Supplemental Table 1. Phosphorylated peptides and proteins by ING5 overexpression.

Protein accession
AOFGR8
AOFGRS8
AOFGR8
AOFGRS8
AOFGR8
AOFGRS8
AOJLT2
A1L390
A1L390
A1L390
A1L390
A1L390
A1L390
A1L390
A1L390
A1L390
A1X283
A2A2Y4
A2AJT9
A2AJT9
ABNFI3
A8CG34
A8CG34
CaJLW8
000151
000159
000161
000193
000203
000264
000264
000267
000267
000267
000429
000443
000499
000499
000505
000512
000559
000566
000566
000566
000566
000567
000567
000567
000567
000567
000712
000767

Position Amino acid Protein names Gene names Score
691 S Extended synaptotaglESYT2 89.17

693 S Extended synaptotagiESYT2 89.17

753 T Extended synaptotagi ESYT2 71.097
755 S Extended synaptotagiESYT2 151.41
758 S Extended synaptotagiESYT2 180.34
761 S Extended synaptotagiESYT2 180.34
226 S Mediator of RNA poly MED19 108.5

76 S Pleckstrin homology (PLEKHG3 110.08
576 S Pleckstrin homology (PLEKHG3 127.97
577 S Pleckstrin homology (PLEKHG3 127.97
643 S Pleckstrin homology (PLEKHG3 65.652
827 S Pleckstrin homology (PLEKHG3 157.27
1037 S Pleckstrin homology (PLEKHG3 182.22
1040 S Pleckstrin homology (PLEKHG3 182.22
1154 S Pleckstrin homology (PLEKHG3 194.77
1169 S Pleckstrin homology «PLEKHG3 194.37
291 S SH3 and PX domain-«<SH3PXD2B 55.779
429 S FERM domain-contaiiFRMD3 88.427
15 S Uncharacterized prote CXorf23 65.295
17 S Uncharacterized prote CXorf23 65.295
10 S Zinc finger protein 311ZNF316 134.29
161 S Nuclear envelope por POM121C 47.302
358 S Nuclear envelope por POM121C;POM1:127.18
21 S Protein FAM195B  FAM195B 204.31
90 S PDZ and LIM domain PDLIM1 63.212
408 S Unconventional myosMYO1C 85.533
110 S Synaptosomal-associ SNAP23 52.849
17 S Small acidic protein SMAP 298.6

276 S AP-3 complex subuni AP3B1 137.73
57 S Membrane-associatectPGRMC1 235.74
181 S Membrane-associatetPGRMC1 317.85
32 S Transcription elongatiSUPT5H 159.79
36 S Transcription elongatiSUPT5H 159.79
666 S Transcription elongatiSUPT5H 143.52
616 S Dynamin-1-like protei DNM1L 80.508
259 S Phosphatidylinositol 4PIK3C2A 71.879
296 S Myc box-dependent-irBIN1 67.877
298 S Myc box-dependent-ir BIN1 77.554
60 S Importin subunit alph: KPNA3 181.81
278 S B-cell CLL/lymphomaBCL9 96.848
36 S Receptor-binding can EBAG9 284.86
163 S U3 small nucleolar rit MPHOSPH10 252.77
167 S U3 small nucleolar rit MPHOSPH10 235.76
171 S U3 small nucleolar rit MPHOSPH10 252.77
242 S U3 small nucleolar rit MPHOSPH10 229.8

468 T Nucleolar protein 56 NOP56 82.581
519 S Nucleolar protein 56 NOP56 152.47
520 S Nucleolar protein 56 NOP56 195.03
569 S Nucleolar protein 56 NOP56 131.4

570 S Nucleolar protein 56 NOP56 120.63
328 S Nuclear factor 1 B-tyr NFIB 61.963
198 S Acyl-CoA desaturase SCD 99.881

Modified sequence
_SHMS(ph)GS(ph)PGF
_SHMS(ph)GS(ph)PGF
_EPT(ph)PS(ph)IAS(pt
_EPTPS(ph)IAS(ph)DI¢
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_S(ph)PLS(ph)PTETFS
_GPLPS(ph)PTAGLEE
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_HRS(ph)LS(ph)PVPR
_(ac)AALHTTPDS(ph)F
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_NFYES(ph)DDDQKEF
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_S(ph)AAGS(ph)EKEE
_S(ph)AAGS(ph)EKEE
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_SKPIPIMPAS(ph)PQk
_VSNLQVS(ph)PK_
_GNKS(ph)PSPPDGSF
_SPS(ph)PPDGSPAAT
_NVPQEESLEDS(ph)C
_PAAPPRPLDRES(ph)
_KLS(ph)GDQITLPTTV
_S(ph)PVFS(ph)DEDSI
_S(ph)PVFS(ph)DEDS:I
_S(ph)PVFS(ph)DEDSI
_KDDNDEEEEDIDFFE
_LAALALASSENSS(ph
_EELMS(ph)S(ph)DLEI
_EELMS(ph)S(ph)DLEI
_EEPVS(ph)S(ph)GPE
_EEPVS(ph)S(ph)GPE
_KPEKPLFSSAS(ph)P!
_EKGS(ph)TLDLSDLE,



000767
014497
014497
014497
014545
014617
014617
014617
014639
014639
014639
014639
014639
014639
014646
014646
014646
014646
014647
014681
014681
014683
014686
014686
014686
014686
014686
014686
014686
014686
014686
014745
014745
014828
014874
014974
014974
014979
015014
015014
015014
015014
015014
015014
015014
015027
015027
015027
015042
015042
015042
015061
015061
015061

199
363
696
1755
415
634
636
829
431
435
586
587
655
706
215
216
1677
1689
1373
326
330
14
654
1606
1671
2229
2274
3130
4359
4682
4738
280
290
76
31
299
871
241
358
467
491
576
578
746
758
891
1178
1181
485
946
948
429
653
1049
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Acyl-CoA desaturase SCD
AT-rich interactive do ARID1A
AT-rich interactive do ARID1A
AT-rich interactive do ARID1A
TRAF-type zinc fingei TRAFD1
AP-3 complex subuni AP3D1
AP-3 complex subuni AP3D1
AP-3 complex subuni AP3D1
Actin-binding LIM pro ABLIM1
Actin-binding LIM pro ABLIM1
Actin-binding LIM pro ABLIM1
Actin-binding LIM pro ABLIM1
Actin-binding LIM pro ABLIM1
Actin-binding LIM pro ABLIM1
Chromodomain-helice CHD1
Chromodomain-helicc CHD1
Chromodomain-helic: CHD1
Chromodomain-helicc CHD1
Chromodomain-helic: CHD2
Etoposide-induced pr EI24
Etoposide-induced prEI24
Tumor protein p53-inc TP53111
Histone-lysine N-mett MLL2
Histone-lysine N-mettMLL2
Histone-lysine N-mett MLL2
Histone-lysine N-mettMLL2
Histone-lysine N-mett MLL2
Histone-lysine N-mettMLL2
Histone-lysine N-mett MLL2
Histone-lysine N-mettMLL2
Histone-lysine N-mett MLL2

Na(+)/H(+) exchange SLC9A3R1
Na(+)/H(+) exchange SLC9A3R1

Secretory carrier-asscSCAMP3
[3-methyl-2-oxobutan BCKDK

Protein phosphatase PPP1R12A
Protein phosphatase PPP1R12A

Heterogeneous nucle HNRPDL
Zinc finger protein 60!ZNF609
Zinc finger protein 60!ZNF609
Zinc finger protein 60!ZNF609
Zinc finger protein 60:ZNF609
Zinc finger protein 60!ZNF609
Zinc finger protein 60:ZNF609
Zinc finger protein 60!ZNF609
Protein transport prott SEC16A
Protein transport prott SEC16A
Protein transport prott SEC16A
U2 snRNP-associate(U2SURP
U2 snRNP-associate(U2SURP
U2 snRNP-associatecU2SURP
Synemin SYNM
Synemin SYNM
Synemin SYNM

110.57
92.565
138.05
141.36
127.97
56.903
56.903
94.707
163.56
81.316
124.29
96.143
43.68

36.114
133.86
133.86
79.317
147.33
124.66
74.853
74.853
97.957
69.864
78.903
182.43
84.166
41.689
55.546
131.54
86.557
119.25
82.609
249.28
104.82
176.49
85.498
173.6

120.11
93.478
100.5

126.29
139.73
97.095
90.412
76.165
40.616
80.737
80.737
164.66
61.48

61.48

119.39
79177
139.51

_GST(ph)LDLSDLEAEI
_SHHAPMS(ph)PGSS(
_GPS(ph)PSPVGSPAS
_VSS(ph)PAPMEGGEI
_LDSQPQETS(ph)PEL
_VPVPEGLDLDAWINE
_KVPVPEGLDLDAWIN
_NTETSKS(ph)PEKDV
_TLS(ph)PTPSAEGYQ
_TLS(ph)PTPS(ph)AEC
_S(ph)SGREEDDEELL
_RSS(ph)GREEDDEEL
_TAS(ph)LPGYGR_
_GVS(ph)MPNMLEPK_
_QIDS(ph)S(ph)EEDDI
_QIDS(ph)S(ph)EEDDI
_ASSSGPRS(ph)PLDC
_S(ph)PFEHSVEHK_
_HSDNPS(ph)EEGEVF
_FPS(ph)PHPS(ph)PAI
_FPS(ph)PHPS(ph)PAI
_KHS(ph)QTDLVSR_
_LS(ph)PLPVVSR _
_NLTMS(ph)PLHK_
_LEGPVS(ph)PDVEPC
_PGAGQPGEFHTT(ph
_ASEPLLS(ph)PPPFG
_HPS(ph)PCQFTIATP}
_VS(ph)PAAAQLADTL
_SLDLLAALPT(ph)PP}
_ALS(ph)PVIPLIPR _
_EALAEAALES(ph)PR
_SAS(ph)SDTSEELNS
_KLS(ph)PTEPK_
_S(ph)TSATDTHHVEN
_DKKS(ph)PLIESTANN
_STGVSFWTQDSDEN
_VFVGGLS(ph)PDTSE
_FCDS(ph)PTSDLEMF
_TNS(ph)MGSATGPLF
_NCPS(ph)PVLIDCPHI
_LVEPHS(ph)PS(ph)P¢
_LVEPHS(ph)PS(ph)P¢
_ELESPLT(ph)PGK_
_AEEGKS(ph)PFR_
_AQQELVPPQQQAS(f
_S(ph)LHS(ph)AHSLAS
_S(ph)LHS(ph)AHSLAS
_LYSILQGDS(ph)PTK_
_VKS(ph)PS(ph)PK_
_VKS(ph)PS(ph)PK_
_TFS(ph)PTYGLLR_
_QFTQS(ph)PETEASA
_SPAPGS(ph)PDEEG(



015083
015085
015085
015085
015155
015164
015164
015164
015173
015231
015231
015231
015231
015258
015320
015320
015320
015320
015320
015374
015417
015417
015417
015438
015439
015440
015446
015446
015541
015541
015550
043150
043159
043159
043159
043159
043159
043166
043166
043166
043166
043237
043290
043290
043290
043379
043395
043399
043432
043463
043493
043493
043521
043521

187
556
668
1413
50
811
1028
1042
211
158
447
453
519
95
536
594
596
635
647
279
1857
1989
2716
911
646
509
285
490
84
85
769
701
62
64
104
106
223
1270
1433
1549
1585
194
448
474
486
1228
619
12
495
391
71
298
86
87
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ERC protein 2;ELKS/I[ERC2;ERC1
Rho guanine nucleoti ARHGEF11
Rho guanine nucleotiARHGEF 11
Rho guanine nucleoti ARHGEF11
BET1 homolog BET1
Transcription interme TRIM24
Transcription interme TRIM24
Transcription interme TRIM24
Membrane-associatectPGRMC2
Zinc finger protein 18:ZNF185
Zinc finger protein 18:ZNF185
Zinc finger protein 18:ZNF185
Zinc finger protein 18:ZNF185
Protein RER1 RER1
cTAGE family membe CTAGES
cTAGE family membe CTAGES
cTAGE family membe CTAGES
cTAGE family membe CTAGES5;CTAGE®
cTAGE family membe CTAGES5;CTAGE"
Monocarboxylate tran SLC16A4
Trinucleotide repeat-cTNRC18
Trinucleotide repeat-cTNRC18
Trinucleotide repeat-cTNRC18
Canalicular multispec ABCC3
Multidrug resistance-:ABCC4
Multidrug resistance-: ABCC5
DNA-directed RNA pcCD3EAP
DNA-directed RNA pcCD3EAP
RING finger protein 1 RNF113A
RING finger protein 1 RNF113A
Lysine-specific demelKDM6A
Arf-GAP with SH3 doiASAP2
Ribosomal RNA-procitRRP8
Ribosomal RNA-prociRRP8
Ribosomal RNA-proctRRP8
Ribosomal RNA-prociRRP8
Ribosomal RNA-procitRRP8
Signal-induced prolife SIPA1L1
Signal-induced prolife SIPA1L1
Signal-induced prolife SIPA1L1
Signal-induced prolife SIPA1L1
Cytoplasmic dynein 1 DYNC1LI2
U4/U6.U5 tri-snRNP-:SART1
U4/U6.U5 tri-snRNP-:SART1
U4/U6.U5 tri-snRNP-:SART1

WD repeat-containinc WDR62
U4/U6 small nuclear IPRPF3
Tumor protein D54 TPD52L2
Eukaryotic translationEIF4G3
Histone-lysine N-mett SUV39H1
Trans-Golgi network i TGOLN2
Trans-Golgi network i TGOLN2
Bcl-2-like protein 11 BCL2L11
Bcl-2-like protein 11 BCL2L11

62.466
46.145
70.26

47.894
98.253
153.65
110.06
77.192
230.66
106.88
146.67
134.4

56.914
80.813
107.03
121.21
121.21
38.58

67.997
75.686
130.77
110.4

77.22

104.84
133.84
118.24
239.48
88.346
42.863
42.863
118.51
183.07
156.7

134.21
123.42
123.42
64.374
120.29
113.43
203.2

209.79
221.83
196.01
47.864
47.864
88.976
168.17
146.18
103.45
116.46
322.59
210.61
44.614
44.614

_TFWS(ph)PELK_
_SSSQSTFHIPLS(ph)F
_SLENPT(ph)PPFTPK_
_S(ph)PPSLALR_
_SLS(ph)IEIGHEVK_
_SEWLDPSQKS(ph)PI
_NESEDNKFSDDS(ph
_LKS(ph)IEER_
_LLKPGEEPSEYT(ph)
_RSST(ph)SGDT(ph)E
_GGQGDPAVPAQQP/
_QSS(ph)PSGSEQLVF
_GGQGDPAVPTQQP/
_VDPSLMEDS(ph)DDC
_AFLS(ph)PPTLLEGPL
_APSDTGS(ph)LS(ph)I
_APSDTGS(ph)LS(ph)!
_LS(ph)GPAELR_
_SFNMPS(ph)LDK_
_SDEES(ph)DKVISWS
_ALS(ph)PGLEESGLG
_EPGFEAGPEAS(ph)L
_ARPSAHS(ph)PGK_
_QLSALS(ph)SDGEGC
_DNEESEQPPVPGT(c
_NATLAWDSSHSSIQ?
_QEQINTEPLEDTVLS
_MPETVPQEEMPGPF
_AAYGDLS(ph)S(ph)E!
_AAYGDLS(ph)S(ph)E!
_S(ph)PGLLSSDNPQL
_LLHEDLDES(ph)DDD
_ALEAASLSQHPPSLC
_ALEAASLSQHPPSLC
_QGPPCS(ph)DS(ph)E
_QGPPCS(ph)DS(ph)E
_TEVS(ph)PVPR_
_QDPVVHLS(ph)PNK_
_HSAS(ph)PVVFTSAR
_LIDLES(ph)PTPESQK
_TLS(ph)DESIYNSQR.
_DFQDYMEPEEGCQC
_RVS(ph)EVEEEKEPV
_VENMDIS(ph)DEEEG
_VENMDIS(ph)DEEEG
_SIS(ph)LGDSEGPIVA
_WDEQTSNTKGDDDE
_(ac)MDSAGQDINLNS
_RS(ph)PVPAQIAITVP
_MDSNFGLAGLPGS(r
_DSPSKSS(ph)AEAQT
_TES(ph)GEETDLISPF
_RS(ph)S(ph)LLSR_
_RS(ph)S(ph)LLSR_



043707
043719
043719
043719
043719
043719
043719
043719
043719
043719
043719
043719
043719
043752
043818
043818
043818
043823
043823
043823
043852
060231
060231
060231
060264
060264
060271
060271
060292
060292
060292
060292
060292
060293
060293
060293
060318
060341
060341
060341
060504
060508
060508
060508
060524
060658
060671
060671
060675
060678
060678
060716
060716
060716

159
452
453
498
529
579
616
624
642
676
702
713
714

50
51
53
323
328
339
44
103
106
160
66
116
730
733
172
1175
1364
1544
1703
949
1303
1304
527
131
137
166
544
16
22
43
417
457
252
255
25
25
27
346
349
864
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Alpha-actinin-4;Alpha ACTN4;ACTN1;A(137.45

HIV Tat-specific factoHTATSF1
HIV Tat-specific factoHTATSF1
HIV Tat-specific factoHTATSF1
HIV Tat-specific factoHTATSF1
HIV Tat-specific factoHTATSF1
HIV Tat-specific factoHTATSF1
HIV Tat-specific factoHTATSF1
HIV Tat-specific factoHTATSF1
HIV Tat-specific factoHTATSF1
HIV Tat-specific factoHTATSF1
HIV Tat-specific factoHTATSF1
HIV Tat-specific factoHTATSF1
Syntaxin-6 STX6

U3 small nucleolar RIRRP9

U3 small nucleolar RTRRP9

U3 small nucleolar RTRRP9
A-kinase anchor prote AKAP8
A-kinase anchor prote AKAP8
A-kinase anchor prote AKAP8
Calumenin CALU
Putative pre-mRNA-s DHX16
Putative pre-mRNA-s DHX16
Putative pre-mRNA-s DHX16
SWI/SNF-related matSMARCAS
SWI/SNF-related mat SMARCAS
C-Jun-amino-terminal SPAG9
C-Jun-amino-terminal SPAG9
Signal-induced prolife SIPA1L3
Signal-induced prolife SIPA1L3
Signal-induced prolife SIPA1L3
Signal-induced prolife SIPA1L3
Signal-induced prolife SIPA1L3
Zinc finger C3H1 domr ZFC3H1
Zinc finger C3H1 donm ZFC3H1
Zinc finger C3H1 domr ZFC3H1
80 kDa MCM3-associMCM3AP
Lysine-specific histon KDM1A
Lysine-specific histon KDM1A
Lysine-specific histon KDM1A
Vinexin SORBS3
Pre-mRNA-processin CDC40
Pre-mRNA-processin CDC40
Pre-mRNA-processin CDC40
Nuclear export media NEMF
High affinity cAMP-sp PDESA
Cell cycle checkpoint RAD1
Cell cycle checkpoint RAD1
Transcription factor N MAFK
Protein arginine N-mePRMT3
Protein arginine N-me PRMT3

Catenin delta-1 CTNND1
Catenin delta-1 CTNND1
Catenin delta-1 CTNND1

116.93
174.72
56.087
271.2

174.99
131.83
295.35
362.31
283.01
209.62
124.07
124.07
84.605
130.83
130.83
165.1

129.32
129.32
125.45
94.96

119.38
119.38
160.43
181.87
93.098
81.949
172.52
175.28
73.233
117.84
143.25
128.72
58.32

124.85
124.85
65.766
151.12
151.12
75.46

100.69
233.93
301.96
201.95
140.9

96.153
54.982
54.982
106.11
115.77
115.77
89.507
114.54
59.005

_FAIQDIS(ph)VEETSA
_TEDGGEFEEGASEN
_TEDGGEFEEGASEN
_GSEEDS(ph)PKK_
_ESEDDLNKES(ph)EE
_DLDEEGS(ph)EKELH
_VLDEEGS(ph)EREFC
_VLDEEGS(ph)EREFC
_VFDDES(ph)DEKEDE
_LFEES(ph)DDKEDED
_LFEDDDS(ph)NEKLF
_LFDEEEDS(ph)S(ph)t
_LFDEEEDS(ph)S(ph)t
_(ac)S(ph)MEDPFFVVI
_MNEEIS(ph)S(ph)DS(
_MNEEIS(ph)S(ph)DS(
_MNEEIS(ph)S(ph)DS(
_VDS(ph)EGDFS(ph)E
_VDS(ph)EGDFS(ph)E
_S(ph)GDEEFKGEDEL
_VHNDAQS(ph)FDYD}
_LLEDS(ph)EES(ph)SE
_LLEDS(ph)EES(ph)SE
_QQTEKPES(ph)EDEV
_GGPEGVAAQAVASA
_TPTS(ph)PLK_
_SAS(ph)QSS(ph)LDKI
_SASQSS(ph)LDKLDC
_SSS(ph)EITLSECDAE
_YKPS(ph)PER_
_REVS(ph)PAPAVAGC
_TLS(ph)DESLCSGR_
_TT(ph)PTMSEEPPLD
_LDSS(ph)PVSSPR_
_KPISDNSFS(ph)S(ph!
_KPISDNSFS(ph)S(ph!
_KPGDGEVS(ph)PSTE
_EMDESLANLS(ph)EC
_EMDESLANLS(ph)EC
_KLPPPPPQAPPEEE}
_HPS(ph)SPSALR _
_(ac)SAAIAALAASYGS
_(ac)SAAIAALAASYGS
_S(ph)PSSKPSLAVAV
_NPYLLS(ph)EEEDDD
_RLS(ph)GNEYVLSTK
_GFLS(ph)LQY (ph)MIF
_GFLS(ph)LQY(ph)MIF
_EAGENAPVLS(ph)DC
_GAVENEEDLPELS(pl
_GAVENEEDLPELS(pl
_GS(ph)LAS(ph)LDSLF
_GS(ph)LAS(ph)LDSLF
_SQSSHS(ph)YDDSTL



060762
060763
060825
060832
060832
060832
060832
060832
060832
060841
060841
060841
060841
060841
060841
060885
060885
060885
060930
060934
075054
075143
075151
075151
075151
075151
075151
075152
075152
075179
075190
075367
075369
075369
075369
075376
075376
075376
075376
075376
075379
075381
075381
075385
075400
075400
075400
075400
075400
075400
075400
075427
075448
075475

942
493
21
451
453
455
494
513
113
135
137
182
190
214
601
1083
1117
76
432
1177
361
474
539
625
882
1059
108
171
2067
277
129
983
2107
2478
999
2120
2151
2184
2438
30
232
275
623
373
787
883
888
932
933
938
25
873
106
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Dolichol-phosphate m DPM1
General vesicular trar USO1

6-phosphofructo-2-kir PFKFB2

H/ACA ribonucleoproi DKC1
H/ACA ribonucleoproiDKC1
H/ACA ribonucleoproi DKC1
H/ACA ribonucleoproiDKC1
H/ACA ribonucleoproi DKC1
H/ACA ribonucleoproiDKC1
Eukaryotic translationEIF5B
Eukaryotic translationEIF5B
Eukaryotic translationEIF5B
Eukaryotic translationEIF5B
Eukaryotic translationEIF5B
Eukaryotic translationEIF5B
Bromodomain-contair BRD4
Bromodomain-contair BRD4
Bromodomain-contair BRD4

Ribonuclease H1 RNASEH1

Nibrin NBN
Immunoglobulin supe IGSF3
Autophagy-related prctATG13
Lysine-specific demelPHF2
Lysine-specific demeiPHF2
Lysine-specific demelPHF2
Lysine-specific demeiPHF2
Lysine-specific demelPHF2

Zinc finger CCCH dorZC3H11A
Zinc finger CCCH dorZC3H11A
Ankyrin repeat domai ANKRD17
DnaJ homolog subfar DNAJB6

Core histone macro-FH2AFY

Filamin-B FLNB
Filamin-B FLNB
Filamin-B FLNB

Nuclear receptor coreNCOR1
Nuclear receptor coreNCOR1
Nuclear receptor coreNCOR1
Nuclear receptor coreNCOR1
Nuclear receptor coreNCOR1
Vesicle-associated m VAMP4
Peroxisomal membra PEX14
Peroxisomal membra PEX14
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_SLYAS(ph)SPGGVYA
_SLYASS(ph)PGGVYA
_LRSS(ph)VPGVR_
_EEAENTLQS(ph)FR_
_QVQS(ph)LTCEVDAL
_IS(ph)LPLPNFSSLNL
_ISLPLPNFSS(ph)LNL
_ETNLDS(ph)LPLVDT!
_ETNLDSLPLVDTHS(f
_DGQVINETS(ph)QHH
_LQS(ph)EPESIR_
_(ac)S(ph)KSESPKEPI
_(ac)SKS(ph)ES(ph)Pk
_SES(ph)PKEPEQLR_
_TPAPPEPGS(ph)PAF
_LLPYPTLAS(ph)PAS(
_LLPYPTLAS(ph)PAS(
_KEEPS(ph)PLNLSHH
_ELVGDTGSQEGDHE
_ELVGDTGSQEGDHE
_S(ph)PGSQAPDEGA(
_SAS(ph)EPSLHR_
_(ac)S(ph)ETAPAAPA/
_SETAPAAPAAPAPAE
_AIPVAQDLNAPSDWI
_GKDS(ph)YETSQLDL



P10451
P10451
P10451
P10644
P10809
P11388
P11388
P11388
P11388
P11388
P11388
P11388
P11388
P11388
P11388
P11388
P11388
P11388
P11388
P11511
P11717
P11717
P11831
P12270
P12270
P12694
P12694
P12931
P12956
P12956
P13807
P13861
P13861
P14543
P14618
P14866
P14923
P15336
P15408
P15408
P15408
P15531
P15924
P15924
P16070
P16157
P16402
P16402
P16402
P16402
P16403
P16615
P16949
P16949

234
275
280
83
70

1106
1213
1247
1332
1337
1343
1351
1377
1393
1469
1471
1474
1525
153
2409
2484
224
379
2155
337
347
17
222
455
645
78
80
600
37
101
182
112
120
200
230
94
2209
2825
706
15

18
37
180

663
25
38
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Osteopontin SPP1
Osteopontin SPP1
Osteopontin SPP1

cAMP-dependent pro PRKAR1A
60 kDa heat shock pr HSPD1
DNA topoisomerase :TOP2A
DNA topoisomerase :TOP2A
DNA topoisomerase :TOP2A
DNA topoisomerase : TOP2A
DNA topoisomerase :TOP2A
DNA topoisomerase :TOP2A
DNA topoisomerase :TOP2A
DNA topoisomerase : TOP2A
DNA topoisomerase :TOP2A
DNA topoisomerase : TOP2A
DNA topoisomerase :TOP2A
DNA topoisomerase :TOP2A
DNA topoisomerase :TOP2A
DNA topoisomerase : TOP2A
Cytochrome P450 19,CYP19A1
Cation-independent nIGF2R
Cation-independent nIGF2R
Serum response factcSRF
Nucleoprotein TPR  TPR
Nucleoprotein TPR  TPR
2-oxoisovalerate dehyBCKDHA
2-oxoisovalerate dehyBCKDHA
Proto-oncogene tyros SRC
X-ray repair cross-cor XRCC6
X-ray repair cross-cor XRCC6
Glycogen [starch] synGYS1
cAMP-dependent pro PRKAR2A
cAMP-dependent pro PRKAR2A
Nidogen-1 NID1
Pyruvate kinase isozy PKM
Heterogeneous nucle HNRNPL
Junction plakoglobin JUP
Cyclic AMP-dependet ATF2
Fos-related antigen 2 FOSL2
Fos-related antigen 2 FOSL2
Fos-related antigen 2 FOSL2

106.4

69.649
69.649
164.41
160.81
100.28
355.17
189.11
279.95
103.02
103.02
98.74

75.46

164.66
143.36
86.357
86.357
86.357
142.08
48.981
239.97
272.95
137.69
74.525
123.12
135.23
132.79
185.2

46.156
79.492
60.55

186.96
186.96
30.564
115.83
121.21
118.31
157.74
121.45
137.21
98.545

Nucleoside diphosph:NME1;NME2;NME85.61

Desmoplakin DSP
Desmoplakin DSP
CD44 antigen CD44
Ankyrin-1 ANK1
Histone H1.3 HIST1H1D
Histone H1.3 HIST1H1D
Histone H1.4;Histone HIST1H1E;HIST1
Histone H1.3 HIST1H1D
Histone H1.2 HIST1H1C
Sarcoplasmic/endopl:ATP2A2
Stathmin STMN1
Stathmin STMN1

88.495
77.959
196.84
36.417
114.55
167.67
135.18
93.096
101.38
146.59
132.79
123.76

_GKDS(ph)YETSQLDL
_EFHS(ph)HEFHS(ph)l
_EFHS(ph)HEFHS(ph)l
_EDEIS(ph)PPPPNPV
_TVIEQSWGS(ph)PK.
_(ac)MEVS(ph)PLQPV
_VPDEEENEES(ph)DN
_TQMAEVLPS(ph)PR_
_NENTEGS(ph)PQED(
_FTMDLDS(ph)DEDFS
_FTMDLDS(ph)DEDFS
_FTMDLDS(ph)DEDFS
_FTMDLDS(ph)DEDFS
_SVVS(ph)DLEADDVK
_GSVPLSSS(ph)PPAT
_RKPS(ph)TS(ph)DDS
_RKPS(ph)TS(ph)DDS
_RKPS(ph)TS(ph)DDS
_YLEES(ph)DEDDLF_
_ALS(ph)GPGLVR_
_ALSSLHGDDQDS(ph
_LVSFHDDS(ph)DEDL
_ALIQTCLNSPDS(ph)F
_GAILSEEELAAMS(ph
_TDGFAEAIHS(ph)PQ'
_IGHHS(ph)TSDDSSA
_S(ph)VDEVNYWDK_
_S(ph)LEPAENVHGAC
_DIIS(ph)IAEDEDLR _
_IMAT(ph)PEQVGK_
_PASVPPS(ph)PSLSR
_VADAKGDS(ph)ES(pl
_VADAKGDS(ph)ES(pl
_DGAS(ph)PSR_
_LDIDS(ph)PPITAR_
_TPAS(ph)PVVHIR_
_ALMGS(ph)PQLVAA\
_MPLDLS(ph)PLATPIIt
_RRDEQLS(ph)PEEEE
_S(ph)PPAPGLQPMR_
_QEPLEEDS(ph)PSSS
_VMLGET(ph)NPADSk
_SMS(ph)FQGIR_
_GLPSPYNMS(ph)SAF
_S(ph)QEMVHLVNK_
_EADAATS(ph)FLR_
_(ac)S(ph)ETAPLAPTII
_(ac)SETAPLAPTIPAP
_KAS(ph)GPPVSELITK
_KVKT(ph)PQPK_
_(ac)S(ph)ETAPAAPA/
_EFDELNPS(ph)AQR_
_ASGQAFELILS(ph)PF
_ESVPEFPLS(ph)PPK



