATP-binding cassette, s-family G (WHITE), member - 73.1(
P3083! ATP-dependent-phosphofructokinase, liver tyj 60.6:
D3zXQC Carboxylic ester hydrola 42.2:
Q9WTTzZ Caseinolytic peptidase B protein homo 29.8:¢
F1LMT2 Centlein 48.71
Q3B7TE Centrosomal protein of 44 ki 77.3¢
Q68EJI Cytochrome b5 reductase 46.5¢
D3z7Y1 Cytochrome P450 2C7 (Fragme 49.2:
D37ZH41 Cytoskeleto-associated protein 4 (Predictt 75.4:
Q5M9G¢ DDB1- and CUL<«associated factor 1 70.7(¢
P6092. Death ligand signal enhanc 54.0¢
Q5U2T~ Dehydrodolichyl diphosphate synthe 54.2¢
Q5RK17 Diablo homolog (Drosophile 69.4:
Q3B8Q: Eukaryotic initiation factor 4-111 94.5¢
F1LMQZ2 Farnesyl pyrophosphate synthi 65.62
D4ABB4 F-box/LRR-repeat protein 1 66.5¢
P4327! Histone H1.i 60.1(
D3ZMG5 Hypothetical LOC300207Predicted 90.0¢
D3ZFH4 Hypothetical LOC314467 (Predicte 40.8(
Q6325¢ Integrin alph-7 44.0¢
D4A6K5 Interleukin 27 receptor, alpha (Predict 53.5(
B2RYCE Interleukir-1 receptc-associated kinase 65.6¢
Q6IFWE Keratin, type | cytoskeletal 1 49.0(
Q6IFWE Keratin, type | cytoskeletal z 108.4«
D3ZIA5 Kinesir-like protein 73.6¢
Q6281 Limbic systen-associated membrane prot 53.8¢
Q60QI4¢ LRRGT00162 61.2¢
P8481 Mitochondrial fission 1 protei 71.5¢
Q6345 Mitoger-activated protein kinase 4 (Fragme 53.2¢
Q9WUJ: Myomegalin 57.0¢

NIMA (Never in mitosis gene a)-related kinase 11

D4A3H8 (Predicted 65.44
G3V8R1 Nucleobindin 2, isoform CRA _ 54.07
B5DFH4 Papss2 protei 121.8¢
Q920Q( Paralemmi-1 63.67
Q5FVSE Perforin 1 (Pore forming protei 46.1¢

P3576: Perforir-1 46.1¢




03524 Peroxiredoxi-6 87.6¢

D3ZTP¢ Piwi-like protein 47.6"
D3ZANG6 Poly(A) polymerase gamma (Predict 78.8¢
Polymerase (DNA directed), iota (Predicted), isofor