P16989
P17029
P17029
P17096
P17096
P17096
P17096
P17096
P17096
P17252
P17252
P17275
P17480
P17535
P17535
P17535
P17706
P17812
P17936
P17980
P18054
P18206
P18206
P18583
P18583
P18583
P18583
P18583
P18583
P18583
P18583
P18583
P18583
P18583
P18583
P18583
P18583
P18583
P18583
P18669
P18754
P18858
P18858
P18858
P18858
P18858
P18858
P18887
P18887
P18887
P19338
P19338
P19338
P19338

34
13

208
36

44

53

99

102
103
226
497
259
484
100
255
259
304
575
148

246
290
721
152
1556
1697
1769
1782
1783
1784
1948
1950
1952
2009
2011
2013
2029
2031
2129
118
11
51
66
76
141
183
195
241
447
453
67
145
153
206
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Y-box-binding protein YBX3
Zinc finger protein wit ZKSCAN1
Zinc finger protein wit ZKSCAN1
High mobility group pfHMGA1
High mobility group pfHMGA1
High mobility group pfHMGA1
High mobility group pfHMGA1
High mobility group pfHMGA1
High mobility group pfHMGA1
Protein kinase C alph PRKCA

120.65
74.147
58.712
110.98
96.068
85.554
171

264.44
209.67
200.58

Protein kinase C alph PRKCA;PRKCB;F 124.19

Transcription factor juJUNB
Nucleolar transcriptio UBTF
Transcription factor AJUN;JUND
Transcription factor juJUND
Transcription factor juJUND
Tyrosine-protein phos PTPN2
CTP synthase 1 CTPS1
Insulin-like growth facIGFBP3

268 protease regulattPSMC3
Arachidonate 12-lipoxALOX12
Vinculin VCL
Vinculin VCL
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON
Protein SON SON

Phosphoglycerate mtPGAM1;PGAM4
Regulator of chromosRCC1

DNA ligase 1 LIG1
DNA ligase 1 LIG1
DNA ligase 1 LIG1
DNA ligase 1 LIG1
DNA ligase 1 LIG1
DNA ligase 1 LIG1

DNA repair protein XFXRCC1
DNA repair protein XFXRCC1
DNA repair protein XFXRCC1

Nucleolin NCL
Nucleolin NCL
Nucleolin NCL
Nucleolin NCL

60.325
93.345
104.22
130.22
130.22
90.561
57.173
127.49
56.768
39.625
71.592
114.31
241.01
288.75
238.08
157.58
112.85
112.85
96.55

92.943
70.089
104.22
137.62
107.34
137.62
77.744
77.744
169.73
68.074
103.76
95.365
255.99
255.99
202.16
98.196
181.34
130.4

192.73
192.73
149.41
186.46
212.98
117.63

_S(ph)PVGSGAPQAA/
_EATGLS(ph)PQAAQE
_ALPAAHIPAPPHEGS
_KQPPVS(ph)PGTALV
_KQPPVSPGTALVGS|
_EPSEVPT(ph)PK
_LEKEEEEGIS(ph)QE!
_LEKEEEEGIS(ph)QE!
_LEKEEEEGIS(ph)QE!
_STLNPQWNES(ph)F1
_T(ph)FCGTPDYIAPEI
_DAT(ph)PPVS(ph)PIN
_GKLPES(ph)PKR_
_LAS(ph)PELER_
_LAALKDEPQTVPDVF
_DEPQTVPDVPSFGE
_EDLSPAFDHS(ph)PN
_SGSSS(ph)PDSEITEI
_SAGS(ph)VESPSVSE
_(ac)MNLLPNIES(ph)P
_RSTS(ph)LPSR_
_DPSAS(ph)PGDAGE(
_S(ph)LLDASEEAIKK_
_SHDDGNIDLES(ph)D
_EMEHNTVCAAGTS(f
_ESDQTLAALLS(ph)PI
_SAAS(ph)PVVSSMPE
_ASES(ph)S(ph)SEEKI
_ASES(ph)S(ph)SEEKI
_ASESS(ph)S(ph)EEKI
_S(ph)FS(ph)IS(ph)PSI
_S(ph)FS(ph)IS(ph)PSI
_S(ph)FSIS(ph)PSR_
_S(ph)FS(ph)IS(ph)PVI
_S(ph)FS(ph)IS(ph)PVI
_S(ph)FS(ph)IS(ph)PVI
_RFS(ph)RS(ph)PIR_
_RFS(ph)RS(ph)PIR_
_EDDDVIVNKPHVS(pt
_S(ph)YDVPPPPMEPL
_S(ph)PPADAIPK_
_EWNGVVSESDS(ph)
_VLGS(ph)EGEEEDE#
_VLGS(ph)EGEEEDE#
_TIQEVLEEQS(ph)EDI
_EGEDGDQPTT(ph)PF
_AET(ph)PTESVSEPE
_AIGSTSKPQES(ph)P!
_TKPTQAAGPSS(ph)F
_TKPTQAAGPSS(ph)F
_KVVVS(ph)PTK_
_KEDS(ph)DEEEDDDS
_KEDS(ph)DEEEDDDS
_AAAAAPASEDEDDEI



P19634
P20020
P20020
P20042
P20042
P20042
P20700
P20700
P20700
P20810
P20810
P20810
P20810
P21127
P21127
P21127
P21127
P21127
P21127
P21291
P21333
P21333
P21333
P21333
P21333
P21333
P21796
P22059
P22059
P22059
P22626
P22626
P22626
P22626
P22694
P23193
P23246
P23396
P23497
P23497
P23497
P23497
P23511
P23528
P23588
P23588
P23588
P23588
P24534
P24928
P24928
P24928
P24928
P24928

703
1178
1193

105
111
391
393
575
243
364
366
575
47
234
283
589
595
752
192
968
1084
1459
2152
2180
2327
104
190
193
351
159
259
341
344
198
100
521
221
18
157
409
410
326

93
406
409
459
106
1882
1910
1913
1919
1966
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Sodium/hydrogen exc SLC9A1
Plasma membrane c:ATP2B1
Plasma membrane c:ATP2B1
Eukaryotic translation EIF2S2
Eukaryotic translationEIF2S2
Eukaryotic translation EIF2S2
Lamin-B1;Lamin-B2 LMNB1;LMNB2
Lamin-B1;Lamin-B2 LMNB1;LMNB2

Lamin-B1 LMNB1
Calpastatin CAST
Calpastatin CAST
Calpastatin CAST
Calpastatin CAST

51.03

111.22
207.72
159.18
105.35
132.84
107.53
104.55
83.818
223.44
269.92
185.33
85.441

Cyclin-dependent kin: CDK11B;CDK11A 119.87
Cyclin-dependent kiniCDK11B;CDK11A89.698
Cyclin-dependent kin: CDK11B;CDK11A203.99
Cyclin-dependent kiniCDK11B;CDK11A47.96

Cyclin-dependent kin: CDK11B

106.66

Cyclin-dependent kiniCDK11B;CDK11A 124.09

Cysteine and glycine- CSRP1

Filamin-A FLNA
Filamin-A FLNA
Filamin-A FLNA
Filamin-A FLNA
Filamin-A FLNA
Filamin-A FLNA

Voltage-dependent arVDAC1
Oxysterol-binding pro OSBP
Oxysterol-binding pro OSBP
Oxysterol-binding pro OSBP
Heterogeneous nucle HNRNPA2B1
Heterogeneous nucle HNRNPA2B1
Heterogeneous nucle HNRNPA2B1
Heterogeneous nucle HNRNPA2B1

94.569
100.02
165.49
162.69
198.61
200.3

60.419
265.56
221.13
221.13
198.44
76.586
154.35
185.22
244 1

cAMP-dependent pro PRKACB;PRKAC(117.62

Transcription elongati TCEA1
Splicing factor, prolineSFPQ
408 ribosomal proteir RPS3
Nuclear autoantigen {SP100
Nuclear autoantigen ¢SP100
Nuclear autoantigen {SP100
Nuclear autoantigen ¢SP100
Nuclear transcription NFYA
Cofilin-1 CFL1
Eukaryotic translationEIF4B
Eukaryotic translationEIF4B
Eukaryotic translationEIF4B
Eukaryotic translationEIF4B
Elongation factor 1-b¢eEEF1B2
DNA-directed RNA pcPOLR2A
DNA-directed RNA pcPOLR2A
DNA-directed RNA pcPOLR2A
DNA-directed RNA pcPOLR2A
DNA-directed RNA pcPOLR2A

208.24
67.928
152.07
113.15
114.96
61.84

61.84

90.757
85.493
123.65
77.192
77.08

141.45
223.09
61.959
86.488
54.418
154.48
47.167

_|IGS(ph)DPLAYEPK _
_SS(ph)IHNFMTHPEFI
_|EDS(ph)EPHIPLIDD1
_(ac)S(ph)GDEM(ox)IF
_IES(ph)DVQEPTEPEI
_|IESDVQEPT(ph)EPEI
_LKLS(ph)PS(ph)PSSF
_LKLS(ph)PS(ph)PSSF
_TTIPEEEEEEEEAAG
_PIGPDDAIDALSSDF1
_S(ph)ESELIDELSEDF
_SES(ph)ELIDELSEDF
_DTSQSDKDLDDALD}
_RDS(ph)LEEGELR_
_S(ph)PPRPPR_
_DLLSDLQDIS(ph)DSE
_EYGS(ph)PLK_
_AYT(ph)PVVVTLWYF
_GTS(ph)PRPPEGGLC(
_GFGFGQGAGALVHS
_SPFSVAVSPS(ph)LD
_AFGPGLQGGSAGS(;
_CSGPGLS(ph)PGMVI
_APS(ph)VANVGSHCIL
_IPEISIQDMTAQVTS(j
_FNEEHIPDSPFVVPV
_LTFDSSFS(ph)PNTG
_MLAES(ph)DES(ph)G
_MLAES(ph)DES(ph)G
_GDMS(ph)DEDDENE
_GFGFVT(ph)FDDHDF
_GFGDGYNGYGGGP(
_NMGGPYGGGNYGP!
_NMGGPYGGGNYGP!
_TWT(ph)LCGTPEYLA
_EPAITSQNS(ph)PEAI
_DKLES(ph)EMEDAYF
_DEILPTT(ph)PISEQK
_LNECIS(ph)PVANEMI
_LPLQES(ph)EEEERE
_VIGQDHDFSES(ph)S
_VIGQDHDFSES(ph)S
_EKDS(ph)PHMQDPN!
_(ac)AS(ph)GVAVSDG
_S(ph)PPYTAFLGNLP
_ERHPS(ph)WR_
_ERHPS(ph)WRS(ph)E
_EEDCHS(ph)PTSKPF
_DDDDIDLFGS(ph)DD
_YSPT(ph)SPTYS(ph)f
_YS(ph)PTSPTYS(ph)F
_YSPTS(ph)PTYSPTS
_YSPTSPTYSPT(ph)S
_GSTYSPTSPGYSPT¢



P25054
P25054
P25205
P25205
P25205
P25440
P25440
P25440
P25490
P25490
P25788
P26358
P26368
P26368
P26599
P27708
P27816
P27816
P27816
P27816
P27816
P27816
P27816
P27816
P27824
P27824
P27824
P27824
P28290
P28290
P28290
P28290
P28290
P28290
P28290
P28290
P28347
P28370
P28370
P28370
P28715
P28715
P28715
P28749
P29317
P29317
P29323
P29375
P29375
P29375
P29590
P29590
P29590
P29692

1438
1567
672
711
722
298
301
633
118
247
250
714

79
141
1859
280
507
510
521
624
636
787
1073
554
562
564
583
442
737
739
1055
1060
1063
1134
1156
11
116
118
119
526
562
563
640
897
901
776
1111
1423
1666

518
527
133
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Adenomatous polypo:APC
Adenomatous polypo:APC
DNA replication licensMCM3
DNA replication licensMCM3
DNA replication licensMCM3
Bromodomain-contairBRD2
Bromodomain-contairBRD2
Bromodomain-contair BRD2
Transcriptional repres YY1
Transcriptional represYY1
Proteasome subunit :PSMA3
DNA (cytosine-5)-mei DNMT1
Splicing factor U2AF 1U2AF2
Splicing factor U2AF 1U2AF2
Polypyrimidine tract-t PTBP1
CAD protein;Glutamir CAD
Microtubule-associate MAP4
Microtubule-associate MAP4
Microtubule-associate MAP4
Microtubule-associate MAP4
Microtubule-associate MAP4
Microtubule-associate MAP4
Microtubule-associate MAP4
Microtubule-associate MAP4

Calnexin CANX
Calnexin CANX
Calnexin CANX
Calnexin CANX

Sperm-specific antige SSFA2
Sperm-specific antige SSFA2
Sperm-specific antige SSFA2
Sperm-specific antige SSFA2
Sperm-specific antige SSFA2
Sperm-specific antige SSFA2
Sperm-specific antige SSFA2
Sperm-specific antige SSFA2
Transcriptional enhan TEAD1

Probable global trans SMARCA1
Probable global trans SMARCA1
Probable global trans SMARCA1

DNA repair protein ccERCC5
DNA repair protein ccERCC5
DNA repair protein ccERCC5
Retinoblastoma-like FRBL1

Ephrin type-A receptc EPHA2
Ephrin type-A receptcEPHA2
Ephrin type-B receptc EPHB2
Lysine-specific demelKDM5A
Lysine-specific demelKDM5A
Lysine-specific demelKDM5A

Protein PML PML
Protein PML PML
Protein PML PML

Elongation factor 1-deEEF1D

114.56
96.123
266.63
104.4

104.4

73.371
73.371
103.85
82.349
143.96
156.57
241.29
170.68
180.85
55.314
62.055
266.83
116.06
95.414
184.99
114.33
107.57
115.2

68.134
312.74
317.01
306.28
235.26
110.94
123.4

150.01
82.766
79.426
82.766
33.616
106.76
205.63
97.633
92.866
106.16
77.031
75.564
75.564
51.495
150.76
148.33
108.96
121.46
46.001
42.185
71.933
77.51

77.51

188.16

_SKT(ph)PPPPPQTAC
_DLLDDS(ph)DDDDIEI
_SEDES(ph)ETEDEEE
_DGDSYDPYDFS(ph)l
_DGDSYDPYDFS(ph)L
_KADTTTPTPTAILAPC
_KADTTTPTPTAILAPC
_TAPPALPTGYDS(ph)
_EEVVGGDDS(ph)DGI
_DIDHETVVEEQIIGEN
_ESLKEEDES(ph)DDC
_EADDDEEVDDNIPEN
_(ac)S(ph)DFDEFER _
_EEHGGLIRS(ph)PR_
_TDSS(ph)PNQAR_
_IHRAS(ph)DPGLPAEI
_DMES(ph)PTKLDVTL
_DMS(ph)PLS(ph)ETEI
_DMS(ph)PLS(ph)ETEI
_DVT(ph)PPPETEVVL
_GISEDSHLESLQDVG
_KCS(ph)LPAEEDSVL
_RAS(ph)PSKPASAPA
_VGS(ph)LDNVGHLPA
_QKS(ph)DAEEDGGT
_SDAEEDGGT(ph)VS(
_SDAEEDGGTVS(ph)(
_AEEDEILNRS(ph)PR.
_SVHIST(ph)PEKEPC/
_S(ph)QS(ph)LPTTLLS
_S(ph)QS(ph)LPTTLLS
_S(ph)ADNLS(ph)CPS!
_S(ph)ADNLS(ph)CPS!
_S(ph)ADNLS(ph)CPS!
_TGVPSTAS(ph)VGK_
_ASVALT(ph)PTAPSR
_(ac)MEPSSWSGSES
_S(ph)PTSPLNMK_
_SPT(ph)SPLNMK_
_SPT(ph)S(ph)PLNMK_
_ELTPAS(ph)PTCTNS'
_FDSSLLS(ph)S(ph)DL
_FDSSLLS(ph)S(ph)DL
_DMQPLS(ph)PISVHE
_LPS(ph)TSGSEGVPF
_LPSTSGS(ph)EGVPF
_FLEDDTS(ph)DPTYT:
_DLDLEPLS(ph)DLEE(
_KS(ph)PLVPR_
_QGPVS(ph)PGPAPP}
_(ac)MEPAPARS(ph)P
_AVS(ph)PPHLDGPPS
_AVS(ph)PPHLDGPPS
_ATAPQTQHVS(ph)P\



P29692
P29692
P29803
P29803
P29966
P29966
P29966
P29966
P30050
P30086
P30414
P30414
P30414
P30414
P30414
P31350
P31751
P31942
P31943
P31943
P31943
P33176
P33527
P33527
P35125
P35221
P35222
P35232
P35240
P35251
P35251
P35269
P35269
P35579
P35580
P35606
P35611
P35611
P35613
P35658
P35658
P35658
P35658
P35658
P35658
P35659
P35659
P35659
P35659
P35659
P35659
P35680
P35680
P36578

147
162
291
298
27
101
118
145
38
52
379
463
1077
1146
1155
20
451
216
23
104
310
933
915
930
770
641
191
109
518
71
156
224
385
1943
1956
859
12
358
362
430
433
437
678
940
956
13
32
301
303
306
307
75
80
295
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Elongation factor 1-deEEF1D
Elongation factor 1-deEEF1D

Pyruvate dehydrogen PDHA2;PDHA1
Pyruvate dehydrogen PDHA2;PDHA1

Myristoylated alanine- MARCKS
Myristoylated alanine:- MARCKS
Myristoylated alanine- MARCKS
Myristoylated alanine:- MARCKS
60S ribosomal proteir RPL12
PhosphatidylethanolaPEBP1
NK-tumor recognition NKTR
NK-tumor recognition NKTR
NK-tumor recognition NKTR
NK-tumor recognition NKTR
NK-tumor recognition NKTR
Ribonucleoside-dipho RRM2
RAC-beta serine/thret AKT2

Heterogeneous nucle HNRNPH3

Heterogeneous nucle HNRNPH1

200.81
244.51
156.06
99.011
193.96
120.54
65.378
88.335
76.357
81.807
103.44
101.32
88.781
74.613
75.102
81.696
74.364
25.987
66.022

Heterogeneous nucle HNRNPH1;HNRN 198.76
Heterogeneous nucle HNRNPH1;HNRN 116.27

Kinesin-1 heavy chair KIF5B
Multidrug resistance-: ABCC1
Multidrug resistance-: ABCC1
Ubiquitin carboxyl-tenUSP6
Catenin alpha-1 CTNNA1

Catenin beta-1 CTNNB1
Prohibitin PHB
Merlin NF2

Replication factor C sRFC1
Replication factor C sRFC1
General transcription GTF2F1
General transcription GTF2F1

Myosin-9 MYH9
Myosin-10 MYH10
Coatomer subunit bet COPB2
Alpha-adducin ADD1
Alpha-adducin ADD1
Basigin BSG

Nuclear pore complexNUP214
Nuclear pore complexNUP214
Nuclear pore complexNUP214
Nuclear pore complexNUP214
Nuclear pore complexNUP214
Nuclear pore complexNUP214

Protein DEK DEK
Protein DEK DEK
Protein DEK DEK
Protein DEK DEK
Protein DEK DEK
Protein DEK DEK

Hepatocyte nuclear feHNF1B
Hepatocyte nuclear feHNF1B
60S ribosomal proteir RPL4

124.08
84.712
143.56
29.135
373.04
133.16
95.067
86.014
113.54
48.998
93.505
113.3

144.23
136.24
265.67
74.793
98.804
82177
156.29
188.43
188.43
76.761
73.36

93.374
138.82
374.33
145.14
101.41
249.12
249.12
127.95
85.441
147.58
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P36915
P37173
P37198
P38159
P38159
P38159
P38159
P38159
P38159
P38159
P38432
P38919
P39880
P39880
P39880
P40189
P40189
P40222
P40818
P41208
P41212
P41212
P42166
P42166
P42166
P42166
P42166
P42166
P42167
P42167
P42345
P42356
P42566
P42677
P42684
P42696
P43243
P43243
P43243
P43243
P43307
P45880
P45880
P45973
P45973
P45973
P45973
P46013
P46013
P46013
P46013
P46013
P46013
P46013

51
548
408
58
88
208
251
273
284
352
122
12
1059
1237
1270
667
670
515
718
20
18
22
66
67
74
160
351
424
208
306
1162
207
814
11
936
28
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115
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12
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Guanine nucleotide-b GNL1
TGF-beta receptor ty; TGFBR2
Nuclear pore glycoprcNUP62

116.73
60.489
79.837

RNA-binding motif prtRBMX;RBMXL1;R 86.005

RNA-binding motif prcRBMX
RNA-binding motif prcRBMX;RBMXL1
RNA-binding motif prcRBMX;RBMXL1
RNA-binding motif prcRBMX;RBMXL1
RNA-binding motif prcRBMX;RBMXL1
RNA-binding motif prcRBMX

Coilin COIL
Eukaryotic initiation fe EIF4A3
Homeobox protein cu CUX1
Homeobox protein cu CUX1
Homeobox protein cu CUX1
Interleukin-6 receptor IL6ST
Interleukin-6 receptor IL6ST

Alpha-taxilin TXLNA
Ubiquitin carboxyl-tenUSP8
Centrin-2 CETN2

Transcription factor EETV6
Transcription factor EETV6
Lamina-associated pc TMPO; TMPO
Lamina-associated pc TMPO;TMPO
Lamina-associated pc TMPO; TMPO
Lamina-associated pc TMPO;TMPO
Lamina-associated pc TMPO
Lamina-associated pc TMPO
Lamina-associated pc TMPO
Lamina-associated pc TMPO
Serine/threonine-prot MTOR
Phosphatidylinositol 4PI4KA
Epidermal growth factEPS15

408 ribosomal proteir RPS27
Abelson tyrosine-prot ABL2
RNA-binding protein :RBM34

Matrin-3 MATR3
Matrin-3 MATR3
Matrin-3 MATR3
Matrin-3 MATR3

Translocon-associate SSR1
Voltage-dependent arVDAC2
Voltage-dependent arVDAC2
Chromobox protein hcCBX5
Chromobox protein hcCBX5
Chromobox protein h«CBX5
Chromobox protein hcCBX5

Antigen KI-67 MKI67
Antigen KI-67 MKI67
Antigen KI-67 MKI67
Antigen KI-67 MKI67
Antigen KI-67 MKI67
Antigen KI-67 MKI67

Antigen KI-67 MKI67

147.09
113.69
128.1

144.94
75.695
108.43
174.02
169.02
127.16
128.73
78.326
160.04
101.53
126.42
162.32
161.35
81.718
81.718
174.46
174.46
190.82
138.46
155.06
110.44
79.23

183.77
63.046
62.002
49.188
105.99
60.196
103.64
151.28
79.88

128.06
93.342
83.724
271.19
81.565
74.123
74.123
74.123
183.09
100.44
363.8

106.93
138.46
102.37
189.11
87.652
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P46013
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P46060
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P46821
P46821
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1983
2105
2223
2344
2466
2708
2827
442
67
181
185
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786
33
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889
1011
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1527
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1265
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Antigen KI-67 MKI67
Antigen KI-67 MKI67
Antigen KI-67 MKI67
Antigen KI-67 MKI67
Antigen KI-67 MKI67
Antigen KI-67 MKI67
Antigen KI-67 MKI67

Ran GTPase-activatir RANGAP1

Putative ribosomal RTNOP2
Putative ribosomal RINOP2
Putative ribosomal RTNOP2
Putative ribosomal RINOP2
Putative ribosomal RTNOP2
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Transcriptional regulaATRX
Large proline-rich pro BAG6
Large proline-rich pro BAG6

59.983
82.362
86.987
84.707
118.54
160.57
183.56
67.799
126.26
191.34
87.28
160.43
134.61
261.69
192.27
112.01
128.06
57.55
83.165
220.41
219.27
197.79
87.275
134.26
134.26
137.75
154.1
97.049
97.049
97.049
140.96
159.04
159.04
184
102.98
72.191
144.5

408 ribosomal proteir RPS10;RPS10P5 87.429

Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B

188.51
123.26
172.43
172.43
132.36
86.08

188.33
89.659
127.1

119.37
148.85
191.44
76.158
122.68
114.22
174.19
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Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Microtubule-associate MAP1B
Yorkie homolog YAP1
Yorkie homolog YAP1
Cytosolic phospholipe PLA2G4A
Cytosolic phospholipe PLA2G4A
Cytosolic phospholipe PLA2G4A
F-actin-capping prote CAPZA2
Protein PRRC2A PRRC2A
Protein PRRC2A PRRC2A
Protein PRRC2A PRRC2A
Protein PRRC2A PRRC2A
Protein PRRC2A PRRC2A
Protein PRRC2A PRRC2A
Phosphatidylserine syPTDSS1
Nestin NES
Nuclear autoantigenicNASP
Fatty acid synthase;[/FASN
Beta-arrestin-1 ARRB1
Histone H3-like centrct CENPA
Histone H3-like centrc CENPA
Cysteine--tRNA ligase CARS
Probable histidine--tRHARS2
DNA replication licensMCM2
DNA replication licensMCM2
DNA replication licensMCM2
RNA-binding protein :RBM25
RNA-binding protein zRBM25
RNA-binding protein :RBM25
Dual specificity protei CLK1
Dual specificity protei CLK3
Dual specificity protei CLK3
Presenilin-1;PreseniliPSEN1
Nuclear pore complexNUP153

175.79
180.21
139.41
139.41
55.261
233.26
91.076
165.45
187.78
138.55
99.539
138.55
152.47
152.47
174.28
191.44
183.36
87.676
93.478
118.62
80.412
80.412
256.79
87.652
155.04
203.74
203.74
43.557
142.55
142.55
90.15
94.287
52.5
86.944
130.49
141.6
114.79
165.9
72.755
74.141
106.66
87.676
91.961
109.65
137.62
228.08
176.94
181.86
53.3
124.51
169.4
86.772
152.57
91.401
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788
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Nuclear pore comple>xNUP153

102.89

E3 SUMO-protein lige RANBP2;RGPD4; 68.76

E3 SUMO-protein lige RANBP2

158.37

E3 SUMO-protein lige RANBP2;RGPD4; 120.64
E3 SUMO-protein lige RANBP2;RGPD4; 289.76
E3 SUMO-protein lige RANBP2;RGPD4; 120.64
E3 SUMO-protein lige RANBP2;RGPD4; 100.13
E3 SUMO-protein lige RANBP2;RGPD4; 100.13

E3 SUMO-protein lige RANBP2

E3 SUMO-protein lige RANBP2
Presenilin-2;PreseniliPSEN2
Presenilin-2;PreseniliiPSEN2
Glycogen synthase ki GSK3B;GSK3A
Glycogen synthase ki GSK3B;GSK3A
DNA ligase 3 LIG3
Double-strand break IMRE11A
Double-strand break IMRE11A

Emerin EMD
Emerin EMD
Emerin EMD
Emerin EMD
Emerin EMD
Emerin EMD

Sulfate transporter SLC26A2
Sulfate transporter  SLC26A2
Hsc70-interacting pro ST13
Hsc70-interacting proST13
Hsc70-interacting pro ST13
Cyclin-dependent kin: CDK7
Poly(A) polymerase aPAPOLA
Fragile X mental retar FXR1
Fragile X mental retar FXR1
Fragile X mental retar FXR2
Fragile X mental retar FXR2
Fragile X mental retar FXR2
Death-associated pro DAP
Probable global trans: SMARCA2
Probable global transs SMARCA2
Methyl-CpG-binding rMECP2
Methyl-CpG-binding rMECP2
Host cell factor 1;HCFHCFCA1
Host cell factor 1;HCFHCFC1
Host cell factor 1;HCFHCFC1
Host cell factor 1;HCFHCFC1

Caveolin-2 CAV2
Caveolin-2 CAV2
Caveolin-2 CAV2

AF4/FMR2 family melAFF1
AF4/FMR2 family me AFF1
AF4/FMR2 family melAFF1
Hepatoma-derived gritHDGF
Hepatoma-derived grtHDGF
Hepatoma-derived gritHDGF
Cyclin-H CCNH

197.35
68.616
37.009
125.5
74.611
77.597
103.88
214.3
2143
171.06
179.19
116.85
82.033
116.85
153.36
98.261
98.261
111.81
111.81
111.81
74.698
88.311
66.959
165.17
110.78
139.47
138.54
66.884
94.203
105.72
252.66
137.95
61.087
150.99
46.953
90.955
147.35
146.83
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Heterogeneous nucle HNRNPA3
Heterogeneous nucle HNRNPA3

Importin subunit alph: KPNA2
DNA mismatch repair MSH6
DNA mismatch repair MSH6
DNA mismatch repair MSH6
Kinesin-like protein K KIF11
RNA-binding protein {RBM5
RNA-binding protein tRBM5
RNA-binding protein {RBM5
High mobility group pfHMGA2
Nuclear pore comple>NUP98
Nuclear pore comple>NUP98
Nuclear pore comple>NUP98
Nuclear pore comple>NUP98
Nuclear pore comple>NUP98
Death-associated pro DAPK1
ATP-citrate synthase ACLY
ATP-citrate synthase ACLY
Beta-crystallin B1 CRYBB1
Activated RNA polym SUB1
Activated RNA polym SUB1
Methylosome subunit CLNS1A
Atrophin-1 ATN1
Atrophin-1 ATNA1
Telomeric repeat-binc TERF1
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Microfibrillar-associat MFAP1
Microfibrillar-associat MFAP1
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Afadin MLLT4
Protein AF-10 MLLT10
Peregrin BRPF1
Peregrin BRPF1
Peregrin BRPF1

Double-stranded RNAADAR
Double-stranded RNAADAR
Hepatocyte nuclear fe FOXA1
Eukaryotic translationEIF3B
Eukaryotic translationEIF3B
NADH dehydrogenasiNDUFV3
Breast cancer anti-es BCAR1
Serine/threonine-protiSIK1
Krueppel-like factor 3 KLF3
Claudin-2 CLDN2
Nuclear pore complexNUP107
Triosephosphate ison TPI1
Protein transport prott SEC61B
Protein transport prot SEC61B
Destrin DSTN
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110.53
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P61978
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P62258
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P62805
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P62995
P62995
P63104
P63165
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P67809
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P78310
P78316
P78316
P78332
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P78344
P78346
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P78356
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P78545
P80723
P82094
P84022
P84103
P85037
P85037
P85037
P85037
P85037
P85037
P85037
P85037
P86791
P98175
P98175
P98175
P98175

11

263
116
216
284
379
186
210
43

48

14
95
97
99
102
201
207

165
174
314
332
146
148
362
1025
395
508
251
210
322
326
645
3205
791
215
164
344

213
223
243
257
416
420
428
445
266
89

718
723
736

nw no no no nonononoonononuononwuonwu-a0o0nononoonoonoono-40o0-A000o0on0onoonoonoononoono-400000n0gn0nn0nnnnnnon

Protein max MAX
408 ribosomal proteir RPS3A
Heterogeneous nucle HNRNPK
Heterogeneous nucle HNRNPK
Heterogeneous nucle HNRNPK
Heterogeneous nucle HNRNPK
Ras-related protein RRRAS2
14-3-3 protein epsilor YWHAE
60S ribosomal proteir RPL23A
Histone H4 HIST1H4A
Transformer-2 proteir TRA2B
Transformer-2 proteir TRA2B
Transformer-2 proteir TRA2B
Transformer-2 proteir TRA2B
Transformer-2 proteir TRA2B
Transformer-2 proteir TRA2B
Transformer-2 proteir TRA2B
14-3-3 protein zeta/de YWHAZ
Small ubiquitin-relatecSUMO1
Nuclease-sensitive el YBX1
Nuclease-sensitive el YBX1
Nuclease-sensitive el YBX1
Coxsackievirus and a CXADR
Nucleolar protein 14 NOP14
Nucleolar protein 14 NOP14
RNA-binding protein ¢€RBM6
RNA-binding protein ¢tRBM6
Eukaryotic translation EIF4G2
Eukaryotic translationEIF4G2
Ribonuclease P prote RPP30
General transcription GTF2I
Phosphatidylinositol £PIP4K2B
Phosphatidylinositol £PIP4K2B
Polyhomeotic-like proPHC1
DNA-dependent prote PRKDC
Disintegrin and metall ADAM17
ETS-related transcrip ELF3
Brain acid soluble prc BASP1
TATA element modul TMF1
Mothers against decaSMAD3
Serine/arginine-rich s SRSF3
Forkhead box protein FOXK1
Forkhead box protein FOXK1
Forkhead box protein FOXK1
Forkhead box protein FOXK1
Forkhead box protein FOXK1
Forkhead box protein FOXK1
Forkhead box protein FOXK1
Forkhead box protein FOXK1
Vacuolar fusion prote CCZ1;CCZ1B
RNA-binding protein *‘RBM10
RNA-binding protein ‘RBM10
RNA-binding protein “RBM10
RNA-binding protein ‘RBM10
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91.006
177.58
147.12
137.4
40.986
197.1
92.01
74.533
135.55
101.6
223.11
125.22
156.52
143.97
110.56
148.7
174
198.14
183.23
108.9
62.532
59.248
177.4
256.75
131.96
87.216
95.815
109.5
163.92
48.216
743
74.3
85.185
31.054
167.56
177.22
85.925
130.77
84.753
118.51
148.36
91.819
177.82
63.261
120.71
149.52
105.22
134.93
52.862
139.34
133.15
147.51
170.14
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P98175
Q00341
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RNA-binding protein *‘RBM10
Vigilin HDLBP
Heat shock factor proHSF1
Heat shock factor proHSF1
Heat shock factor proHSF1

Heterogeneous nucle HNRNPU
Heterogeneous nucle HNRNPU

Spectrin beta chain, r SPTBN1
Spectrin beta chain, rSPTBN1
Spectrin beta chain, r SPTBN1
Spectrin beta chain, rSPTBN1
Spectrin beta chain, r SPTBN1
Spectrin beta chain, rSPTBN1
Spectrin beta chain, r SPTBN1
Spectrin beta chain, rSPTBN1
Protein SET SET
Serine/arginine-rich s SRSF2
Serine/arginine-rich s SRSF2
Serine/arginine-rich s SRSF2
Forkhead box protein FOXK2
Forkhead box protein FOXK2
Adenylyl cyclase-ass(CAP1
Adenylyl cyclase-asscCAP1

Hydroxymethylglutary HMGCS1

Large neutral amino ¢ SLC7A5
Large neutral amino eSLC7A5
Transcription factor ATFAP4
6-phosphofructokinas PFKP
DNA repair protein caXPC
DNA repair protein coXPC
DNA repair protein caXPC
DNA repair protein coXPC
DNA repair protein caXPC

A-kinase anchor prote AKAP17A

Protein kinase C epsi PRKCE
Kinesin-like protein K KIF23

Pro-neuregulin-1, meiINRG1

DNA topoisomerase :TOP2B
DNA topoisomerase : TOP2B
DNA topoisomerase :TOP2B
DNA topoisomerase :TOP2B
DNA topoisomerase :TOP2B
DNA topoisomerase : TOP2B
DNA topoisomerase :TOP2B
DNA topoisomerase : TOP2B
DNA topoisomerase :TOP2B
DNA topoisomerase :TOP2B
DNA topoisomerase :TOP2B
DNA topoisomerase : TOP2B
DNA topoisomerase :TOP2B
DNA topoisomerase :TOP2B
DNA topoisomerase :TOP2B
DNA topoisomerase : TOP2B
DNA topoisomerase :TOP2B
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88.176
88.176
163.8
57.932
176.87
122.46
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175.68
131.94
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175.68
167.14
184.72
81.676
150.5
150.5
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43.922
93.601
78.552
78.552
169.94
65.833
92.01
163.62
44.311
177
164.35
164.35
157.47
157.47
98.942
91.961
206.94
68.576
102.79
102.79
102.79
102.79
136.44
1305
116.98
126.73
111.52
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304.44
171.05
171.05
107.75
154.26
110.47
378.53
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DNA topoisomerase :TOP2B

A-kinase anchor prote AKAP12
A-kinase anchor prote AKAP12
A-kinase anchor prote AKAP12
A-kinase anchor prote AKAP12
A-kinase anchor prote AKAP12
A-kinase anchor prote AKAP12
A-kinase anchor prote AKAP12
A-kinase anchor prote AKAP12
A-kinase anchor prote AKAP12
A-kinase anchor prote AKAP12
A-kinase anchor prote AKAP12
cAMP-responsive ele CREM

Protein ENL MLLT1
Protein ENL MLLT1
Caveolin-1 CAV1

Histone-lysine N-mettMLL
Histone-lysine N-mettMLL
Histone-lysine N-mettMLL
Histone-lysine N-mettMLL
Centromere protein CCENPCA1
Centromere protein CCENPCA1
Centromere protein CCENPCA1
Centromere protein CCENPCA1
Centromere protein CCENPCA1
Lamin-B2 LMNB2
Lamin-B2 LMNB2
CCAAT/enhancer-bin CEBPZ
CCAAT/enhancer-bin CEBPZ
Eukaryotic translation EIF4G1
Eukaryotic translation EIF4G1
Eukaryotic translation EIF4G1
Eukaryotic translation EIF4G1
Copper-transporting /ATP7A
Transducin-like enharTLE3
Transducin-like enharTLE3

170.89
156.67
158.52
77.646
104.13
101.01
262.09
125.45
169.41
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163.15
167.51
100.82
165.58
121.13
51.957
116.63
77.51

126.8

76.073
77.068
167.97
119.76
95.236
83.312
59.606
96.773
240.05
137.43
74.063
81.565
105.99
40.015
92.932
115.63
68.97

Aldo-keto reductase f AKR1C1;AKR1C247.286

Tyrosine-protein phosPTPN12
Focal adhesion kinasiPTK2
Serine/arginine-rich s SRSF11
Serine/arginine-rich s SRSF11
Serine/arginine-rich s SRSF11
Serine/arginine-rich s SRSF11
Protein kinase C delt:PRKCD
CTD small phosphata CTDSPL2
CTD small phosphata CTDSPL2
Glutamine--fructose-€ GFPT1
Exosome complex co EXOSC9
E3 ubiquitin-protein liiRING1
Complement compon C1QBP
Tight junction protein TJP1
Tight junction protein TJP1
Tight junction protein TJP1
Tight junction protein TJP1

139.81
31.488
101.49
290.57
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31.883
67.827
147.76
79.86

170.35
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52.657
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94.119
93.909
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Squamous cell carcin SART3
116 kDa U5 small nu(EFTUD2
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Q5JTV8
Q5JVS0
Q5M775
Q5M775
Q5QJE6
Q5QJE6
Q5SNT2
Q5SSJ5
Q58SJ5
Q5SSJ5
Q5S8SJ5
Q5SSJ5
Q5SW79
Q5SW79
Q5SY16
Q5T035
Q5T1M5
Q5T1M5
Q5T1M5
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T200
Q5T481
Q5T481
Q51487
Q5T5C0
Q5T5U3
Q5T5U3
Q5T5U3
Q5T5U3
Q5T5Y3
Q5T6F0
Q5T8D3
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108
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51
156
441
442
446
356
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877
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1010
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1047
2719
759
1430
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1604
1080
15
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Torsin-1A-interacting TOR1AIP1
Intracellular hyaluroneHABP4
Cytospin-B SPECCH1
Cytospin-B SPECCA1
Deoxynucleotidyltrans DNTTIP2
Deoxynucleotidyltrans DNTTIP2
Transmembrane prottTMEM201
Heterochromatin prot HP1BP3
Heterochromatin prot HP1BP3
Heterochromatin prot HP1BP3
Heterochromatin prot HP1BP3
Heterochromatin prot HP1BP3
Centrosomal protein cCEP170
Centrosomal protein (CEP170
Polynucleotide 5'-hyd NOL9

125.97
66.36

106.87
47.991
173.19
236.5

70.628
94.09

78.814
100.17
55.884
55.884
89.358
89.358
183.48

Putative uncharacteri:C9orf129;FAM12( 56.36

FK506-binding proteir FKBP15
FK506-binding proteir FKBP 15
FK506-binding proteir FKBP15
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
Zinc finger CCCH dorZC3H13
RNA-binding protein zRBM20
RNA-binding protein zRBM20
E3 ubiquitin-protein liiUBR4
Syntaxin-binding prot«STXBP5

Rho GTPase-activatir ARHGAP21
Rho GTPase-activatir ARHGAP21
Rho GTPase-activatir ARHGAP21
Rho GTPase-activatir ARHGAP21

Calmodulin-regulated CAMSAP1
DDB1- and CUL4-assDCAF12
Acyl-CoA-binding donACBD5

186.54
66.152
66.152
73.834
119.39
74.737
95.483
114.31
128.95
128.95
143.94
113.05
112.41
106.22
143.09
188.96
152.59
79.875
96.464
40.493
138.21
199.75
194.56
107.47
139.86
127.09
127.09
78.814
136.66
122.7

133.16
49.66

49.66

49.66

57.148
107.06
56.573
271.97
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Q5T8D3
Q5T8D3
Q5T8P6
Q5TAQ9
Q5TGY3
Q5VSL9
Q5VT06
Q5VT52
Q5VT52
Q5VT52
Q5VT52
Q5VT52
Q5VTL8
Q5VTL8
Q5VTR2
Q5VTR2
Q5VU43
Q5VUA4
Q5VUA4
Q5VUA4
Q5VWNG6
Q5VWN6
Q5VZ89
Q5VvZz89
Q5VZ89
Q5VZK9
Q5VZL5
Q63HN8
Q63HN8
Q63ZY3
Q63ZY3
Q63ZY3
Q632Y6
Q637Y6
Q641Q2
Q641Q2
Q66K74
Q66K74
Q66K74
Q66PJ3
Q68CZ2
Q68CZ2
Q68CZ2
Q68DK7
Q68DK7
Q68E01
QG68EM7
Q68ENS5
Q69YH5
Q69YH5
Q69YH5
Q69YN4
Q69YN4
Q69YN4

200
262
127
99
46
335
2460
374
485
593
723
758
527
534
136
138
1302
40
136
1037
2009
2037
732
737
863
1094
122
1258
2273
19
323
375
258
260
619
620
657
731
759
271
332
660
969
205
362
502
575
393
756
934
936
133
138
1578
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Acyl-CoA-binding donACBD5
Acyl-CoA-binding donACBD5
RNA-binding protein :RBM26
DDB1- and CUL4-assDCAF8
AT-hook DNA-bindincAHDC1
Striatin-interacting prcSTRIP1
Centrosome-associat CEP350
Regulation of nuclear RPRD2
Regulation of nuclear RPRD2
Regulation of nuclear RPRD2
Regulation of nuclear RPRD2
Regulation of nuclear RPRD2
Pre-mRNA-splicing faPRPF38B
Pre-mRNA-splicing faPRPF38B
E3 ubiquitin-protein liRNF20
E3 ubiquitin-protein liiRNF20
Myomegalin PDE4DIP
Zinc finger protein 31:ZNF318
Zinc finger protein 31:ZNF318
Zinc finger protein 31:ZNF318
Protein FAM208B ~ FAM208B
Protein FAM208B ~ FAM208B
DENN domain-contaiilDENND4C
DENN domain-contaiiDENND4C
DENN domain-contaii DENND4C
Leucine-rich repeat-ci(LRRC16A
Zinc finger MYM-type ZMYM4
E3 ubiquitin-protein liiRNF213
E3 ubiquitin-protein liiRNF213
KN motif and ankyrin KANK2
KN motif and ankyrin KANK2
KN motif and ankyrin KANK2
Putative methyltransfiINSUN5P2
Putative methyltransfiINSUN5P2

271.97
90.758
76.358
52.522
69.979
144.82
89.232
216.65
117.03
185.71
108.94
118.16
153.23
153.23
157.22
106.86
32.858
105.89
150.22
78.191
56.081
82.639
69.492
93.278
61.959
58.093
229.89
200.04
146.68
72.073
58.324
79.676
66.152
66.152

WASH complex subu FAM21A;FAM21B 76.899
WASH complex subu FAM21A;FAM21B 76.899

Microtubule-associate MAP1S
Microtubule-associate MAP1S
Microtubule-associate MAP1S
ADP-ribosylation factt ARL6IP4

Tensin-3 TNS3
Tensin-3 TNS3
Tensin-3 TNS3

Male-specific lethal 1 MSL1
Male-specific lethal 1 MSL1
Integrator complex suINTS3

Rho GTPase-activatir ARHGAP17
Uncharacterized prote KIAAO895L
Cell division cycle-assCDCA2
Cell division cycle-assCDCA2
Cell division cycle-assCDCA2
Protein virilizer homol KIAA1429
Protein virilizer homol KIAA1429
Protein virilizer homol KIAA1429

123.35
102.21
133.81
139.81
115.77
112.57
51.505
76.049
84.327
117.35
95.002
30.612
38.875
114.01
143.07
86.543
78.642
140.82
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Q69YN4
Q69YQ0
Q69YQ0
Q69YQ0
Q6IAA8
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Q6I1E81
Q6IN85
Q61Q22
Q61Q23
Q61Q23
Q61Q49
Q6KC79
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Q6KC79
Q6KC79
Q6KC79
Q6MZP7
Q6MZP7
Q6N043
Q6NUK4
QBNWY9
QBNWY9
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Q6NZI2
Q6NZI2
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Q6NZY4
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Q6P 158
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QG6P4E1
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Q6P4R8
Q6P6C2
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Q6PCB5
Q6PCE3
Q6PD62
Q6PD62
Q6PD62
Q6PID6
QG6PJF5
Q6PJG2
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1579
220
384
832
27
98
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89
117
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907
278
350
1089
1090
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2658
310
314
545
210
764
832
125
224
202
203
365
366
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879
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1291
64
69
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925
1020
1021
197
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461
704
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Protein virilizer homol KIAA1429

Cytospin-A SPECC1L
Cytospin-A SPECCI1L
Cytospin-A SPECC1L

Ragulator complex pr LAMTOR1
Ragulator complex pr LAMTOR1
Condensin-2 complexNCAPH2
Protein Jade-1 PHF17
Serine/threonine-prott SMEK1
Ras-related protein RRAB12
Pleckstrin homology (tPLEKHA7
Pleckstrin homology (PLEKHA7
Protein SDE2 homolc SDE2
Nipped-B-like protein NIPBL
Nipped-B-like protein NIPBL
Nipped-B-like protein NIPBL
Nipped-B-like protein NIPBL
Nipped-B-like protein NIPBL
Protein lin-54 homolo LIN54
Protein lin-54 homolo LIN54
Zinc finger protein 28/ZNF280D
Receptor expression- REEP3
Pre-mRNA-processin PRPF40B
Pre-mRNA-processin PRPF40B
Phostensin PPP1R18
Phostensin PPP1R18
Polymerase | and trarPTRF
Polymerase | and trarPTRF
Polymerase | and trarPTRF
Polymerase | and trarPTRF
Zinc finger CCHC dorZCCHC8
Zinc finger CCHC dorZCCHC8
Zinc finger CCHC dorZCCHC8
Mis18-binding protein MIS18BP1
Putative ATP-depend DHX57
Enhancer of mMRNA-d EDC4
Enhancer of mMRNA-d EDC4
Enhancer of mMRNA-d EDC4
Protein CASC4 CASC4
Nuclear factor related NFRKB
Nuclear factor related NFRKB
Nuclear factor related NFRKB
RNA demethylase ALALKBH5
RNA demethylase ALALKBH5
Round spermatid bas RSBN1L
Glucose 1,6-bisphosg PGM2L1
RNA polymerase-ass CTR9
RNA polymerase-ass CTR9
RNA polymerase-ass CTR9
Tetratricopeptide repe TTC33
Inactive rhomboid prc RHBDF2
ELM2 and SANT dom ELMSAN1
ELM2 and SANT dom ELMSAN1
ELM2 and SANT dom ELMSAN1

157.09
239.87
56.416
120.9

135.81
61.444
97.463
54.668
84.478
63.091
74.778
74.778
159.86
99.238
112.39
112.39
112.39
156.57
78.249
78.249
107.87
47.371
103.75
88.574
82.489
73.273
156.9

156.9

110.13
110.13
75.018
165.58
103.35
52.576
138.03
107.38
152.31
120.3

74.296
84.687
122.76
95.205
73.072
73.072
71.296
109.48
168.55
98.135
98.135
95.954
66.365
157.22
138.72
121.92
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Q6PJT7 409 S Zinc finger CCCH dorZC3H14 122.53 _IS(ph)PPIKEEETKGD
Q6PJT7 515 S Zinc finger CCCH dorZC3H14 145.86 _DLVQPDKPAS(ph)Pk
Q6PJT7 527 S Zinc finger CCCH dorZC3H14 50.647 _FIVTLDGVPS(ph)PPC
Q6PJT7 533 S Zinc finger CCCH dorZC3H14 50.647 _FIVTLDGVPS(ph)PP(
Q6PKGO 75 S La-related protein 1 LARP1 100.44 _ES(ph)PRPLQLPGAE
Q6PKGO 90 S La-related protein 1 LARP1 162.16 _PLQLPGAEGPAIS(ph
QB6PKGO 548 S La-related protein 1 LARP1 116.45 _GLSAS(ph)LPDLDSE
Q6PKGO 631 S La-related protein 1 LARP1 59.732 _NTFT(ph)AWSDEES(
Q6PKGO 766 S La-related protein 1 LARP1 75.743 _S(ph)LPTTVPES(ph)F
Q6PKGO 774 S La-related protein 1 LARP1 158.91 _SLPTTVPES(ph)PNY
QB6PKGO 824 S La-related protein 1 LARP1 205.53 _HSS(ph)NPPLESHVC
QB6PKGO 1071 T La-related protein 1 LARP1 132.01 _PAAMISQPPT(ph)PP
Q6PL18 327 S ATPase family AAA dATAD2 117.37 _KPNIFYSGPAS(ph)P/
Q6PL18 342 S ATPase family AAA dATAD2 133.34 _LSSAGPRS(ph)PYCk
Q6PL18 1200 S ATPase family AAA dATAD2 159.17 _IES(ph)DTEETQDTS\
Q6SPFO 161 S Atherin SAMD1 74.364 _AAAAAATAPPS(ph)P
Q6UB99 276 S Ankyrin repeat domai ANKRD11 80.541 _VANS(ph)PTMVNLLL
Q6UB99 834 S Ankyrin repeat domai ANKRD11 70.808 _FSLS(ph)DDQR_
QBUN15 259 S Pre-mRNA 3'-end-proFIP1L1 103.76 _AEFTS(ph)PPSLFK_
Q6UN15 492 S Pre-mRNA 3'-end-praFIP1L1 221.47 _DHS(ph)PTPSVFNS(;
QBUN15 500 S Pre-mRNA 3'-end-proFIP1L1 227.64 _DHSPTPSVFNS(ph)C
Q6VMQ6 113 S Activating transcriptio ATF71P 171.93 _NKQDDDLNCEPLS(p
QB6VMQ6 673 S Activating transcriptio ATF7IP 126.07 _RHEHPPNPPVS(ph)F
QewCQ1 220 S Myosin phosphatase MPRIP 171.36 _TKDQPDGSSLS(ph)F
QewcCQ1 224 S Myosin phosphatase MPRIP 171.36 _TKDQPDGSSLS(ph)F
QewCQ1 289 S Myosin phosphatase MPRIP 150.06 _AEEQQLPPPLS(ph)P
QewceCQ1 292 S Myosin phosphatase MPRIP 106.37 _AEEQQLPPPLS(ph)P
QewCQ1 326 S Myosin phosphatase MPRIP 194.56 _AEHMETNAVGPS(ph
QewceCQ1 362 S Myosin phosphatase MPRIP 173.4 _DFTNEAPPAPLPDAS
QewcecQ1 365 S Myosin phosphatase MPRIP 186.68 _DFTNEAPPAPLPDAS
QewcCQ1 619 S Myosin phosphatase MPRIP 133.24 _S(ph)PGLPMSDLK_
QewCQ1 891 S Myosin phosphatase MPRIP 146.25 _TLLTGDGGGEATGS|
QewceCQ1 977 S Myosin phosphatase MPRIP 218.98 _AATEALGEKS(ph)PD
QewCQ1 993 S Myosin phosphatase MPRIP 73.082 _SKS(ph)NPDFLK_
Q6WKZz4 202 S Rab11 family-interact RAB11FIP1 158.21 _DSGSDTASAIIPSTTF
Q6Y7W6 26 S PERQ amino acid-ricl GIGYF2 135.33 _ALSSGGSITS(ph)PPL
QB6Y7W6 236 S PERQ amino acid-ricl GIGYF2 73.927 _WRPHS(ph)PDGPR_
QB6Y7W6 382 T PERQ amino acid-ricl GIGYF2 202.95 _PGT(ph)PSDHQSQE/
Q6ZN18 18 S Zinc finger protein AEAEBP2 204.95 _(ac)AAAITDMADLEEL
Q6ZN18 24 S Zinc finger protein AEAEBP2 204.95 _(ac)AAAITDMADLEEL
QB6ZNJ1 225 S Neurobeachin-like prcNBEAL2 39.73 _ENGQMAVSDGS(ph)
Q6ZRP7 578 S Sulfhydryl oxidase 2 QSOX2 251.76 _DNLLDTYSADQGDS(
Q6ZRS2 767 S Helicase SRCAP SRCAP 38.783 _WQSLLNFNS(ph)QR_
Q6ZRS2 1859 S Helicase SRCAP SRCAP 95.622 _SGPPS(ph)PPSTATS
Q6ZRS2 3016 S Helicase SRCAP SRCAP 74.793 _NPPS(ph)PRPSQLPV
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Protein FAM83H FAM83H
Protein FAM83H FAM83H
Protein FAM83H FAM83H
Rho guanine nucleoti ARHGEF18
Ubinuclein-2 UBN2
Uncharacterized prote C150rf52
FYVE, RhoGEF and IFGD6
FYVE, RhoGEF and IFGD6
Ras-associated and RAPH1
Ras-associated and fRAPH1

98.676
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Histone H3.2;Histone HIST2H3A;HIST3 106.3

La-related protein 4 LARP4
La-related protein 4 LARP4
La-related protein 4 LARP4
Nucleolar protein 8 NOLS8
Nucleolar protein 8 NOLS8
Nucleolar protein 8 NOLS8
Nucleolar protein 8 NOLS8
Nucleolar protein 8 NOLS8
Nucleolar protein 8 NOLS8
Nucleolar protein 8 NOLS8
Nucleolar protein 8 NOLS8
Transcription elongatiSUPT6H
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116.98
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84.529
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122.6
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99.796
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Serine/threonine-prott MARK2;MARK4;N 47.931
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Vacuolar fusion prote MON1B
7SK snRNA methylpr MEPCE
7SK snRNA methylpr MEPCE
Protein FAM73B FAM73B
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Arginine/serine-rich cc RSRC2
Arginine/serine-rich c RSRC2
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Autophagy-related prtATGOA
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Pogo transposable ellPOGZ
Pogo transposable el POGZ
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Nuclear fragile X menNUFIP2
Nuclear fragile X menNUFIP2
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Mitochondrial antiviral MAVS
Mitochondrial antivira MAVS
ATP-dependent RNA DHX29
Kinesin-like protein K KIF21A
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Hepatoma-derived gretHDGFRP2
Hepatoma-derived grtHDGFRP2
Hepatoma-derived gretHDGFRP2
Hepatoma-derived grtHDGFRP2
Hepatoma-derived gretHDGFRP2
Hepatoma-derived grtHDGFRP2
Hepatoma-derived gretHDGFRP2
Hepatoma-derived grtHDGFRP2
Hepatoma-derived grctHDGFRP2
Protein EMSY EMSY
Protein EMSY EMSY
Retinoic acid-induced RAI1
Retinoic acid-induced RAI1
Wings apart-like prote WAPAL
Wings apart-like prote WAPAL
Interferon regulatory fIRF2BP2
Interferon regulatory fIRF2BP2
Interferon regulatory fIRF2BP2
Interferon regulatory fIRF2BP2
Interferon regulatory fIRF2BP2
Interferon regulatory fIRF2BP2
E3 ubiquitin-protein liRBBP6
E3 ubiquitin-protein liiRBBP6
E3 ubiquitin-protein liRBBP6
E3 ubiquitin-protein liRBBP6
E3 ubiquitin-protein liRBBP6
E3 ubiquitin-protein liRBBP6
E3 ubiquitin-protein liRBBP6
E3 ubiquitin-protein liRBBP6
E3 ubiquitin-protein liRBBP6
E3 ubiquitin-protein liRBBP6
E3 ubiquitin-protein liHUWE1
E3 ubiquitin-protein liHUWE1
E3 ubiquitin-protein liHUWE1
E3 ubiquitin-protein liHUWE1
Pleckstrin homology-IPHLDB2
Pleckstrin homology-lPHLDB2
Protein PAT1 homolo PATLA1
Probable RNA-bindinitRBM23
Polyadenylate-bindingPABPN1
Protein polybromo-1 PBRM1

Protein LYRIC MTDH
Protein LYRIC MTDH
Protein LYRIC MTDH
Kinectin KTNA1
Kinectin KTNA1

B-cell CLL/lymphomaBCL9L
B-cell CLL/lymphomaBCL9L
B-cell CLL/lymphomaBCL9L
B-cell CLL/lymphomaBCL9L
B-cell CLL/lymphomaBCL9L
B-cell CLL/lymphomaBCL9L
B-cell CLL/lymphomaBCL9L
Leucine zipper proteir LUZP1
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116.84
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116.84
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207.6
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115.5
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62.57

62.57
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164.8
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60.307
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THO complex subunilALYREF
Myb-related transcriptMYPOP
Zinc finger CCCH dorZC3H18
Zinc finger CCCH dorZC3H18
Zinc finger CCCH dorZC3H18
Zinc finger CCCH dorZC3H18
Zinc finger CCCH dorZC3H18
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Zinc finger CCCH dorZC3H18
Zinc finger CCCH dorZC3H18
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Protein FAM134C ~ FAM134C
Protein FAM134C  FAM134C
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Protein FAM134C  FAM134C
Nuclear-interacting p¢ZC3HC1
Nuclear-interacting p:ZC3HC1
Nuclear-interacting p¢ZC3HC1
Nuclear-interacting p: ZC3HC1
Nuclear-interacting p¢ZC3HC1
Nuclear-interacting p:ZC3HC1
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RNA-binding protein  MEX3D
ATP-dependent RNA DDX42
ATP-dependent RNA DDX42
ATP-dependent RNA DDX42
Kinesin-like protein K KIF18B
Prostate tumor-overe:PTOV1

Transcriptional repres GATAD2A
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Interferon regulatory fIRF2BP1
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FUN14 domain-conta FUNDC1
Uncharacterized prote C190rf21
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Uncharacterized proteC190rf21
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Uncharacterized proteC190rf21
Protein FAM219A  FAM219A
WD repeat-containinc WDR75
WD repeat-containinc WDR75
WD repeat-containinc WDR75
MAX gene-associatecMGA
MAX gene-associatec MGA
PHD finger protein 6 PHF6

Rho GTPase-activatir ARHGAP12
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Calcium homeostasis CHERP
Calcium homeostasis CHERP
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Homeobox and leucinHOMEZ
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NAD-dependent prote SIRT2
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Pumilio homolog2 PUM2
Pumilio homolog 2 PUM2
Pumilio homolog2 PUM2
Golgin subfamily A m GOLGA5
Bromo adjacent hom¢BAHD1
Solute carrier family ZSLC35G2
POC1 centriolar prote POC1B
Dolichyl-diphosphooliiSTT3B
Dolichyl-diphosphooliiSTT3B
Protein bicaudal D hoBICD2
E3 ubiquitin-protein liiDTX3L
E3 ubiquitin-protein liiDTX3L
ATP-dependent RNA DDX54
ATP-dependent RNA DDX54
Disks large homolog !DLG5
Disks large homolog !DLG5
Disks large homolog !DLG5
RB1-inducible coiled-RB1CC1
Epidermal growth faclEPS8L3
Protein phosphatase SSH3
D-tyrosyl-tRNA(Tyr) dDTD1
DENN domain-contaii DENND1A
Histone-lysine N-mettDOT1L
Histone-lysine N-mettDOT1L
Histone-lysine N-mettDOT1L
Nuclear pore membreNUP210
Arginine/serine-rich p PNISR
Arginine/serine-rich p PNISR
Arginine/serine-rich p PNISR
Protein Shroom3 SHROOM3
Serine/threonine-prot GSG2
Peptidyl-prolyl cis-trar PPIL4
General transcription GTF3C2
General transcription GTF3C2
General transcription GTF3C2
PHD finger protein 10PHF10
PHD finger protein 10PHF10
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B-cell CLL/lymphomaBCL7C
Chromosome transmiCHTF18
RNA polymerase-ass LEO1
RNA polymerase-ass LEO1
RNA polymerase-ass LEO1
RNA polymerase-ass LEO1
RNA polymerase-ass LEO1
RNA polymerase-ass LEO1
RNA polymerase-ass LEO1
RNA polymerase-ass LEO1
RNA polymerase-ass LEO1
RNA polymerase-ass LEO1
RNA polymerase-ass LEO1
Cohesin subunit SA-1STAG1
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Protein POF1B POF1B
PEST proteolytic sign PCNP
LIM domain only protcLMO7
LIM domain only protcLMO7
LIM domain only protcLMO7
LIM domain only protcLMO7
LIM domain only prottLMO7
LIM domain only protcLMO7
LIM domain only protcLMO7
LIM domain only protcLMO7
LIM domain only prottLMO7
LIM domain only protcLMO7
LIM domain only protcLMO7
LIM domain only protcLMO7

Ataxin-2-like protein
Ataxin-2-like protein
Ataxin-2-like protein

Ataxin-2-like protein

ATXN2L
ATXN2L
ATXN2L
ATXN2L

PH-interacting proteir PHIP
PH-interacting proteir PHIP
PH-interacting proteir PHIP
PH-interacting proteir PHIP
PH-interacting proteir PHIP
Negative elongation fiNELFB
Palladin PALLD
Palladin PALLD

Serine/arginine-rich s SRSF12
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Nesprin-2 SYNE2
Nesprin-2 SYNE2

Connector enhancer (CNKSR2
Transcriptional repres GATAD2B
Transcriptional repres GATAD2B
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Inhibitor of growth prcING5
Protein phosphatase SSH1
Protein phosphatase SSH1

Protein ELYS AHCTF1
Protein ELYS AHCTF1
Protein ELYS AHCTF1
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Protein ELYS AHCTF1
Protein ELYS AHCTF1
Protein ELYS AHCTF1
Protein ELYS AHCTF1
Protein ELYS AHCTF1