D4A8I8 CRA c 60.6¢
D3zB3C Polypyrimidine tract binding protein 1, isoform CRe 53.1¢
Q0043 Polypyrimidine trac-binding protein 53.1¢
Q5PQT! Progestin and adipoQ receptor family membe 55.5(
Q4VT7AE Protein ABHD1! 55.9]
D3ZTI3 Protein Cdh2: 32.2]
F1M7J% Protein Cep250 (Fragmer 51.9¢
08876° Protein deglycase [-1 79.8:
F1LT14 Protein Frmd: 69.0(
G3V8R: Protein Hbz 59.3¢
G3V64¢ Protein Hsf2by 50.1¢
MOR3X5 Protein L1td. 37.5¢
D4A7Z5 Protein LOC10036094 69.4:
G3V8P: Protein LOC10091179 31.6¢
MOR98: Protein LOC68832 70.1(
F1M9Zi Protein Lrrc3c 64.0¢
BOBNB4 Protein Meaft 59.4.
D4ATNZ Protein Mettl1C 84.9]
D3ZKF3 Protein Morc] 54.3(
F1LMD5 Protein Mtf2 108.1(
D3zD3¢ Protein RGD130673 41.5¢
G3v8l7 Protein RGD73502 54.0¢
D3zC97 Protein Rgs9b 66.61
F1LX07 Protein Slc25a12 (Frment) 65.62
F1LYZ6 Protein Snapc 65.3(
MORS8U?7 Protein Spatal?7 (Fragmel 173.9¢
D4A9F1 Protein Tangol 40.21
F1LV37 Proteir Tnrc6b 28.6¢
F1LUGE Protein Ttc24 (Fragmen 38.9:
D4ACL2 Protein Ttc3¢ 54.5¢
D4AA63 Protein UbgInz 42.8¢
Q5J3K! Protein Vom1r6: 72.7¢
D3ZING6 Protein Zfp27 (Fragmen 91.0¢
D4A1E1 Protein Zmynd1* 52.3¢
Q921Az Proton my«inositol cotransporte 59.0¢
F1M7Z¢< Regulating synaptic membrane exocytos 111.5¢
Q6457¢ Sarcoplasmic/endoplasmic reticulum calcium ATPa 50.17
Q4FZX7 Signal recognition particle receptor subunit t 106.1¢
P4872: Stres-70 protein, mitochondriz 57.2¢
pP2373! Sucras-isomaltase, intestin: 32.2¢
Q3MIEA4 Synaptic vesicle membrane protein V-1 homolog 148.1(
Q5XIM9 T-complex protein 1 subunit be 56.1¢
Q6AYM2 Tektin-2 103.7¢
P4943I Thromboxan-A synthase 36.3¢
P1716: Tissue alph-L-fucosidase 53.61
D4A55¢€ Uncharacterized prote 55.91
Q3KRF: Uncharacterized protein Clorf131 homo 58.3(
Q4V8C/ WD repes-containing protein 5i 69.9¢

Identified proteins are organized according toalpdabetical order of proteins. The ID is based
on protein ID from the UniProt protein databasép(iivww.uniprot.org/).



Supplementary Table $S4. Proteins identified with significantly altered egpsion in the
jejunum of rats treated with 10 mgF/L in the drimkiwater in comparison to control.

aAccess Protein name PLGS Ratio
number Score 10 mg/L F: Control
o7017" Carboxylic ester hydrola 77.7¢ 1.7¢
P0464. L-lactate dehydrogenase A ch. 185.7: 1.65
F1LPR¢ Protein Ighm(Fragmen 79.0¢ 1.5¢
P4212: L-lactate dehydrogenase B ch 59.7¢ 1.52
D4A2K1 Protein Hoga: 87.8¢ 1.4t
Myosin, heavy polypeptide 10, non-
G3V9Y1l muscle, isoform CRA _ 68.2¢ 1.3
P0194i Hemoglobin subunit alpl-1/2 579.8¢ 1.25
Q6386: Myosin-11 (Fragments 110.6¢ 1.2¢
AOAOAOMYO09 Endoplasmir 82.6¢ 1.2t
Tropomyosin 1, alpha, isoform
F7FKA4C CRA c 165.9° 1.2t
Q6412: Myosin regulatory light polypeptide  318.3: 1.22
Q66HDC( Endoplasmir 82.6¢ 1.21
P1383: Myosin regulatory light chain RL-A  205.7¢ 1.2C
BOBMS¢ Myl9 protein 318.3: 1.1¢
Sodium/potassium-transporting
P0668! ATPase subunit alp-1 100.2¢ 1.1¢
P1866I Myosin regulatory light chain 12 205.7¢ 1.15
Glyceraldehyde-3-phosphate
Q9ESV¢ dehydrogenase, tes-specific 240.7° 1.1¢
P0088: Fructos~bisphosphate aldolase 391.0( 1.1
Q66HT! Fructos-bisphosphate aldole 391.0( 1.12
Glyceraldehyde-3-phosphate
P0479 dehydrogenas 393.¢ 1.12
D3ZRNg Proteir Actbl2 1720.° 1.0¢
P0463I Malate dehydrogenase, mitochond 1140.9: 0.91
PO277! Serum albumi 478.C 0.8¢
P1011: Peptidy-prolyl cis-trans isomerase  567.2° 0.8z
D32J0¢ Histone H3 139.1« 0.7¢
P6280- Histone H4 1762.2 0.71
MORG6YE Phosphoglycerate kina 440.1¢ 0.5¢
P0490I Glutathione -transferase 130.5¢ 0.5¢
Neuropeptide Y/peptide YY-Y2
Q9ERC( receptol 77.6¢ 0.5¢
D4A8D5 Filamin, beta (Predicte( 56.5] 0.3(C