Microprocessor compDGCRS

Titin
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E3 ubiquitin-protein liiRFFL
E3 ubiquitin-protein liiRFFL
DNA damage-binding DDB2
Piezo-type mechanosPIEZO1
Histone H1x H1FX
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Histone H1x H1FX
Golgi-specific brefeldiGBF1
Golgi-specific brefeldiGBF1
RNA polymerase-ass RTF1
RNA polymerase-ass RTF1
RNA polymerase-ass RTF1
RNA polymerase-ass RTF1
PHD finger protein 3 PHF3
PHD finger protein 3 PHF3
PHD finger protein 3 PHF3
Heat shock protein 1(HSPH1
Zinc finger protein 59:ZNF592
Zinc finger protein 59:ZNF592
Zinc finger protein 59:ZNF592
Protein Jade-3 PHF16
Protein Jade-3 PHF16
Unconventional myos MYO18A
Unconventional myos MYO18A
Unconventional myos MYO18A
Unconventional myos MYO18A
Unconventional myos MYO18A
Unconventional myos MYO18A
Unconventional myos MYO18A
La-related protein 4B LARP4B
La-related protein 4B LARP4B
Translational activato GCN1L1
Ankyrin repeat and S;ANKS1A
A-kinase anchor prote AKAP1
A-kinase anchor prote AKAP1
A-kinase anchor prote AKAP1
Centromere protein | CENPI
Poliovirus receptor-re PVRL2
Poliovirus receptor-re PVRL2
Proline-rich protein PIPRCC
Proline-rich protein PIPRCC
Proline-rich protein PIPRCC
Transcription factor ATFAP2C
Ras-responsive elem RREB1
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Ras-responsive elem RREB1
Ras-responsive elemRREB1
Histone deacetylase :HDAC2
Histone deacetylase :HDAC2
Histone deacetylase :HDAC2
Histone acetyltransfelKAT6A

Symplekin SYMPK
Symplekin SYMPK
Symplekin SYMPK

DNA repair protein R‘RAD50
Osteoclast-stimulatinfOSTF1
Osteoclast-stimulatinfOSTF1
Canalicular multispec ABCC2
Canalicular multispec ABCC2
Ubiquitin fusion degre UFD1L
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SWI/SNF complex suSMARCC1
SWI/SNF complex suSMARCC1
SWI/SNF complex suSMARCC1
Far upstream elemen KHSRP
Ubiquitin carboxyl-terUSP7
Mediator of RNA poly MED12
General transcription GTF3C6
Ribonuclease P/MRP POP5
Lethal(3)malignant br L3MBTL2
Protein phosphatase PPP1R14A
Synapse-associated |SYAP1
Transmembrane prott TMEM230
Far upstream elemen FUBP1
Pre-B-cell leukemia tr PBXIP1
Uncharacterized prote KIAA1143
Uncharacterized prote C18orf25
Proline-rich AKT1 sutAKT1S1
Proline-rich AKT1 sutAKT1S1
Zinc finger protein 42:ZNF428
Autophagy-related prctATG2B
Autophagy-related prcATG2B
EF-hand domain-coniEFHD2
Uncharacterized prote C120rf43
FLYWCH family memr FLYWCH2
RalBP1-associated E REPS1
Protein DGCR14 DGCR14
NAD-dependent prote SIRT1
28S ribosomal proteir MRPS24
28S ribosomal proteir MRPS24
RNA-binding protein :RBM33
RNA-binding protein {RBM33
RNA-binding protein :RBM33
Microspherule protein MCRS1
E3 ubiquitin-protein liiTRIM11
Coiled-coil domain-cc CCDC97
Sororin CDCA5
Sororin CDCA5
AMSH-like protease STAMBPL1
THO complex subunii THOC1
THO complex subunii THOC1
OTU domain-containi OTUDS
Cell division cycle-assCDCA7L
Cell division cycle-assCDCA7L
Tonsoku-like protein  TONSL
PDZ and LIM domain PDLIMS
H/ACA ribonucleoprolNAF1
Serine/threonine-prottPGAM5
Serine/threonine-prot PGAM5
Abhydrolase domain- ABHD8
Selenocysteine lyase SCLY
Splicing factor 45 RBM17
Splicing factor 45 RBM17
Splicing factor 45 RBM17
F-box/LRR-repeat prc FBXL20
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TNF receptor-associa TRAF4

Melanophilin MLPH
Melanophilin MLPH
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Stimulated by retinoicSTRA6
Sphingosine-1-phosp SGPP1

Rab11 family-interact RAB11FIP5
Rab11 family-interact RAB11FIP5
Bcl-2-like protein 13 BCL2L13

Serrate RNA effector SRRT

30.484
133.72
133.72
83.854
163.8

55.49

184.43
131.54
223.07
142.56
246.32
246.32
36.752
101.24
36.447
58.246
129.74
111.11
113.33
88.706
113.47
189.97
64.64

111.15
111.64
66.826
181.71
205.26
51.771
108.56
77.191
103.04
97.384
119.41
119.41
116.68
57.148
65.467
65.467
139.64
202.61
202.61
94.594
108.18
82.202
37.657
209.9

256.33
35.054
189.59
96.745
85.044
140.28
96.143

_QQGHEPVS(ph)PR_
_QEAIPDLEDS(ph)PP
_QEAIPDLEDS(ph)PP
_HDSSAPDPAPDS(ph
_S(ph)PPEGDTTLFLSI
_YPLCSADAAVST(ph)
_RNS(ph)VERPAEPVA
_SSS(ph)PAGETEGDF
_DLFSLDSEDPSPAS(|
_VAAAAGS(ph)GPSPF
_VAAAAGSGPS(ph)PF
_VAAAAGSGPS(ph)PF
_SSS(ph)ESYTQSFQS
_KLNS(ph)PEETAFQT
_LLPS(ph)PVTCTPK_
_LLGLGS(ph)ASGSVG
_RPAEATSS(ph)PT(ph
_RPAEATS(ph)SPTS(t
_HHHHDSDSNS(ph)P(
_AES(ph)PSPAPPPGL
_LAAAEETAVS(ph)PR
_S(ph)PQPPAEEDEDI
_DAS(ph)PSKEER _
_GDPPRLS(ph)PDPVA
_VFPEPTES(ph)GDEC
_GS(ph)LDESSLGFGY
_AEGLEEADTGASGC
_NEQLPLQYLADVDTS
_ASS(ph)ESQIFELNK_
_TT(ph)DEELSELEDR
_S(ph)PPLSPVGTTPV
_GADS(ph)GEEKEEGI
_DAGGPRPES(ph)PVF
_DYLLS(ph)ES(ph)EDE
_DYLLS(ph)ES(ph)EDE
_EAATQEDPEQLPELE
_DSGS(ph)QEVLSELR
_RPPT(ph)PCS(ph)DP
_RPPT(ph)PCS(ph)DP
_EES(ph)EESEAEPVC
_SLKES(ph)EQES(ph)!
_SLKES(ph)EQES(ph)!
_TLDS(ph)DEERPRPA
_LHVGNIS(ph)PTCTN}
_SHS(ph)PSIDGTPK_
_KPALPVS(ph)PAAR _
_MLGEDS(ph)DEEEEN
_NWEDEDFYDS(ph)D!
_GAALDLS(ph)PLHR _
_RNS(ph)LTGEEGQLA
_TYS(ph)DEANQMR _
_DPTQKPSPHPVKPLS
_EESLVEELS(ph)PASI
_ERFS(ph)PPRHELS(f



QI9BXP5
QI9BXP5
Q9BXS9
Q9BXS9
Q9BXYO0
Q9BXYO0
Q9BXY0
QI9BXYO0
Q9BY44
Q9BY89
Q9BY89
Q9BY89
Q9BY89
Q9BY89
Q9BYG3
Q9BYG3
Q9BYG3
Q9BZ95
Q9BZ95
Q9BZL4
Q9C086
Q9C086
Q9C086
Q9C086
Q9C086
Q9CO0B5
Q9CO0B5
Q9CO0B5
Q9CO0C2
Q9CO0C2
Q9CO0C2
Q9CoC2
Q9CO0C2
Q9Co0C2
Q9CO0C2
Q9CoC2
Q9CO0C2
Q9Co0C2
Q9CO0C2
Q9CO0C2
Q9CO0C2
Q9Co0C2
Q9CO0C2
Q9COE2
Q9COH2
Q9C0J8
Q9CO0J8
Q9CO0J8
Q9GZR7
Q9GZR7
Q9GZR7
Q9GZT3
Q9GZY8
Q9GZY8

74
544
752
755
197
199
200
202
506
600
749
1059
1224
1488
223
234
238
606
611
509
63
97
99
132
351
380
554
621
178
228
353
494
498
601
672
691
836
893
1024
1554
1620
1621
1666
521
522

1210
1279
82
94
295
102
115
155

»w 4 0 0o no no nononononuounowmwnuonuonuonuonnnonononoononoononuonunonwonwuonwonwonvoonoon 44444440 onu-4d0n0-4d0-4000onono-don

Serrate RNA effector SRRT
Serrate RNA effector SRRT
Solute carrier family ZSLC26A6
Solute carrier family ZSLC26A6
Protein MAK16 homo MAK16
Protein MAK16 homo MAK16
Protein MAK16 homo MAK16
Protein MAK16 homo MAK16
Eukaryotic translation EIF2A
Uncharacterized prote KIAA1671
Uncharacterized prote KIAA1671
Uncharacterized prote KIAA1671
Uncharacterized prote KIAA1671
Uncharacterized prote KIAA1671
MKI67 FHA domain-irMKI671P
MKI67 FHA domain-irMKI671P
MKI67 FHA domain-irMKI671P
Histone-lysine N-mett WHSC1L1
Histone-lysine N-mettWHSC1L1
Protein phosphatase PPP1R12C
INO80 complex suburINO80B
INO80 complex suburINO80B
INO80 complex suburINO80B
INO80 complex suburINO80B
INO80 complex suburINO80B
Palmitoyltransferase .ZDHHC5
Palmitoyltransferase .:ZDHHC5
Palmitoyltransferase .ZDHHC5
182 kDa tankyrase-1-TNKS1BP1
182 kDa tankyrase-1-TNKS1BP1
182 kDa tankyrase-1-TNKS1BP1
182 kDa tankyrase-1-TNKS1BP1
182 kDa tankyrase-1-TNKS1BP1
182 kDa tankyrase-1-TNKS1BP1
182 kDa tankyrase-1-TNKS1BP1
182 kDa tankyrase-1-TNKS1BP1
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182 kDa tankyrase-1-TNKS1BP1
182 kDa tankyrase-1-TNKS1BP1
182 kDa tankyrase-1-TNKS1BP1
182 kDa tankyrase-1-TNKS1BP1
Exportin-4 XPO4
Protein tweety homolc TTYH3
pre-mRNA 3' end prooWDR33
pre-mRNA 3' end protWDR33
pre-mRNA 3' end prooWDR33
ATP-dependent RNA DDX24
ATP-dependent RNA DDX24
ATP-dependent RNA DDX24
SRA stem-loop-intera SLIRP
Mitochondrial fission {IMFF
Mitochondrial fission {MFF
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Q9HO019
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Q9HOC8
Q9HOD6
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Q9HOH5
Q9HOH5
Q9H0S4
Q9H116
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Q9H307
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Q9H307
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Mitochondrial fission IMTFR1L
Kinesin light chain 2 KLC2
Integrin-linked kinase ILKAP
5'-3' exoribonuclease XRN2
5'-3' exoribonuclease XRN2
5'-3' exoribonuclease XRN2
Bromodomain-contairBRD8
Nuclear speckle splic NSRP1
Nuclear speckle splic NSRP1
Rac GTPase-activatir RACGAP1
Rac GTPase-activatir RACGAP1
Probable ATP-depencDDX47
GDNF-inducible zinc - GZF1
Anaphase-promoting ANAPC1
Interferon regulatory fIRF2BPL
Interferon regulatory fIRF2BPL
Interferon regulatory fIRF2BPL
Interferon regulatory fIRF2BPL
Interferon regulatory fIRF2BPL
Interferon regulatory fIRF2BPL
Interferon regulatory fIRF2BPL
Protein unc-93 homol UNC93B1
Protein unc-93 homol UNC93B1
Nuclear ubiquitous caNUCKS1
Nuclear ubiquitous caNUCKS1
Nuclear ubiquitous caNUCKS1
Nuclear ubiquitous caNUCKS1
Nuclear ubiquitous caNUCKS1
Nuclear ubiquitous caNUCKS1
Nuclear ubiquitous caNUCKS1
Nuclear ubiquitous caNUCKS1
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Nuclear ubiquitous caNUCKS1
Sodium-coupled neut SLC38A1
Sodium-dependent neSLC6A15
Activity-dependent ne ADNP
Activity-dependent ne ADNP
Activity-dependent ne ADNP
Zinc finger protein 10(ZNF106
Zinc finger protein 10(ZNF106
Zinc finger protein 10(ZNF106
Zinc finger protein 10(ZNF106
Zinc finger protein 10(ZNF106

Pinin PNN
Pinin PNN
Pinin PNN
Pinin PNN
Pinin PNN
Pinin PNN

Thioredoxin-related tr TMX1
Negative elongation fiNELFA
Protein unc-45 homol UNC45A
DnaJ homolog subfar DNAJC5
Kinetochore-associattDSN1
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37.144
124.51
97.235
292.49
292.49
52.455
77.024
126.07
113.54
91.883
225.65
64.52

60.561
48.551
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107.55
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99.378
99.378
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149.48
157.5

315.14
154.08
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117.8
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80.69

207.72
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298.11
136.53
86.548
177.41
168.35
168.35
86.944
89.659
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52.52

39.244
136.66
176.9

208.64
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Q9H410
Q9H410
QYH4A3
Q9H4A3
Q9H4GO
Q9H4GO
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Q9H4GO
Q9H4GO
Q9H4GO
Q9H4GO
Q9H4GO
Q9H4L4
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Q9H4L7
QOHA4L7
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QOH5I11
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Q9H6S3
QIH6X2
Q9HBY2
QOH6Y2
Q9H6Z4
Q9H6Z4
Q9H6Z4

58
81
2029
2032
430
441
461
466
475
650
678
686
784
169
181
212
437
124
127
30
198
311
312
313
657
663
83
90
97
125
381
384
388
612
18
21
42
47
58
66
69
80
91
102
110
113
152
570
362
14
382
100
101
108

nw no no no nononononononuononwuonuonwonuonu-a0o0nononoongoongoonoongonoononuononon-a4000n0n0n0n0n0ong-400n-d00a0n0anonoonon

Kinetochore-associattDSN1
Kinetochore-associattDSN1
Serine/threonine-prot! WNK1
Serine/threonine-prot WNK1
Band 4.1-like protein EPB41L1
Band 4.1-like protein EPB41L1
Band 4.1-like protein EPB41L1
Band 4.1-like protein EPB41L1
Band 4.1-like protein EPB41L1
Band 4.1-like protein EPB41L1
Band 4.1-like protein EPB41L1
Band 4.1-like protein EPB41L1
Band 4.1-like protein EPB41L1
Sentrin-specific prote: SENP3
Sentrin-specific prote:SENP3
Sentrin-specific protei SENP3
Oxysterol-binding pro OSBPL3

SWI/SNF-related mat SMARCAD1
SWI/SNF-related mat SMARCAD1

Phosphorylated CTD-PCIF1

ESF1 homolog ESF1
ESF1 homolog ESF1
ESF1 homolog ESF1
ESF1 homolog ESF1
ESF1 homolog ESF1
ESF1 homolog ESF1

Zinc finger protein 76:ZNF768
Zinc finger protein 76 ZNF768
Zinc finger protein 76:ZNF768
Zinc finger protein 76/ ZNF768
Histone-lysine N-mett SUV39H2
Histone-lysine N-mett SUV39H2
Histone-lysine N-mett SUV39H2
Protein bicaudal C hoBICC1
Coiled-coil domain-cc CCDC86
Coiled-coil domain-cc CCDC86
Coiled-coil domain-caCCDC86
Coiled-coil domain-cc CCDC86
Coiled-coil domain-cc CCDC86
Coiled-coil domain-cc CCDC86
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Coiled-coil domain-cc CCDC86
Coiled-coil domain-cc CCDC86
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Coiled-coil domain-cc CCDC86
Coiled-coil domain-cc CCDC86
Receptor expression- REEP4
Epidermal growth facitEPS8L2
Anthrax toxin recepto ANTXR1
WD repeat-containinc WDR55
WD repeat-containinc WDR55
Ran-binding protein 3RANBP3
Ran-binding protein 3RANBP3
Ran-binding protein 3RANBP3
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Q9H792
QYH792
Q9H7DO0
Q9H7DO0
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Q9H7L9
QYH7L9
Q9H7L9
QYH7L9
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Q9H7N4
Q9H7N4
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Q9H7N4
Q9HBG2
Q9H8G2
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Q9H9J4
Q9HAN9
Q9HAUO
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Ran-binding protein 3RANBP3
Pseudopodium-enrick PEAK1
Pseudopodium-enrict PEAK1
Dedicator of cytokine:DOCK5
Dedicator of cytokine:DOCK5
Dedicator of cytokine:DOCK5
Probable cation-trans ATP13A3
Sin3 histone deacetyl SUDS3
Sin3 histone deacetyl SUDS3
Sin3 histone deacetyl SUDS3
Sin3 histone deacetyl SUDS3
Splicing factor, arginitSCAF1
Splicing factor, arginitSCAF1
Splicing factor, arginitSCAF1
Splicing factor, arginitSCAF1
Splicing factor, arginitSCAF1
Splicing factor, arginitSCAF1
Splicing factor, arginitSCAF1
Splicing factor, arginitSCAF1
Splicing factor, arginitSCAF1
Caspase activity and CAAP1
Caspase activity and CAAP1
Golgi reassembly-stai GORASP2
Uncharacterized prote C140rf93
Ubiquitin carboxyl-tertUSP42
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Bcl-2-like protein 12 BCL2L12
Sp110 nuclear body SP110
Sp110 nuclear body fSP110
Ras-related GTP-bincRRAGC
Ras-related GTP-bincRRAGC
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QINPG6
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High mobility group pfHMG20A
DNA methyltransferas DMAP1
Bromodomain-contairBRD7

Synembryn-A RIC8A
Synembryn-A RIC8A
Synembryn-A RIC8A

Suppressor of SWI4 ‘PPAN
Coordinator of PRMT:COPRS

Reticulon-4 RTN4
Reticulon-4 RTN4
Reticulon-4 RTN4
Reticulon-4 RTN4

Regulation of nuclear RPRD1B
Regulation of nuclear RPRD1B
Mitochondrial dynamiiSMCR7L
Solute carrier family ZSLC35C2
N-lysine methyltransftSETD8
Cell death regulator AAVEN
Poliovirus receptor-re PVRL3
Inner centromere prolINCENP
Inner centromere prolINCENP
Inner centromere prolINCENP
Inner centromere prolINCENP
Inner centromere prolINCENP
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Actin-binding protein :ANLN
Actin-binding protein :ANLN
Something about silelUTP3
Something about silelUTP3
Baculoviral IAP repeaBIRC6
Acetyl-coenzyme A stACSS2
Nucleolar RNA helica DDX21
Nucleolar RNA helica DDX21
Nucleolar RNA helica DDX21
Nucleolar RNA helica DDX21
Nucleolar RNA helica DDX21
Eukaryotic translation EIF4AENIF1
Aladin AAAS
Bromodomain adjace BAZ1A
Bromodomain adjace BAZ1A
Rho GTPase-activatir ARHGAP35
E3 ubiquitin-protein liiTOPORS
Mitochondrial import r TOMM22
BMP-2-inducible prottBMP2K
Sister chromatid cohe PDS5B
Sister chromatid cohe PDS5B
Sister chromatid cohe PDS5B
Sister chromatid cohe PDS5B
Sister chromatid cohe PDS5B
Sister chromatid cohe PDS5B
Sister chromatid cohe PDS5B
Sister chromatid cohe PDS5B
Structural maintenancSMC4
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Midasin MDN1
Midasin MDN1
ATPase family AAA dATAD3A
Protein asunder hom(ASUN
Integrator complex suINTS10
DNA-directed RNA pcPOLR3E
Protein SDA1 homolc SDAD1
E3 ubiquitin-protein liiRLIM

WD repeat-containinc WDR70
Arginine and glutama ARGLU1
SAFB-like transcripticSLTM
SAFB-like transcriptic SLTM
SAFB-like transcripticSLTM
SAFB-like transcriptic SLTM
SAFB-like transcripticSLTM
SAFB-like transcripticSLTM
SAFB-like transcripticSLTM
SAFB-like transcripticSLTM
Zinc finger protein 44/ZNF446
p21-activated protein PAK11P1
OCIA domain-contain OCIAD1
OCIA domain-contain OCIAD1
Coiled-coil-helix-coilel CHCHD3
WD repeat-containincMIOS
Sphingomyelin phosp SMPD4
Pre-mRNA-splicing faCWC25
THUMP domain-cont:THUMPD1
THUMP domain-cont:THUMPD1
Non-structural mainte NSMCE4A
Non-structural mainte NSMCE4A
Serine/threonine-prottPPP4R2

Protein AATF AATF
Protein AATF AATF
Protein AATF AATF

Telomeric repeat-binc TERF2IP
Telomeric repeat-binc TERF2IP
Abl interactor 2 ABI2
Bcl-2-associated tran:BCLAF1
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Bcl-2-associated tran:BCLAF1
Bcl-2-associated tran:BCLAF1
Bcl-2-associated tran:BCLAF1
Bcl-2-associated tran:BCLAF1
Bcl-2-associated tran:BCLAF1
Bcl-2-associated tran:BCLAF1
Bcl-2-associated tran:BCLAF1
Bcl-2-associated tran:BCLAF1
Mitogen-activated prc MLTK
Tropomodulin-3 TMOD3
BET1-like protein BET1L
Cyclin-dependent kin: CDK12
Cyclin-dependent kini CDK12
Cyclin-dependent kin: CDK12
Cyclin-dependent kini CDK12
Cyclin-dependent kin: CDK12
Cyclin-dependent kini CDK12
Cyclin-dependent kin: CDK12
Cyclin-dependent kini CDK12
Cyclin-dependent kin: CDK12
Cyclin-dependent kini CDK12
Cyclin-dependent kin: CDK12
Cyclin-dependent kini CDK12
Ubiquitin-associated UBAP1
Formin-2 FMN2
Uncharacterized prote C9orf78

Securin-2;Securin PTTG2;PTTG1

Insulin-like growth facIGF2BP1
Intersectin-2 ITSN2
Intersectin-2 ITSN2
EH domain-containintEHD2
Opioid growth factor rOGFR
Opioid growth factor rOGFR
Very-long-chain (3R)- PTPLAD1

Ankycorbin RAI14
Ankycorbin RAI14
Ankycorbin RAI14
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Ankycorbin RAI14
Ankycorbin RAI14
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Vesicle-associated m VAPA
Core histone macro-+H H2AFY2
Uncharacterized prote C6orf203
Olfactory receptor 1A OR1A1
PHD and RING fingerPHRF1
PHD and RING finger PHRF1
PHD and RING fingerPHRF1
PHD and RING fingerPHRF1
PHD and RING fingerPHRF1
PHD and RING finger PHRF1
PHD and RING fingerPHRF1
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PHD and RING fingerPHRF1
PHD and RING fingerPHRF1
PHD and RING finger PHRF1
Uncharacterized prote KIAA1522
Uncharacterized prote KIAA1522
Uncharacterized prote KIAA1522
Uncharacterized proteKIAA1522
Uncharacterized prote KIAA1522
1-phosphatidylinositol PLCE1
Stromal interaction m STIM2
Ubiquitin carboxyl-tennUSP36
Ubiquitin carboxyl-terlUSP36

CTTNBP2 N-terminal CTTNBP2NL

Inhibitor of Bruton tyr(IBTK
Chromodomain-helic: CHD7
Ribosome-binding prcRRBP1
Signal-induced prolife SIPA1L2
Signal-induced prolife SIPA1L2
Cleavage and polyadiCPSF2
Cleavage and polyad¢CPSF2
Cleavage and polyadiCPSF2
REST corepressor 3 RCOR3
Myelin expression facMYEF2
Eukaryotic translation EIF2AK4

Cingulin CGN
Cingulin CGN
Cingulin CGN

Arginine-glutamic acitRERE
Arginine-glutamic acitRERE
Arginine-glutamic acitRERE
Arginine-glutamic acitRERE
Tuftelin-interacting pr TFIP11
Tuftelin-interacting pr TFIP11
Tuftelin-interacting pr TFIP11
Epidermal growth factEPS15L1
Epidermal growth factEPS15L1
Epidermal growth factEPS15L1
Epidermal growth factEPS15L1
Phosphatidylinositol 4P14KB
Set1/Ash2 histone m¢ASH2L
Eukaryotic translation EIF3K
Death domain-associ: DAXX
Death domain-associiDAXX
STE20/SPS1-related STK39
Gamma-adducin ADD3
Gamma-adducin ADD3
Leucine-rich repeat alLRWD1
Leucine-rich repeat aiLRWD1
Leucine-rich repeat alLRWD1
Solute carrier family ZSLC23A2
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HMG domain-contain HMGXB4
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81.525
78.564
116.49
108.77
92.886
84.515
47.712
196.18
116.85
129.37
133.15
51.064
133.02
164.93
98.21

97.463
83.312
124.08
111.55
139.86
297.36
255.22
207.43
200.99
141.58
141.58
59.198
90.64

120.32
124.04
67.997
241.52
125.37
118.05
96.723
280.2

256.8

150.36
208.16
288.31
121.82
120.99
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_SCFES(ph)SPDPELK
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_SGS(ph)S(ph)QELDV
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_GPSPEGSSSTES(ph
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QoUQ35
QoUQ35
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QoUQ35
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QoUQ35
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Q9UQRO
Q9UQRO
Q9Y232

Q9Y232

QoY277

Q9Y2D5

Q9Y2D5

Q9Y2D5

Q9Y2F5

Q9Y2F5

1731
1854
1856
1857
1869
1876
1878
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1916
1974
1986
2020
2022
2032
2034
2044
2046
2067
2069
2071
2100
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2104
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2155
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2335
2343
2382
2398
2407
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2449
2581
2688
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2692
2694
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267
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590
88

201

152
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Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Serine/arginine repeti SRRM2
Proliferation-associattPA2G4
Charged multivesicul: CHMP2B
Sex comb on midleg-|ISCML2
Sex comb on midleg-|ISCML2
Sex comb on midleg-|ISCML2
Sex comb on midleg-|ISCML2
Chromodomain Y-like CDYL
Chromodomain Y-like CDYL
Voltage-dependent arVDAC3
A-kinase anchor prote AKAP2
A-kinase anchor prote AKAP2
A-kinase anchor prote AKAP2
Uncharacterized prote KIAA0947
Uncharacterized prote KIAA0947

154.19
90.697
90.697
70.889
101.71
78.564
95.162
95.162
60
73.951
111.86
97.734
97.734
107.03
107.03
122.7
122.7
118.88
145.49
145.49
78.272
111.66
125.82
158.25
114.31
102.16
132.9
117.07
87.088
140.22
61.679
101.08
113.52
87.544
89.189
107.46
102.73
105.66
120.77
128.1
250.81
47.621
144.63
76.237
76.237
72.935
86.208
78.043
76.759
139.46
142.4
94.841
105.65
93.766
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Q9Y2F5
Q9Y2F5
Q9Y2F5
Q9Y2H5
QIY2K7
Q9Y2K7
QOY2K7
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Q9Y2K7
Q9Y2U8
Q9Y2Vv2
Q9Y2v2
Q9Y2v2
Q9Y2wW1
Q9Y2WA1
Q9Y2wW1
Q9Y2WA1
Q9Y2wW1
Q9Y2WA1
Q9Y2wW1
Q9Y2WA1
Q9Y2wW1
Q9Y2WA1
Q9Y2wW1
Q9Y2WA1
Q9Y2wW1
Q9Y2WA1
Q9Y2wW1
Q9Y2WA1
Q9Y2wW1
Q9Y2WA1
Q9Y2wW1
Q9Y2WA1
Q9Y2wW1
Q9Y2WA1
Q9Y2wW1
Q9Y2W2
Q9Y2X3
Q9Y2X3
Q9Y2X3
Q9Y2X3
Q9Y2X7
Q9Y2X9
Q9Y320
Q9Y388
Q9Y388
Q9Y3B9
Q9Y3B9
Q9Y3E7
Q9Y3T9
Q9Y3T9
Q9Y3T9
Q9Y3T9
Q9Y3X0

1642
1712
1903
777
28
558
692
713
718
259
30
41
52
55
217
237
240
243
248
253
264
268
310
315
320
379
406
408
535
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624
672
682
698
928
939
237
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514
388
651
288
148
149
266
280
200
49
56
672
673
80
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Uncharacterized prote KIAA0947
Uncharacterized prote KIAA0947
Uncharacterized prote KIAA0947
Pleckstrin homology (PLEKHAG
Lysine-specific demetKDM2A
Lysine-specific demelKDM2A
Lysine-specific demei KDM2A
Lysine-specific demelKDM2A
Lysine-specific demetKDM2A
Inner nuclear membr: LEMD3
Calcium-regulated he CARHSP1
Calcium-regulated he CARHSP1
Calcium-regulated he CARHSP1
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
Thyroid hormone rece THRAP3
WW domain-binding [|WBP11
Nucleolar protein 58 NOP58
Nucleolar protein 58 NOP58
Nucleolar protein 58 NOP58
Nucleolar protein 58 NOP58
ARF GTPase-activatilGIT1

Zinc finger protein 28 ZNF281
Thioredoxin-related tr TMX2
RNA-binding motif prcRBMX2
RNA-binding motif prcRBMX2
RRP15-like protein RRP15
RRP15-like protein RRP15
Charged multivesicul: CHMP3
Nucleolar complex priNOC2L
Nucleolar complex priNOC2L
Nucleolar complex priNOC2L
Nucleolar complex priNOC2L
Coiled-coil domain-ca CCDC9

89.457
38.995
38.744
130.5

191.97
70.828
107.97
107.71
107.71
143.91
74.562
89.747
111.06
80.755
109.91
104.24
85.006
188.48
177.6

177.6

76.165
65.219
135.5

184.57
203.72
109.64
102.47
102.47
62.582
92.856
72.99

147.62
234.39
173.71
169.13
364.17
119.38
38.808
38.808
265.97
260.38
55.999
108.5

42.393
162.98
162.98
164.64
213.09
115.11
164.89
144.44
3171

300.38
99.069
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_SCDEPLT(ph)PPPHS
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_VDLHTSGEHSELVQE
_AGDNIPEEQPVASTF
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Q9Y3X0 521 S Coiled-coil domain-caCCDC9 47.155 _TTHLAGALS(ph)PGE
Q9Y3Z3 33 S SAM domain and HD SAMHD1 83.944 _TPSNTPSAEADWS(t
Q9Y446 314 S Plakophilin-3 PKP3 100.82 _LSS(ph)GFDDIDLPS/
Q9Y463 273 Y Dual specificity tyrosiiDYRK1B;DYRK1/100.98 _IYQY(ph)IQSR_
Q9Y487 695 S V-type proton ATPas¢ATP6V0A2 133.29 _KDS(ph)EEEVSLLGS
Q9Y4B5 263 S Protein SOGA2 SOGA2 63.095 _GAPPGS(ph)PEPPAL
Q9Y4B5 622 S Protein SOGA2 SOGA2 132.84 _DHAPSIPTS(ph)PFGI
Q9Y4B5 776 S Protein SOGA2 SOGA2 113.31 _REGPVGGES(ph)DSI
Q9Y4B5 1417 T Protein SOGA2 SOGA2 114.28 _EDVT(ph)PPLS(ph)PI
Q9Y4B5 1421 S Protein SOGA2 SOGA2 114.28 _EDVT(ph)PPLS(ph)PL
Q9Y4B5 1514 S Protein SOGA2 SOGA2 87.568 _VLHS(ph)PPAVR_
Q9Y4E1 333 S WASH complex subu FAM21A;FAM21C71.202 _RTPS(ph)DDEEDNLF
Q9Y4E1 498 S WASH complex subu FAM21A;FAM21B 37.169 _AVAS(ph)PEATVSQT
Q9Y4E1 539 S WASH complex subu FAM21C 198.47 _GLFS(ph)DEEDSEDL
Q9Y4ES8 229 S Ubiquitin carboxyl-tenUSP15 84.41 _S(ph)PGASNFSTLPK
Q9Y4F1 889 S FERM, RhoGEF and FARP1 211.5 _SPDEATAADQES(ph
Q9Y4G6 1843 T Talin-2 TLN2 64.104 _LDEGT(ph)PPEPK_
Q9Y4H2 306 S Insulin receptor substIRS2 88.976 _SKS(ph)QSSGSSATH
Q9Y4H2 388 S Insulin receptor substIRS2 88.945 _PVSVAGS(ph)PLS(pt
Q9Y4H2 391 S Insulin receptor substIRS2 143.99 _PVSVAGS(ph)PLS(pt
Q9Y4H2 577 S Insulin receptor substIRS2 74.611 _TYS(ph)LTTPAR_
Q9Y4H2 915 S Insulin receptor substIRS2 109.5 _S(ph)PGEYINIDFGEF
Q9Y4H2 1176 S Insulin receptor substIRS2 73.498 _HNSAS(ph)VENVSLRK
Q9Y4H2 1203 S Insulin receptor substIRS2 144.35 _SSEGGVGVGPGGGI
Q9Y4l11 600 S Unconventional myos MYO5A 55.097 _AIS(ph)PTSATSSGR_
Q9Y4I1 1652 S Unconventional myos MYO5A 131.98 _TSS(ph)IADEGTYTLL
Q9Y4W2 560 S Ribosomal biogenesisLAS1L 159.66 _AQQQEEQGS(ph)VN
Q9Y4W2 617 S Ribosomal biogenesisLAS1L 167.98 _MEVGPFSTGQES(ph
Q9Y519 402 S Transmembrane prot« TMEM184B 48.944 _TLLLS(ph)S(ph)DDEF
Q9Y519 403 S Transmembrane prot« TMEM184B 48.944 _TLLLS(ph)S(ph)DDEF
Q9Y520 878 S Protein PRRC2C PRRC2C 91.151 _S(ph)VEDVRPHHTDA
Q9Y520 924 S Protein PRRC2C PRRC2C 183.06 _S(ph)VSHGSNHTQKF
Q9Y520 1248 S Protein PRRC2C PRRC2C 110.38 _SES(ph)S(ph)DFEVVI
Q9Y520 1249 S Protein PRRC2C PRRC2C 81.448 _SES(ph)S(ph)DFEVVI
Q9Y520 2105 S Protein PRRC2C PRRC2C 171.2 _LPDLS(ph)PVENK_
Q9Y520 2673 T Protein PRRC2C PRRC2C 89.663 _AFGSGIDIKPGT(ph)F
Q9Y5B0 740 S RNA polymerase Il stCTDP1 41.824 _ENS(ph)PAAFPDR_
Q9Y5B0 869 S RNA polymerase Il stCTDP1 97.744 _EDLESMDKEVDDILCG
Q9Y5B0 872 S RNA polymerase Il stCTDP1 97.744 _EDLESMDKEVDDILC
Q9Y5B6 557 S PAX3- and PAX7-bincPAXBP1 115.74 _MADHLEGLS(ph)S(pt
Q9Y5B6 558 S PAX3- and PAX7-bincPAXBP1 115.74 _MADHLEGLS(ph)S(pt
Q9Y5J1 121 S U3 small nucleolar RtTUTP18 236.94 _VQEHEDS(ph)GDS(p
Q9Y5J1 124 S U3 small nucleolar RTUTP18 292.09 _VQEHEDS(ph)GDS(p
Q9Y5J1 205 S U3 small nucleolar RtUTP18 337.94 _KTS(ph)S(ph)DDES(p
Q9Y5J1 206 S U3 small nucleolar RTUTP18 298.55 _KTS(ph)S(ph)DDES(p
Q9Y5J1 210 S U3 small nucleolar RtTUTP18 298.55 _TSS(ph)DDES(ph)EEI
Q9Y5Q9 43 S General transcription GTF3C3 173.25 _GKLS(ph)AEENPDDSE
Q9Y5S2 1690 S Serine/threonine-prott CDC42BPB 112.34 _HSTPSNSSNPSGPP:
Q9Y589 56 S RNA-binding protein {RBM8A 178.2 _MREDYDS(ph)VEQD!
Q9Y606 426 T tRNA pseudouridine sPUS1 90.099 _VPSPLEGSEGDGDT!
Q9Y608 328 S Leucine-rich repeat fliLRRFIP2 224.53 _RGS(ph)GDTSSLIDPI
Q9Y613 523 S FH1/FH2 domain-con FHOD1 44.511 _EPLIPAS(ph)PK_
Q9Y618 149 S Nuclear receptor coreNCOR2 99.319 _LEPVS(ph)PPS(ph)PF
Q9Y618 152 S Nuclear receptor core NCOR2 99.319 _LEPVS(ph)PPS(ph)PF



Q9Y618
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Q9Y666
Q9Y6D5
Q9Y6D5
Q9Y6D5
Q9Y6G9
Q9Y6G9
Q9Y6G9
Q9Y6G9
Q9Y6I3
Q9Y6I3
Q9Y6I3
Q9YeM7
Q9Y6M7
Q9Y6Q9
Q9Y6RO
Q9Y6X9
Q9Y6X9

939
956
1487
1786
1869
1872
2016
2057
2065
2068
2214
2234
2269
2424
30
218
227
277
207
421
510
516
435
454
470
84
242
214
263
615
743
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Nuclear receptor coreNCOR2
Nuclear receptor coreNCOR2
Nuclear receptor coreNCOR2
Nuclear receptor coreNCOR2
Nuclear receptor coreNCOR2
Nuclear receptor core NCOR2
Nuclear receptor coreNCOR2
Nuclear receptor coreNCOR2
Nuclear receptor coreNCOR2
Nuclear receptor coreNCOR2
Nuclear receptor coreNCOR2
Nuclear receptor coreNCOR2
Nuclear receptor coreNCOR2
Nuclear receptor coreNCOR2
Solute carrier family 1SLC12A7
Brefeldin A-inhibited (ARFGEF2
Brefeldin A-inhibited (ARFGEF2
Brefeldin A-inhibited (ARFGEF2
Cytoplasmic dynein 1 DYNC1LI1
Cytoplasmic dynein 1 DYNC1LI1
Cytoplasmic dynein 1 DYNC1LI1
Cytoplasmic dynein 1 DYNC1LI1

Epsin-1 EPN1
Epsin-1 EPN1
Epsin-1 EPNA1

Sodium bicarbonate ¢ SLC4A7
Sodium bicarbonate cSLC4A7
Nuclear receptor coactNCOA3
Numb-like protein NUMBL
MORC family CW-typ MORC2
MORC family CW-typMORC2

80.382
135.08
57.149
118.15
57.798
84.249
83.871
114.2

120.69
95.319
85.177
140.36
189.77
107.19
80.355
88.814
95.988
103.9

192.58
50.752
90.475
138.04
115.12
78.978
94.295
222.24
64.224
81.788
68.58

91.549
64.377
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_SVSSNVASVS(ph)PIf
_KPVTVS(ph)PTTPTSI
_KPVTVSPTTPTS(ph)l
_S(ph)PGAFDMSGVR.
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Mass error [ppm]
0.14468
0.14468
0.83035
0.94653
1.6217
1.6217
0.59595
-0.21481
1.4771
1.4771
-0.51466
0.18394
-0.87437
-0.75733
1.7997
0.0076582
-0.48531
0.19105
1.2952
1.2952
0.40829
-0.03703
-0.61524
1.1373
-2.1981
0.3859
-0.40877
-0.19713
1.6014
-0.045677
-0.24535
-1.1829
-1.1829
0.85985
0.26562
-1.9089
-1.1738
-1.7777
0.12473
-0.037415
1.1549
1.2169
1.2169
1.2169
-0.10716
-1.2314
-0.11647
-0.11647
1.1054
1.1054
0.69304
1.674

Intensity L
363470000
147070000
340820000
1143000000
738120000
1250600000
88269000
76163000
673780000
673780000
14643000
67428000
823380000
802430000
160590000
138020000
22752000
29084000
46886000
57703000
192570000
55063000
21269000
180430000
14251000
102410000
22914000
1822500000
151680000
2365700000
8530900000
195240000
195240000
13411000
64839000
8219400
33025000
15170000
330170000
48466000
1911800000
961190000
521500000
1122200000
1062800000
76149000
4155100000
5914500000
890830000
1957800000
41040000
55609000

Intensity H
267300000
90390000
298620000
946040000
571510000
1031200000
74300000
22055000
221600000
221600000
4432000
19345000
545810000
550500000
62308000
54058000
6312000
16438000
576650000
590270000
135400000
97776000
17478000
102060000
4252600
102820000
12603000
2183700000
163840000
1988500000
6168200000
64584000
64584000
7697000
75163000
8084600
26422000
33526000
170420000
30330000
2033200000
673740000
393390000
833210000
893940000
61764000
3882300000
4931200000
398730000
1068300000
23347000
12755000

Ratio L/H
1.201
1.401
0.956
0.786
1.019
0.978
0.888
6.398
2.066
2.066
1.87
4.372
2.077
1.365
2.025
2.188
2.88
1.441
0.263
0.475
1.205
0.69
1.144
1.904
2.644
0.814
2.24
0.724
0.774
0.988
0.98
1.769
1.769
2.913
1.152
1.568
1.186
0.309
1.695
1.4
0.824
0.87
0.717
0.971
0.785
1.472
0.907
1.004
0.922
1.33
1.495
2.65



-0.52769 24826000 10130000 3.824

-0.31799 540140000 334530000 1.279
0.9138 42772000 54668000 0.692
-0.52916 319280000 225190000 1.125
2.1971 128170000 86396000  1.333
-0.43495 117170000 90196000 0.89
0.89098 117170000 90196000 0.89
-0.54358 188020000 105340000 1.877
-0.12432 823570000 1200800000 0.416
-1.086 18985000 21385000 0.572
-0.12208 55002000 52461000 0.6
0.68152 31461000 57479000 0.305
0.2082 7210200 15405000 0.333
0.33217 1640700 5887400 0.328
0.8329 70109000 56505000 0.926
0.8329 70109000 56505000 0.926
0.32719 208990000 139930000 0.829
-0.18581 148010000 75578000 1.521
0.03695 41003000 166930000 0.353
-0.69309 118020000 38166000  3.99
-0.69309 118020000 38166000  3.99
1.3387 37577000 23620000  1.497
-0.71835 134110000 62139000 0.815
0.62853 15709000 7219000 0.948
1.3438 117130000 41989000 3.77
0.33784 83726000 81884000 0.806
-2.7097 7812300 3335700 1.888
-3.5748 32199000 33005000  0.804
3.4806 251910000 89321000  3.592
0.38478 40609000 7001800 4.166
0.58586 381660000 123260000 3.168
-0.057675 7062600 12828000 0.672
-0.53106 67291000 227960000 0.291
0.53867 374000000 190730000 1.621
-0.21958 1064400000 397470000 2.218
0.15996 28284000 3891300 6.062
0.29343 110800000 25065000 4.286
0.50766 63103000 62985000 1.095
-0.022353 56933000 30744000 1.894
0.42835 88239000 70148000 1.371
0.644 104260000 68465000 1.524
0.94397 371540000 125560000 2.67
0.94397 19661000 12218000 1.707
0.72652 7740900 34917000 0.167
3.006 34964000 17060000 2.012
2.4678 67146000 39314000 1.615
0.25367 16523000 21345000 0.653
0.25367 16523000 21345000 0.653
0.15331 115380000 66151000 1.82
-1.1012 16680000 10373000  1.346
-1.1012 16680000 10373000 1.346
-0.03488 111970000 28309000 3.762
-0.79685 39360000 10937000 2.729

-0.22115 242590000 53843000 3.245



-1.1943 8519400 2587700 4.857

1.5034 44739000 24891000  1.047
-0.8948 17611000 11768000 1.377
0.058527 68405000 51330000 1.19
0.5542 87399000 145060000 0.485
-0.07788 252220000 139850000 1.355
0.090689 35668000 13909000  1.547
1.2095 0 0

-0.5158 1.187E+10 1.0093E+10 0.918
-0.18535 98916000 57572000 1.368
1.0623 171660000 65603000 1.976
-0.40767 79786000 31909000 2.586
3.2333 4212800 524740 4.684
1.2367 40161000 37717000 0.976
0.80125 127450000 92179000 1.114
-2.3496 28152000 27592000 0.948
-2.3496 28152000 27592000 0.948
0.34447 19110000 12675000 1.765
-0.42592 8283400 5031900 1.493
-0.0014081 18173000 22423000 0.638
1.1299 115820000 63800000 1.715
0.66764 12587000 15903000 0.88
0.95466 16721000 15273000 1.036
0.91308 173200000 190560000 0.821
2.4791 256100000 122180000 1.786
-0.47372 25352000 23954000 1.127
0.096035 292580000 44466000 4.288
0.36538 64725000 19579000 2.033
-0.18655 20165000 11332000 0.887
-0.18655 20165000 11332000 0.887
0.36574 87060000 14736000 3.747
-0.57397 9996500 11277000  1.087
-0.5236 449970000 272860000 1.137
-0.5236 361770000 185140000 1.159
0.20531 31319000 16333000 1.887
0.20531 31319000 16333000 1.887
0.68503 71458000 16224000  3.869
1.0406 67425000 394560000 0.576
-0.86703 117650000 32552000 4.904
0.36173 276900000 126540000 3.083
0.29765 138480000 36759000 3.055
-1.1613 187040000 98375000 1.583
0.38778 1151400000 1106000000 0.921
1.7233 5635700 2798500 1.033
1.7233 5635700 2798500 1.033
-0.53608 12833000 7954900 1.961
-0.83455 179760000 181010000 0.745
-1.0054 36956000 37051000 1.112
0.022693 175580000 106360000 1.368
0.57012 154390000 20009000 6.84
0.005853 206870000 188670000 1.166
1.742 1031200000 320590000 1.917
-0.42373 12293000 12065000 0.664

-0.42373 12293000 12065000 0.664



0.40402
0.32272
0.32272
-1.8724
-0.45724
0.67553
-0.80026
-0.80026
-0.62341
3.4537
1.7175
-0.99988
-0.99988
2.0201
-0.30777
-0.30777
-0.30777
0.28138
0.28138
0.42259
-1.9148
-1.3558
-1.2442
0.64666
0.34259
0.021647
0.49712
1.855
-0.41221
0.51761
-0.44176
0.81571
-0.47052
1.0439
-0.24454
-0.24454
3.4504
-0.88949
-0.88949
0.71676
1.1527
2.1665
0.27
0.78749
-0.02747
1.1158
2.9889
2.9889
0.97489
-1.4827
-1.4827
0.17729
0.17729
-2.0062

234950000
228160000
914020000
10822000
138560000
385670000
349700000
535900000
1861500000
2105000000
96039000
50312000
50312000
10435000
191060000
191060000
246780000
23560000
13261000
38514000
124660000
104470000
64473000
434350000
1014900000
154380000
6584800
146530000
35517000
76154000
357550000
353670000
34604000
10872000
34869000
34869000
97638000
16623000
16623000
356730000
34060000
67360000
208600000
163730000
6753900
36386000
92332000
92332000
46458000
221540000
221540000
714830
286490000
27327000

130730000
186650000
665400000
7536900
111040000
290450000
266990000
423780000
1408800000
1497800000
100840000
40325000
40325000
2211000
127600000
127600000
221590000
21915000
11481000
36583000
117090000
101090000
52997000
323320000
557910000
39368000
10288000
200290000
11464000
9363900
55178000
106150000
4080200
23818000
15033000
15033000
73544000
14679000
14679000
201110000
21243000
68527000
198140000
54227000
7909800
16822000
87514000
87514000
52306000
249490000
249490000
810020
203490000
32921000

1.459
1.185
1.159
1.359
1.334
1.137
1.256
1.137
1.209
1.396
0.751
2.059
2.059
4.939
0.824
0.824
0.539
1.282
1.133
0.84

1.13

0.696
0.923
1.037
1.492
3.127
0.487
0.853
2.906
6.664
7.228
1.472
8.405
0.517
2.235
2.235
1.032
1.046
1.046
1.528
1.589
0.899
0.987
3.138
0.938
1.539
0.509
0.509
0.694
1.188
1.188
0.791
1.339
0.906



0.42846
-1.7317
0.10248
1.6902
-0.41899
-0.41899
-0.40254
-0.15515
0.53353
-0.15081
0.05855
0.05855
-0.16563
1.0294
-0.37646
0.10428
-0.93306
1.6131
-0.12792
0.93824
0.79116
0.48329
0.46306
-0.16601
0.63971
0.86014
0.67394
1.8955
0.21127
-0.72255
-0.16526
0.16696
-0.96184
-3.0049
0.24389
1.2303
0.43072
0.4463
-0.93879
-4.426
0.71978
0.35173
0.33295
-0.33417
0.26338
1.1423
0.39508
0.39508
0.61586
0.43628
-1.8837
1.5508
-0.87353
0.47191

38270000
246380000
57078000
184090000
3023800000
2477700000
1538900000
1498900000
38777000
1071400000
739860000
169900000
38006000
57327000
2110700000
159480000
33809000
32947000
156400000
374080000
0

8987200
129120000
121270000
49130000
8916100
21602000
52385000
24419000
17142000
75340000
611520000
29951000
36060000
45837000
30481000
72345000
210620000
122180000
0

61847000
33831000
45356000
26617000
156180000
0

26727000
26727000
141360000
176630000
572300000
49604000
52879000
723980000

27765000
292010000
30001000
26029000
1674400000
1244400000
892750000
698790000
25170000
907650000
678480000
209260000
43698000
75816000
1740900000
105690000
20699000
18208000
88603000
97299000
0

7600300
88236000
141370000
13673000
16905000
6774000
40131000
9771400
23901000
51426000
78237000
13911000
51819000
17539000
15148000
47780000
141730000
83397000
0
64087000
21092000
33058000
11346000
107990000
0
24409000
24409000
111840000
142990000
560070000
24146000
15681000
466980000

1.07
0.865
1.85
5.408
1.124
0.847
0.702
2.125
1.291
1.042
1.139
0.854
0.783
0.638
1.093
1.517
26
1.912
1.399
4.189

1.26

1.561
0.625
3.246
1.145
2.726
1.121
1.472
0.443
1.438
8.61

1.681
0.746
2.206
1.239
1.378
1.452
1.839

1.014
2.573
1.627
2.188
1.326

0.714
0.714
0.969
0.861
0.678
2.084
1.644
1.431



-0.36821
-0.674
-0.39787
0.027884
0.34119
0.34119
0.11445
-0.182
-0.182
2.7399
0.15086
-0.20017
0.38497
-0.01753
-0.47507
-0.72711
-0.32365
-0.67396
-0.60375
0.0085126
0.54961
-1.7117
-0.16388
0.32793
1.3004
0.036084
-1.7684
-0.24783
0.35036
-1.2109
-1.2109
-0.40571
1.2068
1.2068
-0.98744
-2.8548
-0.16677
-0.50937
1.2366
-0.60548
-0.44623
-0.17498
0.34566
-0.15496
-0.61869
0.34853
0.34853
0.23072
0.23072
-0.47377
0.79774
-0.28461
1.5366
0.29108

148990000
152500000
454450000
19472000
27952000
27952000
591540000
4532100000
5221000000
12372000
248800000
41670000
25781000
209680000
25686000
22858000
22858000
43393000
65849000
2447700000
16819000
442460000
470220000
1384700000
832940000
51730000
249730000
0
38949000
78947000
195900000
1.2376E+10
70193000
70193000
39292000
50014000
184790000
32175000
16573000
1.188E+10
15892000
10455000
41881000
114830000
96248000
36403000
36403000
18646000
18646000
51600000
133500000
133500000
30673000
94808000

117900000
132240000
381850000
341810000
12376000
12376000
448450000
3502600000
4108600000
9642000
253150000
22830000
9467200
89850000
7969700
14044000
14044000
50646000
94798000
1821700000
4258600
251640000
368320000
930670000
802110000
15053000
88535000
0
12995000
55535000
124350000
8317000000
15821000
15821000
35372000
27760000
80704000
9978700
6456200
1.0912E+10
9158000
6335100
26609000
73371000
35223000
45991000
45991000
17623000
17623000
66955000
124080000
124080000
12094000
46271000

0.871
0.65

0.684
0.051
2.495
2.495
1.016
0.716
0.785
0.985
0.947
1.721
3.611
2.298
3.718
1.294
1.294
0.765
0.613
1.039
4.624
1.493
0.899
1.632
0.953
2.516
2.062

2.76

1.597
1.182
1.163
3.108
3.108
0.889
1.193
2.531
3.235
2.57

0.87

1.794
1.194
1.238
1.547
0.974
0.73

0.73

0.831
0.831
0.643
0.696
0.696
2.076
3.597



-0.77627
0.1497
0.77562
0.27034
0.7591
0.7591
0.49472
1.3357
0.2721
-0.20798
-0.54373
0.52334
-0.41504
-0.20552
-0.13882
0.039453
0.039453
0.71115
3.3699
3.3699
-0.20205
-0.80451
-0.35687
-0.30972
-2.5749
-0.1077
0.56662
-0.095467
-0.13325
-2.7483
2.1051
-1.0794
-1.4128
0.3616
0.4311
-0.76307
0.238
0.16471
0.42685
-1.1582
0.068386
0.068386
-1.2386
0.82276
0.82276
0.82276
0.37873
0.58884
0.58884
1.4217
-0.41775
-0.3276
-0.3276
0.70969

24904000
40822000
893530000
29959000
76786000
119500000
193110000
1180200000
33182000
122110000
1006900000
376210000
887850000
103770000
0
13437000
13437000
31071000
145320000
124650000
400840000
155700000
92757000
23530000
45228000
852730000
59838000
128140000
718670000
44671000
2721500
316580000
0
103300000
1097300000
9019100
320660000
320660000
48562000
83216000
0

0
27374000
58245000
58245000
58245000
130290000
98955000
163050000
42451000
7893000
668020000
668020000
383890000

49765000
36731000
790550000
21585000
49008000
76126000
418280000
708230000
58211000
43138000
737830000
381930000
730220000
103650000
0

8245400
8245400
14518000
423680000
177690000
153240000
137330000
44262000
16479000
36444000
606550000
34218000
71209000
619740000
20479000
5583600
119370000
0
84089000
567930000
5639100
165100000
165100000
29457000
31547000
0

0
28543000
7305200
7305200
7305200
81393000
54008000
106700000
4117500
8655700
298450000
298450000
155050000

0.55

1.031
1.049
0.982
1.798
1.579
0.63

1.423
0.416
3.283
1.269
0.722
1.222
0.805

1.017
1.017
2.098
0.057
0.551
2.434
0.776
1.612
1.33

1.171
0.989
1.784
1.473
0.77

1.824
0.239
2.245

0.956
1.661
1.535
1.574
1.551
1.609
2.216

0.819
4.621
4.352
4.621
1.64

1.953
1.889
10.84
0.781
1.465
1.402
2.324



-0.20316 174790000 45654000 3.137

-0.63787 71788000 31864000 1.942
1.1584 455780000 251990000 1.871
0.18871 128210000 77199000 1.689
0.25062 410010000 239940000 1.569
1.3283 22976000 28481000 0.474
0.1526 31557000 27014000 0.917
0.64693 65079000 60329000 0.954
0.34769 286770000 298370000 0.788
-1.8475 241500000 339380000 0.779
0.76035 1132800000 331680000 2.906
0.10604 20648000 10667000  2.421
-0.49529 139710000 67733000 1.739
0.3109 70339000 10910000 7.785
0.77469 73856000 125840000 0.453
0.24466 13307000 5211400 1.781
0.81619 537200000 302050000 1.309
0.50717 52036000 15629000 1.919
0.70656 52090000 61360000 0.949
0.3199 1.6528E+10 5484900000 1.753
0.20512 5981900000 1392900000 2.598
-0.10434 138110000 173160000 0.832
-0.25801 131440000 131070000 0.703
-0.055427 17702000 23936000 0.593
-0.42226 353010000 262590000 1.127
0.73293 13793000 11975000 0.615
0.077783 100450000 38430000 1.876
0.53069 322210000 548300 4.322
-0.25441 64321000 84268000 0.825
0.7063 792710000 789080000 0.851
-0.27074 63233000 20959000 2.576
-0.28944 1344900 2138600 0.514
1.1147 161750000 66312000 1.83
0.32354 1.2724E+10 1.0653E+10 1.031
0.32354 2.433E+10 1.7038E+10 1.398
0.7613 0 0

-3.686 18985000 5405800 2.927
1.9854 6668100 2154300 3.596
-0.46294 3187900000 3135200000 0.83
0.33466 116810000 96212000 1.09
-0.16088 58533000 54346000 0.86
0.54748 1304600000 1291300000 1.133
0.2122 528200000 524110000 0.741
0.064725 141450000 137780000 0.727
0.673 291000000 307130000 0.71
-0.83826 1479900000 1687300000 0.708
-0.018016 247870000 472510000 0.746
-0.75729 49889000 58494000 0.959
-0.38142 468800000 568060000 0.677
-0.91155 615480000 868390000 0.54
-1.0889 31632000 43895000 0.531
-1.4691 233970000 390950000 0.528
-1.6539 338050000 543930000 0.576

0.45978 99810000 25146000 2.777



-2.1599
-1.9615
0.39392
-0.56093
-1.4214
1.2173
3.2342
0.12016
-0.72806
-0.64189
0.01705
-0.19165
-1.0747
0.020157
0.020157
-1.7537
0.10077
-0.97668
-0.20572
0.0044716
-1.5779
0.07755
0.26347
0.83617
-0.11195
0.057479
0.33424
-0.22301
-0.13392
-2.61
0.068534
-0.57315
-0.7507
-1.7363
1.1676
1.5492
1.2486
0.17127
0.34726
0.6799
0.47054
0.23465
3.6876
0.43497
0.43497
-0.49305
0.72226
0.72226
0.26834
-0.57429
-0.30499
-0.00022435
-0.67708
-0.95595

20547000
6122300000
5961600000
1.7807E+10
2.3534E+10
715090000
297360000
305140000
778790000
29631000
2.0753E+10
73201000
90985000
5600600000
2.5499E+10
55236000
271620000
9245300
40275000
11104000
893570000
1293800000
6619100000
57364000
633600000
100520000
351400000
35784000
1180400000
3809300000
524960000
37870000
211470000
10980000
46322000
779890000
27327000

0

86422000
1584000000
672660000
4.069E+10
176690000
0

0

50272000
234180000
328570000
13466000
171550000
219900000
3.4795E+10
117770000
68555000

17013000
2271500000
2786100000
1.0087E+10
1.241E+10
395610000
163840000
98499000
575600000
22970000
1.6679E+10
75514000
91186000
5286900000
2.6047E+10
77918000
176560000
9041900
10562000
12173000
713920000
1170300000
4704800000
23044000
231150000
42730000
201130000
5282500
111290000
377630000
140650000
18934000
145650000
1363700
16575000
219550000
6794700

0
116130000
1208600000
486490000
3.7422E+10
52645000

0

0

38609000
86016000
133480000
1494800
242630000
17616000
3120800000
125580000
61016000

1.54

1.735
1.512
1.668
1.49

1.461
1.797
3.29

1.102
1.16

1.097
0.854
0.91

0.693
0.727
0.556
1.771
0.899
1.464
0.653
1.023
1.081
1.01

2.146
2.444
1.305
1.745
5.075
8.026
5.542
2.487
1.56

1.228
5.316
2.014
3.395
1.721

0.6
1.04
1.269
0.776
2.168

1.157
1.829
1.829
7.125
0.541
7.067
8.269
0.904
1.103



-0.95595
0.71906
0.71906
0.76265
0.3444
0.043841
-0.10045
0.36586
-0.59796
1.0075
1.0075
-2.9127
-2.9127
-1.4667
0.37244
0.19157
0.19157
0.19157
0.30218
0.049303
-0.55522
-0.97739
-1.5311
-1.4018
-0.44288
0.10966
-0.092477
-0.12654
-0.031425
0.55982
0.60823
-1.6286
-1.6286
-0.83406
-2.2051
-4.3844
1.5897
-0.27454
0.76246
-0.31223
2.8703
1.8846
-0.17686
-0.71997
-0.3873
-3.1533
0.50066
0.088143
0.30086
-0.81026
-0.1211
-0.45831
0.47597
-0.33129

68555000
126790000
126790000
366450000
113080000
488390000
8416000000
839000000
1123500000
473020000
473020000
461380000
71055000
1165300000
3012000000
101090000
101090000
101090000
0

19606000
2550500000
0

0
101650000
126570000
27070000
177670000
9742700000
5382000
9251700
76547000
545220000
485980000
7426900
106010000
68183000
130780000
242300000
24075000
2396400000
58290000
18363000
139770000
25097000
1.4235E+10
6124400
1197400000
1.4117E+10
147160000
545550000
1827500000
137580000
121840000
747260000

61016000
127970000
127970000
286930000
97856000
45847000
1393300000
101110000
281110000
59186000
59186000
57542000
5871900
196930000
531680000
21179000
21179000
21179000

0

12410000
1666000000
0

0

33940000
174870000
23531000
111040000
8546300000
4277600
18835000
40337000
469250000
396380000
5164400
134110000
52662000
79257000
53635000
11802000
1755300000
62551000
16992000
43610000
22185000
6213300000
5032800
1118100000
1400400000
70109000
73455000
1929200000
176580000
75017000
218280000

1.103
0.968
0.968
1.149
1.264
7.154
3.524
7.913
3.355
4.997
4.997
5.216
4.813
5.356
5.266
4.072
4.072
4.072

1.548
1.329

1.345
0.422
0.947
2.153
0.923
1.279
0.293
3.645
0.537
0.58
0.987
0.708
1.498
1.525
5.585
2.399
1.079
0.596
0.871
2.525
0.757
2.275
1.155
0.787
8.46
1.655
5.453
0.769
0.5
1.28
3.544