Identified proteins are organized according tortta score. The ID is based on protein ID
from the UniProt protein database (http://www.uotmrg/).



Supplementary Table S5. Proteins identified with significantly altered egpsion in the
jejunum of rats treated with 50 mgF/L in the drimkiwater in comparison to control.

a Ratio
Access Protein name PLGS 50 mg/L F:
number Score
Control
F1LPR¢ Protein Ighm (Fragmen 79.0¢ 1.8¢
G3Vv74] Phosphate carrier protein, mitochond 58.81 1.8¢4
Q0072¢ Histone H2B type -A 113.5: 1.7¢
P0194i Hemoglobin subunit alpl-1/2 579.8¢ 1.57
P0464: L-lactate dehydrogenase A ch. 185.7: 1.57
Q6386: Myosin-11 (Fragments 110.6¢ 1.3¢
Q6412: Myosin regulatory light polypeptide 318.3: 1.27
P1383: Myosin regulatory light chain RL-A 205.7¢ 1.2t
AOAOAOMYO09 Endoplasmir 82.6¢ 1.2t
P6837I Tubulin alphi-1A chain 274.3. 1.2¢
BOBMSE Myl9 protein 318.3: 1.2¢
Q66HDC( Endoplasmir 82.6¢ 1.22
P8510:! Tubulin beti-2A chain 453.0¢ 1.22
P1866I Myosin regulatory light chain 12 205.7¢ 1.21]
F7FK4( Tropomyosin 1, alpha, isoform CRA 165.9° 1.21
P4867! Desmin 222.% 1.1t
D4A2K1 Protein Hoga: 87.8¢ 1.1¢
P0209: Hemoglobin subunit be-1 1483.6! 1.1
POO77I Mast cell protease 401.8¢ 1.1
P1151 Hemoglobin subunit be-2 615.4° 1.11
P3405i Heat shock protein HSP -beta 202.4« 1.11
08875: Epsilon 1 globil 661.¢ 1.0¢
D3ZRN& Protein Actbl2 1720.7( 1.0t
P1071! ATP synthase subunit beta, mitochond 722.1¢ 0.9t
P0463I Malatedehydrogenase, mitochondr 1140.9- 0.9:
P0226. Histone H2A type : 863.4¢ 0.8¢
Q6459¢ Histone H2A type -F 863.4¢ 0.8¢
Q4FZTe Histone H2A type : 863.4! 0.8¢
POCCO! Histone H2A type -A 863.4¢ 0.81
D3ZXP:& Histone H2A 863.4¢ 0.81
POC16! Histone H2A type 1-C 863.4¢ 0.87
POC17! Histone H2A type -E 863.4¢ 0.81
Q0072¢ Histone H2A type ¢ 863.4¢ 0.81
A9UMV8 Histone H2A.. 863.4¢ 0.87
POCOS Histone H2A.Z 863.4¢ 0.81
P8424! Histone H3.: 139.1« 0.6€
Q6LEDC Histone H3.1 139.1«¢ 0.6¢4
D3ZJ0¢ Histone H3 139.1«¢ 0.62
P6280:« Histone H4 176.2¢ 0.61
Q66H8 MAP kinaseactivated protein kinase 119.3¢ 0.5:

Identified proteins are organized according tortt® score. The ID is based on protein ID
from the UniProt protein database (http://www.uatpsrg/).