2.0021 983760000 828380000 1.336

-2.2343 0 0

0.35509 17892000 19994000 0.974
0.14405 150610000 46092000 2.46
-0.33029 232980000 128810000 1.636
-0.0098595 268740000 44203000 5.609
0.21995 2728300000 3112300000 1.014
0.21995 7773600000 7693800000 1.072
0.21995 7378500000 7389000000 0.976
-0.49792 162520000 107580000 1.48
1.4215 602550000 350580000 1.545
0.052237 11228000 19392000 0.581
0.32862 692770000 277230000 1.857
0.067475 77495000 27319000 2.67
0.29471 1210000000 761010000 1.962
1.4388 1073000000 714560000 1.299
-0.086634 84367000 14855000 4.905
-1.7295 21845000 15381000 1.037
-0.31488 65416000 129450000 0.495
-1.2986 9522500 7968500 2.022
0.72462 1712600000 1692300000 0.598
-3.8735 33310000 55873000 0.7
0.20966 85801000 76517000 1.094
3.0456 69411000 45786000 1.153
0.46523 1685800000 1592600000 0.822
-0.25226 2250100000 1817200000 0.972
-1.0275 2653500000 2258800000 0.956
-1.134 58486000 59690000 0.808
-0.92895 121090000 118610000 0.855
-0.63087 62605000 58922000 1.017
0.12215 518570000 434130000 0.797
0.12215 173120000 117170000 1.066
0.31005 684440000 606820000 0.74
-0.016545 1193700000 898480000 0.946
-0.016545 903720000 630560000 1.01
-0.016545 1531900000 1199200000 0.891
-0.28238 622010000 416350000 0.963
-0.28238 622010000 416350000 0.963
0.40811 4123400000 3028700000 1.248
0.37017 170170000 246660000 0.704
-0.28375 1802700000 1801100000 0.721
0.50785 0 0

-0.47631 163660000 56040000 1.211
-0.47631 112330000 18791000 7.678
1.441 237470000 149830000 2.224
0.45029 171620000 50490000 3.615
2.4236 138210000 37653000 4.918
0.19996 394780000 23724000 13.882
0.81623 1445300000 545220000 7.021
0.55879 2067000000 981200000 1.95
0.13014 2.5226E+10 2527700000 8.157
-0.17405 2489800000 2216800000 0.989
-0.17405 2963900000 2606400000 1.27

0.067903 178570000 219290000 0.881



-0.59612 19449000 21514000 0.391

-1.8302 77096000 33329000 2.027
-2.6863 1592800000 1134300000 1.342
0.33287 2553800000 2100400000 1.035
-0.20591 40692000 59284000 0.755
-1.2992 112330000 109040000 0.851
-1.7569 2794200000 799570000 2.64
-1.7569 765650000 249300000 4.2
-1.3255 319040000 124620000 0.755
-1.1548 1572700000 1062500000 1.601
-0.33568 59864000 92040000  0.561
0.49564 35417000 56628000  0.557
1.8578 17876000 9442000 1.655
0.15789 100970000 174960000 0.354
0.75011 2459300000 1519200000 0.931
0.15867 495780000 439940000 0.981
-0.71474 32208000 38452000 0.733
-1.1987 67626000 56942000 1.102
-0.12537 491550000 331790000 1.188
0.2497 0 0

0.47696 31672000 25956000 0.997
-0.29033 179500000 49989000  3.042
-2.649 583600000 394930000 1.091
0.73193 3769900000 3173800000 0.898
-1.8563 75650000 78982000 1.272
-0.53216 46345000 37369000 0.763
0.51959 811370000 925040000 0.659
-0.57273 44208000 54295000 0.72
-0.57273 44208000 54295000 0.72
-1.7918 553200000 811010000 0.764
-1.0728 28537000 33992000 0.669
-0.32383 125890000 60058000  1.245
-0.16642 46393000 67763000 0.554
-1.3424 111450000 125700000 1.07
-0.5633 328810000 215850000 1.55
0.25399 839890000 655330000 0.887
1.3901 13424000 7153800 1.358
1.6931 1978900000 1078400000 1.736
-0.47502 172810000 383700000 0.46
-0.36926 12713000 18793000 0.552
-2.2594 80786000 146320000 0.577
-2.2594 80786000 146320000 0.577
0.25696 24988000 21097000 1.073
0.42476 430430000 182370000 2.805
0.57892 17700000 34556000 0.512
0.41397 111740000 88628000 0.984
-0.049686 39767000 21051000 1.644
-1.0971 322820000 187140000 1.458
-0.4432 2214100000 1866600000 1.024
-1.0481 11833000 4994200 1.913
-0.007273 16081000 14266000 1.702
1.1267 26828000 22826000 1.175
-0.31967 417310000 273510000 1.202

0.65786 0 0



-0.3672 63327000 13608000 3.74

-0.072736 53427000 27724000 1.954
-0.71284 344920000 155180000 2.028
-0.97146 292740000 120600000 3.061
0.14954 195730000 90131000 2.341
-0.37555 102210000 25967000  3.048
0.97888 102210000 25967000  3.048
-0.11763 722290000 209350000 2.18
0.18547 13295000 7821000 1.347
-0.72094 342180000 260160000 1.011
-0.22063 1604800000 1446400000 0.886
0.98636 309700000 40807000 8.685
0.31108 664300000 394230000 1.434
-0.0093123 5873900000 3494900000 1.158
0.58132 6816900 3848500 1.3
-0.3437 127980000 91015000 1.418
-0.40037 1073900000 530750000 1.706
-1.6873 150540000 123560000 1.391
-1.6873 76810000 64487000  1.491
0.67704 678690000 619250000 1.111
0.7794 169440000 13013000 6.083
21791 32560000 7412200 6.398
0.01688 97692000 7351800 8.381
1.1148 26624000 36577000 0.879
-0.27694 9598700000 5841100000 1
-0.22953 1611200000 1114500000 1.223
-0.44455 5257200000 3544400000 0.905
0.58875 6.0511E+10 3.9953E+10 1.005
2.1647 17516000 2410900 4.336
2.2439 301690000 162400000 1.359
2.2439 706210000 698500000 0.74
0.27688 111230000 152760000 0.704
0.27688 92906000 131200000 0.705
0.27688 134950000 175210000 0.704
0.24259 10137000 13652000 0.584
0.91512 18749000 5888900 2.822
0.041176 37074000 38415000 0.773
-0.17033 70563000 49585000 1.232
-0.017868 116960000 51126000 2.751
0.21165 116540000 52531000  1.947
-1.0462 45735000 37630000 1.249
0.45619 7025200 5370500 2.264
0.45619 11612000 10974000 0.964
0.39199 18186000 9803000 2121
-0.14977 53797000 31900000 1.894
-0.65801 167120000 69744000 2.054
0.73731 24521000 6359600 3.376
-0.36141 95715000 57135000  1.406
0.79977 16872000 8008100 2.024
0.7126 0 0

-0.8361 109490000 163970000 0.886
0.13443 148300000 94242000 1.234
0.13443 152360000 101390000 0.96

0.84443 9254500000 3001600000 2.554



-0.67142 3286900000 1869300000 1.611

-0.67142 2.7137E+10 1.7263E+10 1.296
0.20568 3374300000 7469200000 0.333
0.66553 130250000 129750000 0.854
-0.51201 972700000 263280000 2.888
1.2512 401580000 468180000 0.572
-1.0314 29371000 26630000 1.065
-0.82654 37253000 68982000 1.264
-2.7183 43587000 4040800 9.337
1.0011 16348000 28537000 0.478
0.35455 221370000 145780000 1.12
0.15213 93698000 62966000 1.273
3.3527 9358900 3823100 1.745
-0.20208 31734000 17017000  2.495
0.10183 8175800 10312000  0.339
0.044104 27137000 5412000 3.859
1.9603 5654000 3587600 0.969
2.252 1374200 985760 1.841
-1.0192 53672000 47778000 0.934
0.31379 5379700000 4276400000 1.055
1.5595 40156000 37710000 1.036
0.095805 498760000 223400000 1.647
1.8343 56084000 69297000 0.888
0.70475 267990000 329860000 0.78
-0.70264 185290000 5719500 34.786
0.029863 3239100000 3014500000 0.841
-0.86182 438660000 202480000 1.794
2.4633 6377500 8772000 0.657
-0.38981 14510000 18588000 0.913
-2.456 34437000 26753000 0.827
-0.13378 202790000 27715000  7.349
0.27683 19189000 10363000 2.027
0.084727 73351000 56855000 1.073
0.04189 81064000 313610000 0.388
-1.4508 189920000 120380000 1.327
0.40536 4452800000 4712000000 0.831
1.0666 141870000 140660000 1.158
1.838 134810000 141420000 1.028
1.2681 32004000 29171000 1.019
-0.3399 34647000 32208000 1.208
0.12803 289600000 208170000 1.538
0.12803 207630000 161770000 1.03
0.066427 120230000 71834000 1.445
1.1954 64549000 49635000 1.345
0.64517 29141000 17194000 1.749
0.26095 307580000 119770000 1.847
0.11614 2843300000 1249500000 2.099
0.18237 256050000 88627000 2.113
0.18237 201860000 77530000 1.227
0.18237 620840000 853340000 0.339
0.18237 620840000 853340000 0.339
2.2167 32307000 13401000 1.377
2.2167 7086800 2143200 0.743

-0.010975 606880000 110770000 4.212



-0.52094
0.55891
0.66101
-1.3736
-0.023984
0.58498
0.10016
0.035244
0.63118
-0.24916
-0.24629
-1.5713
0.99868
0.54377
0.20726
-0.45996
-0.45996
0.65934
0.29732
-0.83026
1.2276
1.2276
0.43487
0.43487
0.059858
0.19682
-0.40894
0.033959
0.61024
-0.92441
0.1191
0.9709
-3.6287
0.64779
-0.07363
0.00096328
-0.75669
0.01973
0.2059
0.16978
1.2347
0.31445
-0.3639
0.10059
0.10059
0.10059
0.10059
0.12217
0.44252
0.65844
0.24474
0.11197
-3.4131
0.21587

181340000
16716000
8101100
21120000
1018400000
6009000000
108230000
204790000
21311000
1031000000
352470000
83441000
12647000
273890000
11658000
386180000
34400000
275740000
35773000
1407300000
212480000
212480000
4050100000
4064500000
6196600000
1839100000
187610000
16290000
92658000
180570000
105190000
11286000
35555000
133930000
3843800
171530000
174870000
42129000
66316000
91450000
108620000
460310000
8002800
349960000
349960000
349960000
533520000
93118000
468070000
44337000
223870000
892970000
340210000
30960000

278750000
9129300
8137200
11115000
931670000
3822200000
124050000
239410000
32095000
1067700000
139660000
25889000

0

32466000

0

94590000
6027400
298110000
36486000
1111900000
66559000
66559000
1317900000
1309700000
3364600000
869210000
25734000
16414000
93175000
30595000
85156000
6927200
25542000
957810000
6987800
37275000
191700000
28870000
39591000
42646000
43961000
632480000
13948000
171180000
171180000
171180000
222090000
16601000
56540000
59086000
103660000
145830000
68964000
12530000

0.598
3.182
0.964
0.966
0.719
1.382
0.663
0.668
0.673
0.98

1.99

3.569

4.203

4.52
7.331
0.598
0.825
0.947
2.207
2.326
2.047
2.719
1.559
1.13
4.568
0.912
0.784
5.11
1.028
0.843
1.29
0.991
0.771
2.86
0.671
1.963
0.797
1.4
1.561
0.573
0.436
1.787
1.787
1.787
2.989
3.876
9.985
0.829
2.301
3.881
3.661
1.278



-0.19808
-0.78779
1.2666
0.77786
-0.73454
1.8064
-0.69805
2.1566
0.077318
1.7658
1.7658
1.0492
0.78057
-0.4597
-0.31048
-0.17241
0.65088
0.74958
-0.54721
-0.54721
-1.1538
0.048025
-0.26136
0.39862
0.39862
0.25898
-1.4966
-0.17547
-0.17547
-0.17547
2.2153
-0.34291
0.16112
0.17891
-0.74121
1.1967
0.43884
-0.016464
-0.21155
1.3757
-0.89077
-0.28262
-0.92025
1.9489
0.17339
0.89719
3.1481
2.7052
1.4081
0.0024935
-0.21968
0.40196
1.0437
0.90741

18939000
58998000
40612000
45036000
34064000
117860000
59124000
50979000
2260800000
405500000
91145000
2028600000
1626500000
28486000
904160000
33702000
1432300000
102750000
60441000
182460000
1496800000
40176000

0
122440000
122440000
55190000
80683000
114550000
114550000
114550000
245810000
274530000
274530000
421670000
8910300
717920000
151960000
35398000
686370000
432260000
1087300000
1085200000
9253200
55267000
442760000
14361000
46962000
15399000
84084000
472900000
17622000
718820000
695410000
134110000

4271300
14347000
4018900

0

6993400
60949000
20245000
3010600
217860000
395700000
141050000
240970000
335420000
5184700
398560000
5473600
196010000
10099000
12122000
64401000
808100000
8449900

0
48671000
48671000
19693000
38205000
14817000
14817000
14817000
90192000
208680000
208680000
120320000
10869000
458300000
110770000
19345000
332810000
197290000
1002300000
1004900000
8097800
57726000
192300000
24235000
56984000
20494000
95807000
381250000
5647200
587660000
511750000
52922000

3.264
1.877
5.965

4.069
1.628
5.286
13.97
8.047
1.06

0.651
9.56

5.621
5.632
1.478
6.91

3.693
9.284
4.158
0.649
0.832
4.714

1.376
1.376
2.608
1.468
6.327
6.327
6.327
2.91
1.059
1.059
4.295
0.714
1.523
1.339
1.4
3.017
1.76
1.121
1.152
11
0.814
1.257
1.044
0.833
0.618
1.31
1.32
2.617
0.746
0.8
1.433



-0.54085 248680000 230690000 1.352

0.54786 282140000 333950000 0.858
0.16121 669460000 640110000 1.277
0.16121 772690000 721930000 1.464
0.96985 119580000 125440000 1.269
-0.8542 644610000 676620000 0.901
-1.9862 8195500 23533000 0.445
-0.16791 54573000 42430000 1.393
0.95059 1322600000 1119200000 1.127
1.2816 100910000 67294000 1.329
0.85977 88693000 85531000  0.851
0.85977 160990000 122500000 1.049
-1.6331 841870000 801740000 1.108
0.43424 298080000 337870000 0.837
-0.1499 92051000 73293000 0.959
-1.0312 75708000 69236000 1.14
0.27729 167660000 112180000 1.643
-1.1039 0 0

-1.0862 74701000 32022000 3.298
0.8809 28320000 8706200 1.272
0.21425 138820000 54647000 1.943
0.21425 138820000 54647000 1.943
1.1011 91212000 85557000 1.024
0.31561 76782000 73468000 0.886
0.077686 38107000 79505000 0.549
0.28351 21352000 36736000 0.456
0.69601 242640000 395170000 0.604
3.0266 3264800 6113200 0.366
-0.43207 362100000 205950000 1.727
-0.43207 362100000 205950000 1.727
0.46429 53058000 19734000 2.249
0.31291 38183000 19693000  1.451
-0.50638 29745000 20194000 1.322
0.13089 216620000 146230000 1.301
-0.99989 63083000 37437000 2.678
-0.8562 73093000 22239000 2.043
1.1565 178890000 122280000 1.499
1.6857 131780000 213550000 0.646
0.20939 6416700 23678000 0.449
-0.34566 2013200000 1604000000 0.857
-0.34566 1738600000 1921600000 0.313
-0.044088 18331000 23217000  0.491
-0.058284 196650000 203680000 0.552
-0.563371 794410000 367940000 1.956
-0.28947 527970000 221680000 1.807
1.1567 3230300000 1326400000 1.894
-0.1654 259140000 179640000 1.451
0.563222 599710000 270060000 1.753
0.47516 17486000 11997000 2.003
-1.3568 27815000 29193000 0.797
0.10462 196880000 124710000 1.19
0.84636 93984000 77360000 0.828
1.3076 101800000 57037000 1.424

0.32516 63328000 24578000 2.229



-0.27147 20067000 27611000 1.061

-0.33761 57119000 36201000  1.422
-0.083559 1700800000 1076200000 1.647
-2.2927 35402000 48474000 0.57
1.1255 208270000 191050000 1.002
4.3458 16092000 3499500 1.612
-0.33526 194830000 105450000 1.507
1.4364 67267000 33647000 1.899
0.50745 55640000 55530000 0.906
2.1236 79148000 66115000 1.349
1.6901 10412000 7076800 1.889
-0.97213 213650000 97498000 2.209
1.1357 0 0

-0.3075 157950000 116330000 1.035
2.8723 236610000 34699000 19.8
-1.0475 168340000 128830000 0.92
-1.0475 133200000 100760000 1.217
-0.69328 401540000 229190000 1.39
-0.0083411 412880000 276480000 1.033
0.92748 65512000 38818000 1.571
0.92748 286160000 242950000 1.033
0.92748 394870000 181150000 1.058
0.0408 264410000 136340000 1.15
0.98341 118870000 28024000 2.316
0.98341 118870000 28024000 2.316
0.0010217 139450000 184710000 0.723
0.0010217 139450000 184710000 0.723
0.0010217 139450000 184710000 0.723
-0.034873 294010000 138290000 1.433
-1.167 22868000 11753000 2.201
-0.34522 35527000 9225500 2.016
-0.19224 37167000 21836000 2.322
-0.79688 85839000 33946000 1.672
-0.23169 681560000 413740000 1.193
-0.1024 822730000 492880000 1.299
-0.28071 30091000 9314500 2.197
-1.9882 271260000 221470000 1.388
-0.13105 72462000 77917000 0.606
-0.394 1178800000 851560000 1.207
0.72201 161550000 54324000 2.718
-0.13586 9433500 6544600 1.55
0.11253 201390000 157550000 0.912
0.66584 12440000 10050000 1.921
1.013 90603000 32531000 2.088
-0.3417 345160000 243520000 1.203
0.4753 923830000 616570000 0.97
1.2143 1002500000 671740000 0.921
1.5 29152000 18754000 1.724
1.5 29152000 18754000 1.724
1.5 29152000 18754000 1.724
1.0748 3107500000 3947600000 0.747
1.0748 3201500000 4085700000 0.732
0.89028 2417600000 2531100000 0.73

-1.4705 91217000 70436000 1.411



0.72274 86380000 13360000  4.042

0.096744 1170000000 931390000 1.065
0.92058 30241000 13465000 2.313
-1.8129 47869000 15123000 2.403
-1.3729 374470000 331800000 0.902
-0.56635 25648000 5249200 2.593
1.2977 10335000 3538300 2.925
0.097523 49740000 28037000 1.269
-0.25442 306070000 180210000 1.289
-0.73756 112170000 61717000 1.328
-0.19055 475900000 156900000 2.52
0.2772 194970000 117960000 1.455
-2.2066 101100000 46497000 1.212
0.87658 80380000 48913000 1.684
-0.54133 910690000 446310000 1.566
-0.24103 614890000 316430000 1.374
-0.72725 45605000 77906000 0.636
-0.12894 861630 1679300 0.49
-0.60533 376590000 363440000 0.649
-0.99761 28649000 13010000  3.893
-0.37133 17827000 4614900 3.614
0.79247 9599700 6933400 1.046
-1.1676 675580000 580950000 0.859
-1.0833 53107000 43129000 1.205
0.016475 17216000 11058000 1.379
-0.80777 99868000 53623000 1.629
0.40728 842120000 660950000 1.085
1.0492 1326300000 838290000 1.399
1.0492 1447400000 901270000 1.332
-0.020004 1681500000 1303600000 1.222
-0.020004 2619400000 1989600000 1.151
0.41931 230350000 227720000 1.274
0.41931 192990000 206600000 0.58
1.6296 1774600000 1447500000 0.983
1.3755 0 0

-0.29984 51424000 19505000 5.83
0.79722 63120000 41753000 0.84
0.79722 63120000 41753000 0.84
1.6077 77270000 55122000 1.138
0.33732 35333000 18223000 2.114
-0.0061608 2552300 604310 4.469
1.6476 64004000 66371000 0.747
0.59448 100610000 74911000 1.515
0.59448 100610000 74911000 1.515
-1.3905 594630000 272640000 1.557
-0.47164 24011000 21490000 1.556
1.8033 5834600 8178300 0.593
0.059744 73180000 71161000 0.873
0.058969 0 0

-0.68045 45195000 27216000 1.22
0.13222 111390000 103660000 0.918
-0.25189 1013000000 446100000 1.808
-0.21711 12510000 5676600 1.622

-2.0292 71281000 31749000 2.197



0.70536
2.4351
-1.5509
-0.062053
0.31112
-0.22049
1.3829
1.1046
-1.0878
0.20147
-0.27203
0.11056
-0.11646
-0.11646
-0.16937
-0.37325
-0.76479
0.46086
0.057018
-0.87013
0.61403
0.31132
-0.7963
-0.049355
-0.049355
-0.27495
1.6931
-0.44793
-0.59222
0.34244
-0.86673
-0.18546
-0.18546
2.3367
3.2392
-0.48092
0.28561
0.63177
-0.86934
1.9716
-0.30511
0.51047
-1.6411
-0.046259
0.10957
-0.71846
0.80994
-2.2
-0.057672
0.17484
-2.6468
0.50314
0.77611
-1.1576

9574900

0
2217700000
102690000
678860000
46963000
778120000
11837000
63449000
286960000
18812000
794060000
1.2775E+10
1.9402E+10
1.7265E+10
79119000
2.5463E+10
7561200
4552700000
215130000
80834000

0
144990000
187420000
293770000
29813000
60310000
317370000
415800000
537290000
13202000
26148000
11669000
24899000
12539000
73754000
21406000
34155000
54065000
33266000
153850000
1283600000
251950000
166880000
26676000
161840000
1496800000
113530000
288920000
21005000
1284700000
1352900000
1363900000
114510000

3403900

0
2177900000
81427000
528400000
42520000
518240000
25437000
66718000
188790000
13476000
839630000
1.0154E+10
1.785E+10
1.5471E+10
65187000
2.1449E+10
13760000
2711900000
134040000
31241000
0
101300000
125610000
182300000
11116000
20510000
107750000
201330000
334630000
14927000
20988000
9899100
4283500
2448500
39238000
10295000
30562000
51517000
26052000
149080000
893820000
49066000
151990000
22754000
300310000
1060300000
254780000
233300000
9706700
779470000
787740000
759140000
82070000

1.451

0.874
1.388
0.959
0.757
1.205
0.594
0.613
1.012
1.057
0.797
0.739
0.681
1.067
0.877
0.824
0.743
1.428
1.45

1.503

1.404
1.463
1.366
2.033
3.011
2.714
3.85

1.584
0.874
0.865
0.865
4.492
1.752
1.935
1.697
0.83

0.891
1.201
0.921
0.766
0.438
0.893
1.15

0.579
1.469
0.419
1.007
1.741
1.361
1.287
1.266
1.561



-1.1576 331260000 269220000 1.043

2.3029 21961000 13915000 1.684
-0.5535 203970000 247270000 0.943
-0.5535 124770000 109380000 0.908
0.81208 284460000 307200000 0.687
-4.2018 43141000 23830000 1.024
-0.46305 1.0569E+11 1.0261E+11 0.892
0.80359 3982900000 2844400000 0.909
1.9929 42951000 20450000  1.543
0.070367 5005000000 790780000 10.409
-0.083094 2997500000 481460000 14.285
0.30672 2472600000 642520000 3.293
0.19304 996580000 804280000 1.467
0.31157 19059000 16573000 0.649
0.56456 339010000 154100000 2.314
0.59138 126430000 143390000 0.595
0.042904 2234400000 1769800000 0.987
0.042904 2061900000 1636400000 1.357
0.042904 292390000 260710000 1.054
0.29217 49789000 8372300 2.286
-0.11421 333620000 116630000 3.337
-2.0068 9776900 9464800 1.364
-2.0068 9776900 9464800 1.364
1.7322 514180000 62042000 3.121
-2.6218 17134000 12554000 0.781
-0.78632 40055000 52574000 0.713
0.036028 206150000 137330000 1.425
-0.31495 8826500 6073600 1.556
-0.42084 1116200000 863070000 1.071
-0.42192 245710000 199130000 1.074
-0.42192 245710000 199130000 1.051
-0.16408 620820000 744820000 0.801
-0.16408 620820000 744820000 0.801
0.67157 446130000 327100000 1.344
0.62958 0 0

-0.74543 346020000 84864000  3.403
0.76901 27521000 9772300 3.61
0.22569 1184000000 719260000 0.252
0.22569 1196700000 761310000 0.264
0.0075676 1181900000 694640000 1.41
0.65519 1198800000 785930000 0.252
0.39886 190500000 72326000 1.212
0.16551 5068800000 2629100000 0.834
2.0493 565050000 264810000 1.106
0.13142 4091700000 1917100000 1.034
0.30147 1687300000 423350000 1.918
-0.30904 143250000 78352000 1.507
-0.15415 3146200000 2440200000 1.089
-0.16208 2530000000 2221600000 0.834
-0.16208 2844500000 2897900000 0.293
-0.16208 380870000 362020000 0.864
-0.23293 139170000 115200000 0.866
0.24059 108640000 76453000 1.029

0.6677 8830100000 6848700000 0.991



0.89033
0.89539
-0.35344
0.062349
-0.36183
0.26924
-0.033033
-0.61405
-0.79759
-0.79759
-2.4296
1.6639
0.52194
0.17812
-0.43447
0.79768
-0.046557
1.0126
-3.406
-0.60561
-1.3329
0.7177
0.86262
-0.12461
2.9454
-0.74237
-0.47508
0.50719
-0.26629
3.8381
0.15965
-0.43473
-1.1997
1.2188
-2.1885
0.66634
2.8313
-2.1247
2.2776
0.13312
1.0268
2.0806
-0.5198
2.6491
0.77401
-0.080033
-0.69735
0.78276
-0.6675
-0.40181
1.4537
0.37865
-2.9829
-2.9829

0
17989000
29305000
27747000
752340000
561920000
376730000
76391000
18264000
25799000
98667000
32973000
134630000
661970000
23737000
83418000
76713000
62541000
139860000
4745800
22276000
37694000
29883000
50452000
6020600
17026000
17985000
2651600000
120260000
47057000
194840000
560540000
0
54661000
26136000
37578000
20572000
73317000
18684000
110780000
1319900000
682370000
0

8201900
60860000
33079000
91150000
739290000
3668200
29258000
273690000
91180000
293200000
207750000

0
25784000
64917000
43520000
1661300000
494660000
714350000
188790000
35807000
52144000
141120000
46821000
83514000
193830000
10903000
78898000
76112000
123160000
96165000
620370
4584600
1251300
9819800
34304000
1072300
35545000
13830000
2413700000
80308000
18064000
348990000
280240000
0
34535000
22323000
86879000
49894000
178700000
11985000
104180000
985070000
627780000
0
11388000
23797000
15480000
66819000
323260000
1004400
22339000
231930000
33621000
217560000
125600000

0.456
0.525
0.566
0.417
1.049
0.608
0.287
0.374
0.511
0.783
0.795
1.061
2.265
2.394
1.38
0.928
0.361
1.982
6.3
4.145
17.029
2.139
1.212
6.312
0.259
0.905
0.8
1.117
1.596
1.431
1.959

1.259
1.332
0.736
0.495
0.345
1.918
0.876
0.926
0.892

0.711
3.131
2.45

1.457
2.003
2.705
0.932
0.541
1.132
0.898
2.194



-0.65716
-0.57927
-0.016011
-0.37882
-0.37882
0.75258
-0.84194
-1.6217
-0.85497
-0.97052
0.74808
2.2495
-1.65
0.11374
-1.3165
0.42218
0.41152
-0.67775
-0.67775
0.46394
1.125
1.125
0.995
0.15338
0.13093
1.2427
-0.29011
-1.2713
-1.9006
-0.1353
-0.56526
0.70592
1.33
0.70919
0.7101
-0.79291
1.2272
-2.9339
0.43402
-0.62373
0.16517
-0.55472
-0.082198
1.03
1.2771
1.4528
-0.022219
-0.060267
-0.060267
-1.6964
0.62326
0.096656
0.24872
1.8493

75505000
562360000
582160000
749770000
523340000
255870000
33483000

0
128070000
498000000
1797900000
439760000
43378000
1081900000
115290000
9703900000
8624200000
472460000
472460000
89684000
84876000
84876000
4964000000
17815000
13774000
27910000
6078700000
191320000
134460000
32612000
2506600000
154090000
1552800
1024000000
847640000
566230000
605480000
150400000
2537100000
622190000
133910000
73216000
666310000
55901000
787180000
199820000
1175600000
178160000
1051700000
1099900000
2362200
1652900000
12674000

0

63821000
215780000
216290000
288970000
248850000
21851000
56232000

0

21160000
232830000
500720000
98897000
24110000
2613400000
462360000
7312200000
6623900000
313350000
313350000
122980000
164140000
164140000
2572700000
28562000
39072000
33127000
5917400000
194810000
141680000
41079000
3681800000
66285000
149610
384270000
840130000
224020000
403860000
58911000
919070000
99763000
44978000
28961000
190780000
37897000
271100000
52782000
409410000
93628000
426880000
399140000
911920
485990000
13483000
3475100

0.783
1.898
1.987
2.496
1.654
11.713
0.477

2.565
1.654
2.743
3.322
1.251
2.32

1.441
0.96

0.892
0.896
0.896
0.512
0.437
0.437
1.293
0.463
0.383
0.85

0.856
0.963
0.714
0.577
0.55

2.487
7.405
2.343
0.795
2.943
1.35

2.384
2.384
6.371
3.724
3.215
3.839
1.419
3.552
4.275
2.208
2.268
2.256
4.367
2.198
3.984
0.758



0.17389 206110000 51936000 3.563

-0.18992 5431000 2434300 2.267
0.31903 31149000 110330000 0.301
1.3207 16575000 9207300 0.883
-0.64643 791560000 265190000 3.208
0.18418 36140000 39338000 0.621
0.49277 21053000 77543000 0.232
0.38681 198360000 271350000 0.661
0.42704 46644000 10875000 2.639
0.71727 635440000 304240000 1.244
0.88203 229710000 271230000 1.069
-0.54514 214710000 107310000 1.739
0.16448 204730000 112490000 1.515
2.0566 179870000 164750000 1.226
2.6918 11301000 6538200 1.094
-0.10534 959350000 477720000 1.653
0.19065 624280000 388300000 1.8
0.53126 38930000 27446000 1.612
0.53126 154830000 75747000 2.218
-1.5274 607220000 334450000 1.52
-0.58096 140280000 128940000 0.923
0.63235 10902000 8602500 1.353
0.63235 46576000 42517000 1.218
0.63235 46576000 42517000 1.218
-0.36961 54088000 49699000 0.936
-1.6936 398920000 401540000 1.09
-0.060997 1329600000 504890000 3.109
0.64245 810990000 302350000 1.801
-1.2643 1543800000 1025300000 1.453
0.80415 1880700000 1497800000 0.853
-1.549 153870000 86563000 1.908
-1.549 153870000 86563000 1.908
-0.059253 46509000 65164000 0.516
-0.14678 434020000 226130000 1.359
0.53538 345290000 71573000 4.405
1.2635 371810000 22725000 11.503
3.6334 12883000 6269200 1.825
3.6334 12883000 6269200 1.825
0.61939 378400000 295840000 1.152
-0.15419 5705100000 1287400000 2.927
0.51203 2612700000 2541600000 0.979
0.32294 35330000 7279200 4.981
-0.51965 19650000 15641000 1.08
-0.99363 382250000 185390000 1.764
-1.0453 37066000 14076000 3.618
0.58221 48654000 10805000 2.428
0.58221 48654000 10805000 2.428
-0.50224 50846000 45921000 0.952
-2.7845 12888000 7412500 1.105
0.15522 8860100 8404000 0.781
2.3125 99807000 61490000 1.712
0.084596 71542000 5338100 6.083
0.35818 55174000 39806000 1.69

-0.030216 1329500000 191000000 5.939



0.30733
-2.4289
-1.3945
-0.10108
1.2375
-0.1812
-0.81673
0.33507
0.85831
-1.0282
0.056525
0.86943
0.19906
-0.15021
-0.3121
0.084376
-0.03118
-0.03118
0.55686
0.55686
0.24855
1.2742
1.1742
1.4262
-0.48643
-0.39128
0.21041
0.21041
0.92378
-1.6475
-2.5003
0.79812
0.58556
0.53411
0.44158
1.7163
0.25814
0.4247
-0.30405
-0.30405
0.45206
0.45206
1.1781
-0.74426
0.48994
0.48994
-0.027839
-0.027839
0.064449
-0.95053
0.43784
-0.17007
-0.69342
0.25812

220150000
12483000
10153000
142160000
180540000
0
140470000
832400000
247020000
9426600
323600000
205340000
6818500000
1784100000
57301000
26224000
857910000
3217800000
2610200000
2610200000
5204300000
401240000
751020000
63526000
3286500000
2.2479E+10
447610000
74503000
34875000

0

7191900
87715000
76260000
775350000
1174100000
15272000
95845000
251390000
0

0
3305400000
4099500000
42300000
196640000
83184000
1238600000
771720000
216280000
344790000
800750000
62536000
2698100000
182170000
2393700000

76667000
12016000
4182200
98221000
100120000
0
167590000
652600000
150260000
625270
208900000
227520000
5523400000
1246200000
77938000
32973000
817940000
1710100000
1387300000
1387300000
2250700000
172580000
302790000
61965000
974680000
6761300000
302300000
46828000
19980000

0

2789300
10015000
15740000
475370000
809810000
25162000
55923000
221030000
0

0
3148700000
4149900000
106620000
152100000
80152000
981690000
445330000
189120000
31484000
475870000
16904000
490700000
30671000
194370000

2.992
1.653
1.466
1.669
1.458

0.681
1.218
1.987
3.156
1.133
0.497
0.845
0.927
0.656
0.704
0.811
1.858
1.374
1.374
2141
2.054
1.306
1.006
3.183
4.27

1.253
1.959
1.567

4.12
8.656
4.61
1.34
1.049
1.36
0.941
0.957

0.715
0.668
0.248
0.856
0.769
0.899
1.338
1.012
10.562
1.431
3.125
3.744
7.481
10.636



0.40579 137930000 110440000 1.336

0.37825 275580000 90290000 2.778
-0.40478 931960000 541160000 1.462
-0.14049 726020000 338730000 2.067
-0.12962 451210000 851860000 0.901
-0.23256 68094000 47692000 1.887
-0.52637 13902000 15676000  0.947
-0.52637 13902000 15676000  0.947
0.55521 12646000 12640000 0.722
-0.019431 65635000 74023000 1.108
0.0034083 473500000 505030000 1.084
0.38911 68608000 103370000 0.659
0.18089 43615000 23701000 2.04

0.18089 125060000 57498000 2.362
-0.88189 50171000 51108000 0.759
0.15625 1741200000 219450000 6.391
0.94625 1660900000 393880000 5.84

-1.7526 144200000 20299000 3.572
-1.7526 615910000 55324000 6.726
0.90761 573580000 115310000 3.396
-2.3903 22521000 27229000 0.654
-0.041302 39763000 51514000 0.809
-0.041302 51811000 49356000 0.841
-0.35589 219860000 248690000 0.649
-0.86066 3489000000 3859700000 0.626
-0.27826 851060000 933250000 0.72

-0.27826 924180000 1018700000 0.682
0.31275 923340000 979340000 0.696
0.12093 551700000 621890000 0.597
0.12093 598570000 674940000 0.867
-1.8151 29923000 46340000 0.49

-0.8316 138230000 183150000 0.557
-1.8151 138230000 183150000 0.556
-0.8309 30219000 30848000 0.673
-0.8309 30219000 30848000 0.673
-0.8309 30219000 30848000 0.673
-0.32316 192340000 200550000 0.79

0.26824 3498200000 4091300000 0.713
-0.41649 9200000000 5167000000 1.762
-1.9209 34691000 23296000  1.407
-1.9209 34691000 23296000  1.407
0.21649 3715700000 2352700000 1.06

0.21649 2931500000 1792200000 1.395
-1.6023 24245000 15413000 1.902
0.34405 133700000 86229000 1.516
0.39185 415840000 236700000 1.555
-0.19261 345310000 250520000 1.049
-0.19261 724920000 667870000 0.742
0.57534 36533000 42722000 0.823
-0.16013 9639800 6691700 1.24

-0.16013 28758000 24276000 0.736
0.53509 284990000 151470000 1.21

0.53509 1121400000 872170000 0.855

0.51782 2079300000 1845800000 0.775



-0.28254 29810000 19953000 0.92

-0.26002 1.0819E+10 8969300000 0.855
0.38034 7475100000 4797500000 0.746
0.38034 1.1969E+10 9197800000 0.753
0.42791 234520000 230600000 1.119
0.42791 234520000 230600000 1.119
0.42791 234520000 230600000 1.119
-0.29661 1059100000 507040000 1.51

0.13738 392760000 174930000 1.993
0.35828 18140000 14808000  1.495
-0.38143 127300000 123160000 1.048
-0.38143 347380000 321700000 1.116
0.80771 340450000 293930000 1.072
0.80771 340450000 293930000 1.072
-0.10022 81571000 94470000 0.631
-0.68834 351410000 256710000 1.182
0.78095 11349000 8409800 1.578
0.78095 37350000 42741000 0.629
1.4255 29020000 14807000  1.829
-0.0087019 67242000 76862000 0.701
-0.59837 152540000 108790000 1.654
0.33686 262600000 262910000 0.445
0.20654 103680000 64198000 2.163
-0.65559 103370000 42395000 2.275
-0.52949 94846000 65361000 0.879
0.96954 60933000 97556000 0.456
0.23654 877070000 582750000 0.679
0.23654 877070000 582750000 0.679
0.53327 5959800 3057200 1.328
-0.54676 129010000 198910000 0.409
0.57303 8024000 6569600 1.567
0.48911 827870000 279980000 3.109
-1.5628 202070000 129790000 1.402
0.42824 735910000 218230000 3.247
0.18797 98492000 60967000 1.189
1.4283 91326000 59708000 1.144
-0.19831 264390000 154850000 1.394
-0.9226 70289000 82102000 0.784
-0.9226 70289000 82102000 0.784
2.5706 47231000 17013000  1.447
0.17844 146710000 109430000 1.05

1.211 122850000 88335000 1.21

-0.22082 25415000 11205000 2.535
0.13178 272380000 196370000 1.68

-1.186 95183000 28299000 2.41

-0.7985 79635000 38609000 2.504
-0.097622 23985000 6964700 3.075
0.52089 12122000 7510100 1.285
1.7329 46860000 18369000 2.643
-0.01389 129150000 215030000 0.504
-0.29495 27877000 8093300 4.032
-0.77814 2405100000 1925200000 1.066
-0.053936 1336500000 1106000000 0.978

-0.14462 2110900000 2037300000 0.967



-1.2331
-1.0487
-0.30193
-0.22064
-0.11645
-1.3445
0.64399
0.3226
0.61337
3.2585
1.0001
0.58662
0.58662
-0.51422
-0.60864
0.63747
-0.71621
-0.71621
-0.53621
-0.53621
0.46686
-0.30341
0.69511
-1.464
0.23395
0.19858
2.8162
0.66541
0.32181
-1.0765
-1.1534
0.36672
2.0379
-0.15543
0.05182
-2.3723
1.9768
1.8739
0.29754
-0.51201
-0.19283
-0.52923
0.19032
-0.33394
0.084497
-0.33712
0.64108
-0.95302
-0.95302
0.18731
1.8922
1.386
-0.19421
3.5999

224600000
2072300000
1.1559E+10
13261000
86991000
13015000
117970000
49804000
847170000
14903000
419230000
157430000
157430000
25217000
28299000
277020000
112270000
112270000
52860000
61453000
167620000
254090000
52654000
30773000
107170000
263790000
105780000
533820000
36540000
128180000
85069000
125090000
5867700
65903000
401100000
1826100000
53522000
13456000
880430000
880430000
25480000
26062000
175000000
59681000
22213000
85327000
4508700000
9735800
9735800
1496400000
1019400000
188200000
6125800000
0

146010000
1301900000
8391500000
12192000
34873000
8197800
18192000
43071000
620170000
493660
170480000
76826000
76826000
5060400
10793000
165730000
93970000
93970000
5585300
10136000
41519000
221400000
2314800
25935000
41354000
114040000
31100000
73381000
17750000
45160000
34817000
91876000
4756100
98106000
219980000
1000000000
22737000
7918600
445710000
445710000
10286000
11119000
22155000
5011900
4595900
3132600
1415200000
2477300
2477300
427090000
547780000
11124000
5431200000
0

1.526
1.055
1.003
0.956
2.46
2.02
6.582
0.902
0.911
8.318
3.13
1.331
1.331
2.676
2.197
1.518
1.07
1.07
3.384
1.267
5.882
0.621
4.925
1.669
0.975
2.804
8.584
6.627
1.832
1.403
1.849
1.152
1.032
0.617
1.444
2.316
1.159
1.764
1.687
1.687
1.841
2.015
4.378
8.299
3.21
9.917
2.32
5.26
5.26
2.581
1.475
10.933
0.879



2.0546
-0.37353
-1.7127
1.2617
-3.325
2.0115
0.16328
-0.60509
1.2164
0.2526
-0.83504
-0.022614
1.3946
0.31063
-3.2965
0.50197
0.8092
0.43775
0.022509
2.6847
0.022509
-0.091297
-0.40273
0.014974
0.34082
0.22285
1.0505
-0.09203
0.7088
0.54002
-0.30587
0.10917
0.10917
-0.68601
2.3304
2.3304
1.2137
-0.061717
-0.72634
-0.72634
0.73389
-0.6481
0.67308
-0.71832
-0.71832
-0.71832
-0.35678
-2.3951
-0.96974
0.43038
2.8351
0.16785
-0.75651
-0.037224

174390000
629320000
7280200
129660000
455330000
12530000
511320000
896230000
29528000
233230000
31671000
2527300000
235560000
15017000
9128000
3411500000
1380300000
658660000
14777000
322050000
7870100000
1184000000
1308200000
1147800000
12744000
491310000
605140000
745920000
267600000
72719000
505970000
31988000
100400000
375670000
31049000
31049000
12231000
3592800000
346860000
406010000
254740000
56917000
210410000
210410000
128380000
210410000
13104000
18185000
20375000
690390000
982160000
297150000
335390000
0

146430000
411940000
6844800
127760000
224320000
26231000
345700000
289550000
32000000
21479000
20306000
536370000
86479000
13572000
5332400
576680000
820770000
223560000
12425000
206830000
6314300000
951100000
983600000
2719100000
31699000
308660000
387220000
552750000
181660000
49397000
225140000
6402900
22871000
78557000
6105200
6105200
3424000
3882900000
579910000
640610000
106830000
33802000
215360000
215360000
116190000
215360000
3279200
1913300
24567000
589460000
741380000
171530000
199200000
0

1.482
0.976
0.969
0.985
1.613
0.488
1.073
2.106
1.158
13.847
1.747
4.754
2.56
0.708
0.928
4.917
1.149
2.224
0.727
0.977
0.908
0.929
1.319
0.56
0.361
1.258
1.758
1.049
1.209
1.193
1.547
1.904
1.872
2.895
2.256
2.256
2.252
0.757
0.723
0.996
2.153
1.596
0.743
0.745
0.745
0.743
3.363
6.213
0.799
0.999
1.006
1.39
1.519



1.4545 18337000 33899000 0.456

0.62921 255010000 254450000 0.751
0.63888 36988000 14994000 1.81

4.2768 462820000 304360000 0.53

0.22035 7539700000 5705300000 0.712
0.22511 410660000 345600000 1.188
0.69258 475620000 396570000 1.212
0.81513 380060000 516500000 0.678
0.61956 32398000 38714000 0.819
-1.8483 474380000 428820000 1.28

-1.8534 321590000 269520000 0.962
-0.21038 662770000 128110000 5.064
1.0791 576150000 342900000 1.442
1.0791 576150000 342900000 1.442
1.0677 72119000 81913000 0.709
-0.2759 357600000 322880000 0.978
-0.2759 612980000 495530000 1.299
-0.54329 521150000 421180000 1.265
0.067026 220540000 140160000 1.412
0.63373 37536000 16244000 1.821
-2.5644 36349000 12284000 3.305
0.63512 49746000 15969000 2.534
0.52471 164650000 150030000 0.72

0.59507 22128000 28121000 1.235
-0.080725 33817000 27165000 1.064
1.3831 231150000 53582000 4.062
-0.23041 72682000 58562000 1.018
-1.8922 12553000 1657400 4.342
-1.5095 20797000 16744000 1.267
0.10557 290020000 152890000 1.716
-2.1592 25481000 14208000 1.939
1.0068 206400000 214380000 0.948
0.18874 63686000 38394000 1.669
-0.15169 266300000 195840000 1.584
1.5835 42650000 22176000 1.566
0.00098449 43924000 25139000 1.953
-0.1597 151390000 114690000 1.265
-0.75256 30766000 24077000 1.598
0.33573 89969000 81789000  0.769
0.36918 24426000 15938000  1.024
0.17661 116120000 77447000 1.791
0.62846 988540000 1009600000 1.299
-0.71617 1648400000 2057900000 0.612
-0.71617 1126400000 1400300000 0.641
-1.8033 45812000 50380000 0.667
-1.8033 45812000 50380000 0.667
0.224 24152000 25499000 0.751
0.224 24152000 25499000 0.751
-0.70123 24747000 20381000 0.802
-0.2612 9542100 10412000 0.717
0.034912 56681000 50000000 1.168
-0.287 31797000 22916000 1.366
-2.7429 294190000 219160000 1.435

-0.082249 304830000 205020000 1.416



-0.16686
-1.1502
-1.1502
1.854
0.24521
1.6751
1.0137
-0.16002
-0.92132
0.38633
-0.52545
0.14216
-1.0945
1.3718
1.1643
0.91443
0.64211
-0.5966
0.22757
-0.65271
0.15182
0.22203
0.095438
1.7383
-0.6786
-0.6786
0.38555
1.6107
-0.057262
-0.12495
-0.4593
-0.087367
1.2632
1.2632
1.9169
0.83359
-0.63695
0.78378
0.46401
-0.026474
1.271
1.271
-3.0499
0.378
-0.54431
-0.18221
-1.3015
0.13413
0.016812
-1.0075
-0.075165
0.5496
0.099203
0.099203

9617500000
1522200000
378380000
34418000
41799000
64418000
33893000
1.4518E+10
114750000
1538400000
21746000
149880000
197680000
20724000
109270000
2727000
24440000
13249000
200020000
88065000
12791000
13959000
170640000
8695800
17674000
62542000
418370000
14882000
26600000
204560000
860590000
32500000
242440000
242440000
220390000
338030000
248360000
84665000
95185000
16365000
23083000
23083000
112530000
65588000
88559000
95236000
100390000
14163000
26654000
19165000
768670000
1347200000
537670000
488700000

5772900000
845110000
215970000
33765000
13845000
24227000
8602100
1.5173E+10
106950000
1755500000
5778500
189600000
144130000
7163600
44309000
16967000
36927000
9087100
168820000
24750000
41310000
5508200
139900000
6866900
12940000
42439000
255670000
6541800
1589900
190890000
771240000
39680000
186710000
186710000
133510000
163510000
175470000
47331000
67023000
7047800
17593000
17593000
212010000
58597000
42958000
112790000
146600000
14742000
11443000
17693000
830430000
662410000
461200000
428220000

1.288
1.494
1.435
1.1
1.855
2.48
2.216
0.858
0.777
0.647
3.45
0.646
1.111
2.698
2.355
0.201
0.601
1.799
1.138
4.018
0.385
1.651
1.186
1.219
0.703
1.307
1.298
2.292
14.013
0.638
0.971
0.648
1.152
1.152
1.186
2.041
1.233
2.055
1.509
2.207
1.151
1.151
0.447
1.182
1.962
0.902
0.827
0.842
2.333
1.212
0.639
1.736
0.773
0.794



0.40157
-0.63868
1.8506
-0.89093
0.7108
1.1086
0.25534
-0.1893
-0.83618
0.42972
0.42972
0.42972
-1.7593
-1.7593
-0.72171
3.8754
-0.31513
-1.4627
-1.4627
0.49427
0.13263
-0.20636
0.097426
-0.92328
1.0383
1.0383
-0.82334
-0.26796
0.25285
1.4072
1.4072
-1.559
0.28105
-0.80732
0.035012
-0.41164
0.23585
-1.4659
1.5645
0.62839
-0.22059
-1.6573
-1.5573
-0.35978
0.17863
-0.71704
0.6093
0.13119
0.13119
0.13119
1.6805
0.81977
0.58683
-0.30555

73665000
352030000
114340000
25910000
208540000
520030000
208140000
2012600000
256750000
58684000
58684000
58684000
11577000
11577000
91118000
42725000
170590000
6474700
6474700
184230000
577850000
1540200000
1117900000
647790000
1001100000
1001100000
745880000
690940000
504840000
93649000
332910000
131130000
559750000
401200000
223500000
35861000
1574800000
37082000
66812000
9442700
968210000
92358000
92358000
43224000
298700000
151970000
7685200
16978000
16978000
16978000
26138000
18560000
20674000
163580000

55258000
113350000
48435000
11607000
58306000
204210000
68332000
570930000
103310000
50477000
50477000
50477000
7966600
7966600
115560000
8720800
139330000
6892300
6892300
71632000
382960000
467920000
509080000
395890000
675970000
675970000
540950000
520570000
394450000
36432000
206830000
129300000
418890000
210920000
118340000
29027000
939430000
15137000
35982000
1838100
366020000
40743000
40743000
32024000
195140000
165660000
5008100
4826100
4826100
4826100
22635000
11991000
23938000
144030000

1.594
2.516
1.935
2.869
3.69
1.991
2.159
3.218
4.187
0.838
0.838
0.838
1.631
1.631
0.783
1.909
0.932
1.224
1.224
1.973
1.594
2.591
0.984
1.348
1.287
1.287
0.588
0.668
1.189
1.673
1.135
0.667
0.88
1.113
1.387
1.671
1.359
3
1.762
2.507
2.024
1.638
1.638
1.354
1.27
0.798
1.309
3.565
3.565
3.565
0.977
1.477
0.866
0.874



-0.30555
-0.8002
-0.45846
-0.42556
2.4124
0.25734
0.84422
0.18273
-0.19885
1.8095
0.72512
0.023262
0.041953
0.041953
-0.49114
-3.0979
0.57951
1.3787
-0.51209
0.21024
1.3684
0.38512
-1.7214
-1.7214
0.71673
0.295
-0.2386
-0.73489
-1.3057
0.94511
-1.1339
0.53023
0.87478
0.87478
-0.80188
-0.80188
0.7921
-0.39099
-0.15865
-1.8124
-0.098222
-0.84491
-1.0632
-3.466
-0.35996
2.441
0.7351
-0.1042
0.0096256
-0.10675
-0.1195
1.0693
1.696
0.13683

142420000
66235000
403080000
46050000
51438000
55946000
3504800
394760000
276330000
245220000
45828000
105460000
152450000
152450000
151410000
22853000
8960200
108550000
91994000
78397000
28737000
138810000
109120000
223750000
23268000
24393000
294210000
59721000
35200000
112360000
35746000
224540000
26947000
26947000
109440000
109440000
111000000
171660000
216010000
41859000
134540000
110940000
20836000
7357300
59268000
126460000
170000000
103310000
0
19191000
75289000
401330000
352680000
29984000

127480000
13775000
183330000
41138000
7328900
44020000
627210
363660000
133090000
164060000
33595000
68410000
139940000
139940000
129530000
31467000
23884000
43444000
51504000
22403000
56072000
75646000
77211000
167400000
26191000
19919000
139280000
34105000
11733000
65021000
31409000
116670000
20121000
20121000
126790000
126790000
112420000
248760000
195710000
48933000
94489000
31430000
8130500
6728400
26347000
119640000
99199000
128250000
0

5673700
19584000
61926000
113380000
35914000

0.89
3.003
1.419
1.413
10.848
1.472
4.532
1.14
2.053
1.652
1.19
1.43
0.803
0.803
1.016
0.921
0.577
1.601
1.607
2.801
0.702
1.472
1.379
1.622
0.92
0.983
1.842
1.707
2.757
1.486
0.994
1.387
1.832
1.832
0.885
0.885
0.732
0.616
0.933
0.917
1.217
3.237
2.583
1.208
3.095
1.151
1.826
0.745

1.653
2.284
3.464
4.307
0.757



0.6559
-0.29095
-1.2365
-0.2197
0.72796
-0.43034
1.1392
0.61313
-2.4338
0.16239
0.32542
0.32542
0.90916
0.49394
0.26215
0.26215
0.26215
-0.51319
-1.5088
-1.5088
0.4158
0.20966
0.53845
0.35544
-0.72139
-0.052866
0.53717
0.53717
0.92647
0.67855
0.14525
-1.5868
-0.42156
-0.17343
0.44563
0.46441
2.0896
0.74846
1.1489
-0.19231
-0.70059
0.029986
-0.41716
0.55522
1.3742
0.72591
-2.2674
-0.31524
-0.31524
0.71943
1.8143
0.43706
2.1718
-0.40697

561040000
113790000
7187000
55755000
89986000
19910000
40806000
12986000
42067000
3623400
7048500
7048500
47423000
56504000
14851000
14851000
14851000
969170000
38681000
38681000
77102000
3524800
416230000
45613000
134770000
120880000
260690000
260690000
75786000
75786000
43730000
104270000
29541000
4338100
45288000
249750000
293080000
101480000
17245000
53973000
132030000
31370000
97600000
97600000
68317000
28999000
138600000
73431000
73431000
39435000
45861000
143420000
7227200
103620000

247370000
35853000
4660300
18491000
28964000
17244000
11983000
6276400
14344000
1444700
3849800
3849800
40657000
26747000
15235000
15235000
15235000
756050000
11412000
11412000
16332000
2248500
261060000
23974000
54180000
55507000
78833000
78833000
23385000
23385000
24119000
117560000
18557000
789940
37695000
219400000
262780000
113790000
23258000
30915000
52340000
25702000
97292000
97292000
26292000
45049000
99826000
43638000
43638000
34761000
30648000
122250000
1965900
100200000

2.189
3.658
1.01
2.399
5.947
0.922
4.401
2.103
1.252
2.021
1.779
1.779
1.356
4.468
1.015
1.015
1.015
1.112
2.747
2.747
2.823
2.119
1.325
1.708
1.92
2.099
1.924
1.924
2.918
2.918
1.63
0.975
1.275
4.642
0.728
1.031
0.837
1.171
0.407
1.703
2.746
1.168
0.665
0.665
3.525
0.548
1.285
1.466
1.466
1.281
1.204
0.673
2.078
0.7



0.19429 689210000 566010000 0.846

0.38287 1940200000 1632100000 0.983
-1.8037 26752000 20225000 1.158
-1.8037 26752000 20225000 1.158
-0.84879 57038000 17101000 4.412
0.43807 718160000 423750000 2.284
2.9811 378220000 286270000 0.855
1.2702 13364000 4198200 1.79
-2.4705 70608000 60443000 0.682
-0.056877 1321200000 432680000 2.733
0.085207 202570000 155290000 0.82
1.0658 88214000 50352000 3.833
-0.19533 346660000 37458000 6.259
0.065945 226710000 36640000 6.754
-0.45739 29174000 2761300 4.324
0.023477 62400000 35446000 1.405
1.0911 27624000 5869100 3.297
0.97059 22536000 26802000 1.29
-2.1079 62824000 19985000  3.497
0.35624 2309600000 1610700000 0.898
-0.62997 873570000 781930000 0.766
-0.62874 249830000 109850000 2.057
0.034595 267890000 131190000 2.12
0.14112 826890000 470180000 1.178
0.19862 1011200000 563470000 1.361
-0.18158 759440000 547450000 1.153
-0.18158 501970000 296420000 1.784
-1.3636 45136000 9579500 5.211
0.68876 185030000 108730000 1.534
0.84442 696160000 404020000 1.424
0.37239 635680000 553890000 0.895
0.71366 16816000 16880000  1.245
-0.16976 585590000 461320000 1.034
-0.37904 30198000 59110000  0.382
0.0097245 194290000 110900000 1.937
1.0469 413820000 161640000 2.575
1.4743 33062000 23209000 1.606
0.01157 784340000 368660000 1.655
2.7929 814620000 178200000 2.645
0.07334 814620000 178200000 2.733
1.9861 278280000 67716000  3.206
-1.2251 556166000 51879000 1.102
-3.8433 0 0

-0.33551 34772000 16150000 2.525
0.56653 67453000 51576000 0.82
0.6454 85622000 79057000 0.791
0.6454 85622000 79057000 0.785
0.6454 85622000 79057000 0.785
0.55274 332490000 274620000 0.956
1.4595 180250000 16942000 6.396
-0.20842 80551000 37899000  1.539
0.021789 468960000 293960000 1.16
-0.34859 331310000 221670000 1.093

-0.22951 527760000 361850000 1.036



-0.004677 703810000 357220000 1.236

0.21069 1477200000 906520000 1.07
0.0071177 74297000 38759000 1.24
-2.2184 9658500 24044000 0.37
-0.24178 13928000 6362400 1.94
0.047316 46590000 37403000 1.167
0.22513 26173000 17982000 1.289
1.5211 16347000 12568000 1.417
-0.98903 46817000 58999000 0.69
-0.98903 46817000 58999000 0.69
-1.5304 10850000 17589000 0.614
0.6473 158420000 81931000 1.386
3.0803 2532700 54416 24.38
0.71845 577670000 130820000 3.952
0.030457 464870000 176180000 2.332
0.41256 10045000 397970 10.526
0.41256 10045000 397970 10.526
-0.19305 18890000 17982000 1.071
0.10762 71270000 33651000  1.502
0.10762 71270000 33651000  1.502
0.10762 71270000 33651000  1.502
0.6125 87774000 29589000 2.373
0.13271 697490000 465300000 1.614
3.215 3676400 1269300 1.38
-0.3392 3859600000 4339800000 0.94
-0.35835 46106000 55106000 0.876
-1.4252 132410000 87785000  1.497
-0.2398 28554000 7943500 2.135
0.18179 17966000 19719000 0.775
-0.17553 52721000 33122000 1.138
-0.10467 231320000 162370000 1.077
-0.21781 231320000 162370000 1.077
-0.21781 231320000 162370000 1.077
1.385 40304000 34659000 0.795
-0.045169 45809000 17469000 1.976
0.35623 407820000 210250000 2.021
-0.47015 634170000 381750000 0.628
0.11805 178990000 100240000 1.333
2.035 48222000 35847000  1.221
0.98062 10568000 3544100 2.509
-2.3844 177950000 96417000 2.367
0.2175 1541400000 831750000 1.832
0.36122 795740000 401980000 1.551
-0.041575 224140000 155210000 1.244
-0.46178 0 0

0.36043 231390000 75532000 3.9
3.8005 852320000 230000000 3.212
-0.0042845 122750000 45301000 2.157
0.38085 88787000 59047000 1.254
-0.90444 37470000 24069000 1.233
-2.5017 288220000 173570000 1.113
1.0535 492940000 354410000 0.928
1.6878 33605000 19057000 2.074

0.25571 0 0



-1.3512
0.39152
0.39152
0.39152
0.33025
0.33025
0.33025
0.33025
-0.096428
1.9422
-0.68401
0.55684
-1.7506
3.5101
1.5401
0.51653
0.61536
0.43625
0.63049
-0.11264
-0.11264
-0.27379
-0.27379
-0.27379
-0.27379
-0.2792
-0.2792
0.24612
0.009126
0.37073
0.061794
1.6237
-2.3875
0.93961
-0.43064
0.78465
1.0901
0.07297
0.054901
0.08738
-0.21127
0.63152
-0.095035
0.033162
-0.75632
-1.0948
1.1971
1.1971
0.22127
0.71132
-1.6819
-1.6819
-0.21129
-0.59092

12943000
483760000
483760000
483760000
88362000
88362000
88362000
88362000
376870000
44112000
43561000
52063000
69757000
116100000
200890000
74893000
451660000
895310000
150150000
20651000
20651000
582300000
582300000
582300000
582300000
339300000
339300000
634980000
1042200000
146230000
120890000
20699000
243700000
9082800
149270000
33251000
215050000
137390000
82635000
853030000
326190000
112810000
7972400000
15671000
90949000
22953000
81962000
31218000
102280000
57788000
24908000
24908000
18425000
609000000

11012000
687070000
687070000
687070000
116560000
116560000
116560000
116560000
273270000
27958000
19344000
27059000
23951000
80272000
133980000
84556000
403830000
597070000
110140000
10574000
10574000
163240000
163240000
163240000
163240000
210150000
210150000
401850000
687050000
98930000
62573000
13505000
235910000
2629000
125140000
35072000
258590000
195010000
43143000
769370000
213990000
48948000
3932600000
2053500
54746000
20783000
61416000
29742000
56656000
30563000
15342000
15342000
42902000
198140000

0.94

0.485
0.485
0.485
0.602
0.602
0.602
0.602
1.07

1.163
1.51

3.576
1.907
1.287
0.986
1.044
1.155
1.208
1.361
1.349
1.349
3.501
3.501
3.501
3.501
1.18

1.18

1.093
1.158
2.084
1.543
1.058
0.854
1.311
0.932
0.733
0.873
0.658
1.929
0.841
0.953
2.555
2.274
7.248
1.286
0.841
1.392
1.235
1.468
2.052
1.05

1.05

0.541
3.242



-0.72883
0.48788
-0.86807
-0.10582
2.5969
0.3799
-0.48164
0.28472
-0.69889
-1.6445
-0.15521
-0.028266
0.71005
0.55931
0.75197
0.28543
-0.67718
-0.67718
0.046895
0.046895
0.77474
1.0012
2.514
0.04835
0.46189
0.76073
-0.2761
0.82842
0.59457
0.51517
1.3751
-2.6754
0.79618
0.79618
-0.98807
1.0533
0.50959
-0.1298
-1.1528
-0.1298
-0.9286
1.1089
-0.77807
1.2275
0.79763
0.63645
1.934
-0.80034
0.80711
0.63557
-0.19574
-1.0979
-0.72537
-0.3328

16428000
56813000
125370000
57074000
205280000
410920000
444690000
16803000
113010000
64709000
98790000
562530000
31267000
129610000
168250000
605270000
890080000
890080000
54413000
54413000
361440000
206620000
67291000
279230000
56782000
375910000
531040000
0
68105000
8505600
26897000
9146700
287620000
775370000
1174900000
22291000
5653700
206780000
206780000
188470000
95759000
23589000
63103000
10939000
903660000
347960000
5271700
63894000
13629000
76933000
151500000
1126900000
196820000
323610000

17090000
34203000
105200000
56329000
277330000
325790000
338480000
19612000
105190000
54320000
83304000
593270000
35650000
105500000
89841000
353290000
546950000
546950000
20132000
20132000
257250000
54271000
10173000
212350000
200810000
218890000
292830000
0
82765000
13082000
23224000
6825700
168000000
380270000
676330000
14612000
2723600
84564000
84564000
78331000
82425000
18137000
40095000
5078200
185990000
173520000
5196400
6646200
11827000
23636000
43110000
288050000
11584000
32629000

0.951
1.375
1.524
0.915
0.796
0.853
1.422
0.478
0.895
0.918
1.011
1.363
0.926
1.395
1.217
1.28
1.361
1.361
1.881
1.881
1
3.923
3.696
1.048
0.143
1.547
1.492

0.627
0.502
0.892
1.003
2.035
1.802
1.545
1.149
2.29
1.933
1.933
1.956
1.252
1.322
2.363
1.916
2.976
1.591
1.1
5.021
0.959
4.525
3.213
3.494
13.39
11.056



-0.27563
0.80066
-1.5442
-1.0321
0.58127
0.58127
0.069607
-0.093809
1.3108
0.039595
1.0544
0.99574
0.43918
-0.31849
1.5513
0.044664
0.044664
-1.6364
-0.1936
-0.61245
-1.8711
-0.50145
2.7511
0.1781
0.1781
0.78819
2.8164
0.50217
1.0236
-1.0111
-0.26877
-0.010521
-0.19305
-0.19305
0.36062
0.36062
0.70383
0.63498
0.35478
0.8537
1.8743
-0.022109
0.14476
1.3742
0.0037635
-0.62761
0.81029
-0.13198
0.25619
1.3759
1.6635
1.6635
0.30101
1.0167

47194000
28362000
52593000
75931000
237330000
222960000
849750000
2190400000
20265000
350710000
0
42511000
185330000
185520000
84928000
333960000
544820000
426610000
33632000
19376000
3154400000
166270000
166270000
144750000
144750000
144750000
643350000
87164000
95965000
15450000
832270000
71894000
336180000
425970000
525650000
539790000
24841000
1884700000
63539000
171470000
105850000
380930000
673180000
107660000
28715000
17149000
22091000
28830000
3599200000
237420000
474670000
474670000
30298000
435420000

11146000
7065900
9264100
58847000
189980000
176720000
888920000
3323700000
18261000
1021700000
0
80321000
249870000
92752000
47873000
180830000
430310000
64759000
5288400
3984000
1901000000
160710000
160710000
98000000
98000000
98000000
519550000
29771000
16076000
12953000
227960000
63683000
175410000
218510000
471150000
486520000
13737000
1549700000
30746000
158880000
47966000
353910000
698720000
48286000
17498000
6477300
6203500
6714800
2662300000
191940000
325640000
325640000
14223000
328940000

4.36

4.844
8.271
1.186
1.044
1.094
0.782
0.415
1.274
0.281

0.429
0.649
0.68

1.276
1.493
0.851
9.195
8.249
5.108
1.376
0.869
0.869
1.239
1.239
1.239
0.976
2.711
6.857
1.39

2.973
0.865
1.35

1.462
0.708
0.482
1.56

0.837
1.361
0.911
1.655
0.679
0.66

1.491
1.662
1.99

2.685
3.329
1.029
0.955
1.305
1.305
1.917
0.864



-0.27578
-0.38376
-0.14974
0.63825
0.1295
0.17233
0.73368
0.03562
0.25253
0.25253
0.25253
0.4395
0.4395
0.026814
0.86948
0.86948
0.81934
0.81934
-0.25089
-0.25089
0.63273
1.0923
-0.064021
-0.064021
0.25708
0.25708
-0.14361
-0.14361
0.57812
0.15286
0.15286
0.98733
0.98733
-0.31238
-0.31238
-0.17992
-0.17992
0.8235
-0.70996
-0.70996
0.8597
-0.37576
0.11496
0.38446
0.11101
0.78844
-0.80271
0.69801
0.39307
2.1639
-0.46261
-0.64531
1.0882
0.53869

212810000
0

0

0
6033100000
161580000
93298000
52381000
1084200000
757350000
3130800000
2298300000
4190000000
1059700000
595760000
762240000
560110000
1304600000
13524000
7990600
3369500000
3369500000
2625800000
5224800000
2642400000
2642400000
5731600000
5731600000
9126600000
1671400000
1242100000
177580000
756290000
433180000
400530000
1431300000
678740000
84424000
2388900000
2648600000
62389000
2201500000
8678100
27902000
1391900000
2890100000
43287000
190940000
31889000
5478400000
366160000
5582200000
1561800000
429050000

108540000
0

0

0
3871400000
143350000
65437000
36115000
961400000
803400000
1782800000
1326700000
2379700000
605980000
350510000
425230000
409300000
829200000
7615000
4437900
1609200000
1609200000
1268200000
2535800000
1271600000
1271600000
2697100000
2697100000
5812200000
3244600000
2952700000
524180000
893440000
225250000
204740000
936740000
419370000
68055000
952960000
1099600000
70961000
1277700000
4958500
16999000
749880000
1534100000
27036000
122800000
28573000
3633000000
234330000
3659000000
833190000
250400000

2.089

1.245
1.138
0.931
0.93
0.734
1.459
1.324
0.665
1.313
1.341
1.574
1.536
1.011
1.334
1.638
1.42
1.284
1.284
1.372
1.4
1.366
1.366
1.31
1.31
1.175
1.168
1.537
1.551
1.25
1.147
1.6
0.919
1.263
1.103
1.522
1.374
0.732
1.328
1.525
1.318
1.403
1.204
1.31
1.316
0.902
1.651
1.774
1.551
1.487
1.632



0.489
-0.12473
-1.2276
-0.12473
2.2998
2.2998
0.38625
0.92087
0.67129
0.43064
-0.36713
-0.96426
-1.0021
0.37519
0.34012
0.34012
0.44425
1.8833
-0.31216
-0.31216
3.2509
0.068719
0.068719
0.068719
-0.84406
-0.83139
0.70287
0.47851
0.34086
0.49875
-0.22292
2.1428
1.8488
-0.084908
0.064396
-0.46421
-0.070687
-0.070687
-0.64366
-0.64366
-1.2156
0.51067
-1.3009
1.2013
-0.019079
-0.40147
-1.8637
-0.49378
-0.075439
-0.075439
0.24316
0.2506
2.4395
0.32012

1709900000 1054000000 1.56

100630000
356730000
278140000
689690000
2521300000
96410000
56677000
44891000
1754200000
24481000
523400000
37648000
56976000
8629300
8629300
109410000
169100000
33732000
33732000
91153000
695460000
1465900000
248850000
6492600
35265000
57913000
99883000
126180000
7586600
15586000
297900000
4197000
768580000
79982000
16866000
78774000
78774000
85213000
58318000
15235000
133160000
21585000
85702000
127850000
174380000
1607700000
82416000
395140000
71709000
4852200000
147150000
46460000
470220000

76326000
246570000
575360000
494080000
2102600000
73098000
29295000
21156000
1008300000
12900000
449270000
55731000
24491000
3333600
3333600
70645000
118260000
12325000
12325000
58357000
457930000
872820000
121560000
2911500
19956000
22984000
16530000
68725000
5223500
12798000
294180000
3196000
733050000
82236000
12871000
115890000
115890000
69962000
54691000
11049000
127180000
14051000
28119000
104010000
76422000
977280000
43016000
53318000
5908200
1675600000
37129000
12068000
207530000

1.088
1.098
1.223
1.107
0.786
1.064
1.762
1.269
1.627
0.714
0.857
0.547
2.493
2.483
2.483
1.593
1.566
1.813
1.813
1.657
1.453
1.529
2.595
1.677
1.936
1.747
3.254
3.989
1.008
1.645
0.893
1.088
0.609
0.734
1.1

0.462
0.462
1.728
1.354
1.273
1.153
1.297
3.647
2.391
1.944
1.244
1.916
6.286
3.175
1.131
3.576
2.363
1.432



-0.66024 304530000 236910000 0.744

-0.66024 157430000 71480000 2.088
2.007 1600400 29664000 0.062
1.0147 22925000 20242000 1.206
-0.4627 899720000 328580000 1.962
0.14188 0 0

0.24128 542990000 139800000 2.734
0.22042 0 0

0.33022 1401500000 1147100000 0.936
-1.4989 231540000 206660000 0.826
-1.4989 237990000 208840000 1.126
0.85167 4451400 2330000 2.635
0.68629 14807000 6850400 2.035
-0.25869 266020000 174250000 1.381
0.18223 65384000 59757000 0.823
-0.34261 707040000 575340000 0.967
-1.222 172180000 166880000 0.833
-0.22244 551380000 392480000 1.184
0.2586 71506000 60052000 0.932
-0.024751 405810000 215070000 1.344
1.1288 74284000 62338000 1.188
1.1198 1016500000 765710000 0.8
-0.019456 400080000 83277000 2.225
0.33154 687340000 397150000 1.805
1.434 48512000 65684000 0.549
-1.2753 1654600000 1352900000 0.919
-1.2753 1654600000 1352900000 0.919
0.32167 59578000 16641000  3.508
0.24176 316210000 137350000 1.65
0.35071 69358000 107770000 0.41
-0.68726 119980000 179050000 0.384
-1.2791 104270000 134610000 0.462
-1.3081 73124000 55666000 1.626
-0.75164 47649000 53729000 0.444
-0.32557 32074000 12068000 3.319
0.11057 138360000 156010000 0.579
-0.51095 19222000 13796000 1.689
-0.12464 9281400 7543400 1.003
-1.8852 317550000 253800000 0.911
-0.1344 17756000 9500800 2.453
1.4899 143240000 123620000 0.979
-0.70033 10308000 16840000 0.543
0.088714 1865300000 1181200000 1.285
0.44704 3788800000 2698900000 1.053
-0.54593 4039400000 2842000000 1.197
0.14584 173580000 120320000 1.191
-0.17131 5656600 1604700 3.671
-1.4781 63830000 32711000 1.66
0.69325 22022000 20747000 0.529
0.69325 18274000 11923000 1.404
-0.33237 66241000 109770000 0.825
-0.26032 179080000 206970000 0.993
0.49227 142430000 85062000 1.488

0.49227 374290000 236310000 1.307



0.21711
1.6722
-0.25286
-0.21824
0.50809
-0.18067
-0.25339
-0.7331
3.1457
-0.75048
-0.75048
-0.75048
0.21354
-2.8754
0.46075
0.18731
0.18731
1.2094
0.37614
-0.71507
-0.11086
-1.765
-0.20564
0.86885
0.38819
1.7417
1.7417
0.70148
0.56209
-3.8199
0.60076
-1.1004
1.2679
-0.48449
-0.2956
0.8932
-1.2062
-1.2062
1.3493
0.4635
0.25877
1.2159
-2.3886
-0.62613
0.6058
0.354
-0.44936
0.56424
0.56424
-1.4464
-0.55496
-0.55496
-0.73872
-0.023376

866190000
139470000
25064000
97475000
22062000
773940000
438270000
440090000
393490000
123260000
271150000
1121900000
100050000
11505000
1174100000
77905000
52893000
402810000
22273000
355140000
2336300000
26231000
105960000
15228000
120860000
7626600
7626600
91040000
116480000
69160000
525000000
242320000
16660000
358700000
0

36429000
3558400000
3286100000
78858000
969550000
76272000
2347000000
60484000
822490000
550370000
1036000000
322680000
10832000
10832000
363670000
198920000
198920000
544070000
73305000

616230000
76117000
24153000
81159000
5731400
442200000
260390000
319390000
245870000
95350000
174870000
800910000
64528000
17838000
194110000
53423000
37111000
169790000
10053000
114540000
1181100000
17780000
37437000
5475800
84344000
2768800
2768800
30508000
11322000
68807000
447970000
150190000
20888000
366460000
0
11079000
2779600000
2512700000
32708000
547080000
57480000
1767100000
35110000
474160000
354300000
800510000
243130000
2861200
2861200
187860000
146680000
146680000
548260000
26901000

1.109
2.002
0.983
0.96

4.367
2.383
1.088
0.659
1.23

0.927
1.119
0.823
1.174
0.642
5.438
1.425
1.862
2.596
1.891
2.209
1.44

1.117
2.286
2.649
1.745
1.507
1.507
2.751
8.858
0.871
1.243
1.973
0.452
0.677

2.867
0.947
0.946
1.741
1.203
1.169
1.063
1.088
1.331
0.809
1.018
0.895
2.767
2.767
1.699
1.124
1.124
0.786
2.384



-0.42083
1.211
1.2965
-1.7668
0.6222
-1.3256
-1.0924
0.080319
0.080319
0.60711
-0.81586
0.22717
1.0712
0.10388
-0.43669
0.59763
1.7053
0.85289
-1.0382
-1.6248
-0.67673
1.0437
-2.7651
0.20954
1.991
-0.23945
-0.10289
-0.93244
0.82844
-0.50233
-0.18949
0.59684
-0.46708
-0.31381
-1.0985
-1.4878
-1.4878
-0.69629
1.5253
-0.44329
-1.7826
-1.7826
0.42755
1.7641
1.7641
2.4359
-0.74267
0.9398
0.70267
-0.087656
-0.05615
0.63139
0.63139
3.029

5646800
223970000
225200000
90601000
15428000
16752000
3051400
16597000
16597000
10599000
17193000
19005000
9983300
74292000
30747000
8196200
26552000
3828000
10293000
52169000
41277000
15989000
51747000
88463000
28867000
162340000
543670000
134770000
63006000
4614900
17532000
1030400000
83338000
125970000
108040000
25852000
25852000
341580000
67145000
78437000
29811000
188820000
27978000
110510000
90333000
34874000
85625000
16684000
36089000
84718000
21703000
333650000
460900000
43864000

1127600
91887000
120600000
84421000
10594000
9455600
4353600
14258000
14258000
6002600
14358000
18055000
3293700
103160000
12441000
3528800
7469300
3447100
110930000
31172000
54804000
15695000
14712000
24169000
13107000
60760000
320010000
97986000
79244000
3574500
88450000
619540000
39949000
86676000
61783000
15518000
15518000
212020000
51353000
32378000
25839000
117790000
14364000
69157000
52549000
31970000
139180000
6875400
19746000
44718000
20668000
220900000
293460000
133110000

4.367
1.798
2.143
0.885
1.747
1.538
0.366
1.003
1.003
1.925
1.238
1.244
1.092
0.701
1.813
2.07

3.509
1.201
0.071
1.338
0.869
0.974
2.423
4.13

2.166
2.401
1.301
1.279
0.607
0.829
0.348
1.294
1.888
1.296
1.764
0.729
0.729
1.115
2.422
2.767
1.169
1.535
1.547
1.426
1.351
1.157
0.38

1.127
1.116
2.062
1.486
1.201
1.424
0.32



-0.0073203 69465000 181420000 0.391

-0.036273 44250000 43310000  0.991
1.1722 6258700 1358800 4.329
0.46936 73456000 120140000 0.535
0.83754 944270000 258580000 3.749
-0.38694 639760000 262250000 2.103
0.38882 1953800000 1482300000 1.229
0.57978 401140000 335330000 1.256
0.55073 757810000 573090000 1.217
-0.43323 573710000 271340000 1.734
0.34054 108640000 10533000 12.332
-0.77189 84049000 59383000 1.155
1.7113 114690000 26792000 3.303
0.10393 1216600000 692890000 1.481
-0.99514 45594000 36159000 1.083
-0.17396 391270000 69677000 4.425
2.3287 38397000 19262000 2.843
2.595 673980000 205840000 2.268
1.56222 95130000 46209000 1.759
-0.17889 1250000000 873140000 1.122
-0.17889 1250000000 873140000 1.122
0.08753 23512000 44135000 0.563
-0.099577 659850000 694770000 0.725
-0.40982 238610000 196500000 1.328
0.24993 74291000 171580000 0.751
-0.075666 199250000 126140000 1.276
0.42393 34909000 22419000 1.234
3.376 99402000 33297000 2.148
3.56332 24140000 3342400 5.48
-1.0708 353130000 94726000 2.687
-2.3146 20554000 6039000 2.719
0.88718 18554000 11870000 0.849
0.88718 18554000 11870000 0.849
2.4548 297120000 100250000 3.144
2.5492 37425000 58794000 0.728
-0.76867 140260000 58034000 1.89
-0.32793 56346000 64310000 0.619
0.272 149760000 191990000 0.612
-0.19014 21703000 3752800 4.302
-0.038949 14654000 4074700 3.134
0.93133 562020000 136890000 4.824
-0.3649 182610000 17691000 5.377
-0.38206 8843000 3051100 2.855
-0.082233 46897000 14051000 1.875
0.67796 139660000 26166000  3.233
2.3691 16173000 3536100 3.758
0.2574 19908000 9248100 1.691
-0.18025 281040000 101680000 1.573
-2.0761 26635000 29309000 0.671
0.88834 44226000 22558000 1.408
-0.47038 181610000 154190000 1.017
-0.73781 1313500000 543850000 1.887
-0.24112 43483000 28056000 1.651

-1.229 0 0



1.3986
-0.13167
-0.15608
-0.43461
-0.43461
1.1659
1.1659
0.17252
0.35864
0.35356
0.63284
-1.4673
0.5332
0.61528
-1.581
-0.49598
-1.0435
0.077269
-0.34035
0.074697
0.094653
-0.21217
-0.21217
1.6013
0.46327
1.7728
-0.038442
-0.086891
1.5037
0.057447
-0.58079
-0.32025
0.83594
0.04008
0.04008
1.2311
-1.2018
0.22093
-1.1345
0.76477
-0.79762
0.18983
0.041472
0.041472
-0.29821
0.24248
-1.136
0.08506
0.17324
-0.41755
-0.41755
1.3676
-0.61624
2.1421

342740000
381550000
374700000
80721000
34736000
136420000
136420000
182550000
10544000
18724000
118410000
45873000
186680000
0
12764000
226820000
29923000
74555000
99263000
207090000
2304000000
603280000
555460000
747780000
71055000
107830000
1222900
78042000
472910000
49838000
24544000
83811000
52974000
402140000
208890000
428880000
24011000
22913000
40291000
167260000
36570000
2.0234E+10
671600000
681950000
96589000
55852000
272100000
49917000
54108000
0

0
35238000
1119500000
68178000

50167000
277270000
317930000
106550000
32467000
123070000
123070000
44353000
4347700
5791000
82727000
27448000
89309000
0

6501100
498940000
14144000
121110000
70102000
323860000
2668400000
856150000
833380000
419360000
13302000
80124000
5791900
73189000
177890000
20833000
25916000
32602000
35045000
346490000
209810000
358900000
18581000
39170000
54772000
164870000
87158000
8136400000
281370000
296820000
14390000
33376000
232670000
51835000
28098000
0

0
59229000
1110900000
13004000

5.413
1.125
0.885
0.493
1.374
0.393
0.393
4.461
1.708
2.719
1.301
1.514
2.218

1.682
0.376
1.913
0.397
1.062
0.36

0.59

0.548
0.515
1.455
4.953
1.204
0.625
0.834
2.143
1.443
1.011
1.958
1.363
1.585
1.024
1.27

1.149
0.529
0.611
1.01

0.295
2.663
2.501
1.205
8.015
1.387
1.136
0.691
1.833

0.502
0.82
5.455



0.39161
0.7304
0.7304
-1.4461
-2.4056
-0.23215
0.23392
2.505
-1.3102
-2.5572
-0.44467
-1.6577
-0.30652
0.519
0.088915
-1.4767
0.10318
0.98728
2.6676
0.087591
-0.096642
0.88654
0.13641
1.6614
-0.18852
2.7251
-1.4875
-2.2584
-2.2584
-0.28275
-0.31579
0.93976
-0.77311
0.48884
2.3211
-0.1479
0.095862
-1.2749
-0.58597
-0.37145
-0.38207
-0.60156
0.58156
1.5125
1.1236
0.36521
-0.18264
-0.37317
-1.0094
0.46627
0.85688
0.15703
0.091597
-0.49161

465670000
610080000
610080000
198930000
29421000
161100000
311730000
0
117210000
67647000
227140000
127260000
0
122920000
297670000
129810000
221960000
221960000
3550300
8731000
12438000
56287000
362760000
28737000
69430000
32883000
99589000
11489000
11489000
106800000
26213000
34085000
218890000
0
22030000
595120000
28837000
20625000
136640000
23822000
69506000
283070000
65233000
20509000
12036000
213950000
88505000
41193000
32566000
89702000
51367000
845950000
1099000000
40156000

197470000
353070000
353070000
178410000
11060000
89180000
422790000
0
37758000
44372000
192160000
188550000
0
57895000
262440000
98856000
158990000
158990000
5728100
8026700
6567700
45343000
185300000
18728000
52140000
42507000
63696000
81035000
81035000
121690000
27893000
31800000
103640000
0

6159200
77012000
6710400
15774000
116840000
28727000
50401000
41728000
6527600
8147100
13653000
82418000
113810000
53870000
20838000
82332000
34234000
582460000
788060000
25698000

1.824
1.633
1.633
0.98

3.554
1.433
0.631

2.084
1.221
1.173
0.61

1.488
1.12

1.258
1.554
1.582
1.098
1.078
1.884
1.333
2.011
1.668
1.279
0.42

1.383
0.104
0.104
0.94

0.771
0.911
1.414

2.731
5.619
4.94

1.051
0.933
0.607
1.846
3.197
0.691
2.784
0.751
2.531
0.636
0.951
0.524
0.954
1.334
0.952
1.125
1.667



1.0687
-0.17942
-0.75975
1.9217
1.6075
0.59098
2.5663
2.0647
3.8801
0.94688
0.45065
0.80983
0.30755
-0.56722
-0.56722
-0.56722
0.38479
0.45775
-0.14526
0.93728
-0.35008
-0.21241
3.3649
0.42031
0.3998
-1.6352
-0.099577
-1.0806
0.68343
-0.30051
-0.67253
0.26515
-1.588
1.0335
-2.3558
-0.26784
1.8634
0.020769
0.019422
0.45396
1.4418
2.0933
2.0933
0.36236
0.40173
0.11255
-0.8012
3.1432
-0.09479
0.88929
0.52207
-0.072905
0.51054
-0.05403

143160000
104640000
179990000
268620000
2868700000
1723100000
568660000
233000000
38299000
751170000
264090000
450420000
369560000
577010000
142770000
142770000
230440000
352350000
265560000
410330000
153100000
90432000
50097000
39863000
1146900000
156720000
96003000
41375000
289520000
165980000
59593000
47454000
47454000
13128000
47494000
1573100000
129930000
34473000
86770000
21435000
197800000
6132400
6132400
2488600
2279700000
2718100000
48531000
26691000
111650000
3962800
39401000
36384000

51480000
14939000
91092000
106060000
1265500000
707010000
338390000
68656000
8676000
263060000
80237000
171340000
85223000
199170000
39181000
39181000
85782000
187180000
91191000
176960000
57149000
75770000
10998000
92143000
773600000
117030000
131670000
59154000
301800000
132300000
22705000
24955000
24955000
3809000
10724000
1003200000
37794000
7209100
70931000
11118000
404610000
8194600
8194600
3685000
2164100000
2896700000
43158000
9494400
106830000
4008300
20900000
20309000

2.967
6.043
1.417
2.331
1.651
2.344
1.508
2.372
3.501
2.651
3.296
4.112
4.203
2.908
4.007
4.007
1.567
2.142
2.073
0.763
2.871
0.926
2.713
0.438
0.865
1.539
0.667
0.479
0.902
1.213
2.049
1.551
1.551
3.611
5.097
1.264
3.849
5.939
0.905
1.789
0.804
0.78

0.78

0.546
0.714
0.618
0.832
2.321
1.138
1.112
0.98

1.53

4083000000 1739000000 1.59
2842300000 1204900000 1.523



-1.4724 175990000 33452000 2.408

0.68437 9497600000 4380700000 1.39
-1.2521 43705000 23623000 1.311
0.96143 96271000 121730000 0.586
-2.6696 12397000 6489200 24
0.33369 10173000 10251000 0.766
1.0867 92824000 50849000 1.376
-1.2082 160970000 79859000 1.748
0.05889 226040000 97358000 1.298
-0.33167 23488000 16311000  1.448
-0.13376 55393000 24743000 1.907
0.19877 47255000 58022000 1.251
0.39565 11779000 15762000 1.121
1.4438 167520000 104380000 1.292
-0.85979 56307000 55976000 1.091
1.0737 8153300 4910200 1.871
-2.3818 11384000 5420300 1.65
-2.3818 11384000 5420300 1.65
-0.34296 427360000 373570000 0.864
0.12295 18948000 10011000 2.621
-0.18716 93430000 71933000 1.167
0.69975 67923000 42827000 1.289
0.31369 24621000 6902700 2.514
-0.16628 327790000 213020000 1.37
-0.069928 61059000 168500000 0.311
-0.78618 26888000 3434600 2.355
-1.9548 11164000 2946500 2.76
-0.26821 133980000 111850000 0.954
0.33567 1085400000 862160000 1.425
0.33567 1359800000 1108900000 0.859
0.243 235050000 211960000 0.927
0.243 273280000 228240000 1.557
-1.4344 27430000 33059000 0.866
-1.4344 27430000 33059000 0.866
-0.19581 163700000 25159000 2.827
0.12569 689700000 332300000 2.196
0.24907 0 0

2.067 51958000 5119200 9.967
-0.097163 2419700000 1003500000 0.93
0.25583 158130000 82285000 1.214
0.055683 1489200000 515850000 3.478
0.26511 651110000 302270000 2.599
0.02763 554040000 401760000 1.002
0.18384 554040000 401760000 1.002
0.41356 614160000 430290000 1.534
0.065371 1399500000 1038700000 1.072
0.065371 208320000 165570000 1.002
-0.10823 1264500000 948900000 1.15
0.4347 146110000 125370000 0.998
0.86937 267650000 161080000 1.258
-0.0067248 2448300000 1726300000 1.098
-0.0067248 2448300000 1726300000 1.1
-1.3715 1446500 1005500 1.204

-1.3715 1572900000 1320700000 1.025



0.15686 1387600000 924030000 1.084

0.06102 1489000000 946980000 1.116
0.021098 2547500000 1778800000 1.222
0.46246 2476300000 1747900000 1.135
0.43243 1995400000 1192700000 1.223
0.44622 3250600000 1143100000 2.447
0.38829 154920000 112180000 1.072
0.38829 684740000 473680000 1.218
0.10698 158590000 92299000  1.359
0.025397 271190000 193350000 0.854
2.0073 168070000 37677000 4.74

0.55776 27065000 8177100 2.822
-0.021067 62113000 8070400 3.436
-0.021067 62113000 8070400 3.436
0.3624 97365000 32612000 4.423
0.42173 375300000 72783000 4.202
-0.14049 262200000 197870000 1.083
-0.33599 262200000 197870000 2.102
0.27506 34208000 7616200 2.421
2.1053 719170000 231450000 2.763
-0.80018 70297000 8900500 4.986
-0.63047 173320000 37610000 3.071
-0.26214 1040300000 1313900000 0.837
1.173 836540000 1040900000 0.779
1.3574 173390000 358730000 0.353
0.63242 144970000 177260000 0.589
-1.6264 19865000 10284000  1.927
-0.65155 1612900000 1168200000 1.069
0.26035 1229200000 766260000 1.18

1.0414 123830000 88045000 1.343
2.3397 30628000 49570000 0.566
0.21184 116930000 187190000 0.731
0.21184 116930000 187190000 0.731
0.77505 764940000 434390000 1.481
-0.67244 858970000 488380000 1.332
-2.0308 82639000 20964000 2.48

-0.69917 66728000 28737000 1.06

0.0091374 172880000 67873000 2.456
0.76546 149380000 166720000 0.847
0.81394 60038000 39027000  1.429
-2.3508 48682000 28582000 1.638
-2.5281 22709000 8468900 1.686
0.8053 32476000 36263000 0.71

0.32026 32476000 36263000 0.695
0.28548 135300000 143720000 0.75

2.5043 2928200 5672400 0.427
0.060759 4975100 4242900 0.82

0.11284 2991800 3054200 0.705
0.61342 17415000 7069500 2.545
0.59681 52683000 4285000 3.569
1.0596 13201000 6966400 1.368
0.48025 1051900000 552770000 1.191
0.30465 186360000 95218000 2.441

-0.55321 1333400000 1018000000 0.719



0.38598
-0.2737
-0.2737
0.21811
-0.26936
0.45666
-0.78548
-1.4387
0.96265
0.3151
0.4876
0.4876
0.4876
-0.63026
-0.90759
0.14659
0.25604
0.087995
0.087995
0.054515
-0.12103
-0.12103
-0.12103
-0.12103
1.3905
1.3905
-0.49488
-0.20405
0.96112
0.2625
0.40108
0.40108
0.60633
-1.2342
1.4017
0.22476
0.34863
-0.87069
-0.87069
0.73674
-0.043788
-0.18804
0.78227
1.1352
1.1352
0.26735
0.26735
-1.2902
-1.2902
2.0086
2.0086
1.1151
-0.12062
0.24713

570270000
412460000
84433000
80161000
1410500000
0
290510000
1903100000
21714000
21021000
98068000
71060000
51023000
35925000
212060000
0
446680000
205010000
205010000
365550000
0

0

0

0
29600000
29600000
1363600000
6946400000
1698600000
38070000
56800000
365950000
170150000
103080000
9910700
26340000
429420000
60636000
60636000
78406000
236260000
26210000
42522000
84042000
126560000
180600000
180600000
36843000
36843000
37245000
37245000
133080000
17227000
15605000

234570000
162240000
38604000
63524000
912150000
0
92849000
2126300000
16714000
18887000
174980000
124230000
92180000
28693000
143310000
0
369500000
134740000
134740000
249960000
0

0

0

0
11227000
11227000
455810000
6168400000
204750000
19556000
27091000
157460000
72911000
36019000
3518900
10122000
226450000
30529000
30529000
40352000
123320000
10854000
39543000
77098000
116640000
131330000
131330000
19801000
19801000
20332000
20332000
18669000
12062000
13363000

2.088
2.026
1.421
1.433
1.478

3.017
0.838
0.777
0.844
0.419
0.611
0.611
1.052
1.752

1.058
1.467
1.467
1.158

1.184
1.184
2.943
0.974
8.357
1.789
2.119
1.816
2.202
1.79

1.637
2.301
1.704
1.399
1.399
1.842
1.691
2.671
1.075
0.864
0.964
1.226
1.226
2.133
2.133
1.14

1.14

7.867
1.528
1.282



-2.6954 0 0

-0.48819 2249000 2759700 0.632
-0.48819 2249000 2759700 0.632
-0.0037551 123720000 69008000 2.095
-1.4692 181980000 151280000 1.393
2.9677 262880000 143560000 1.967
0.45935 190500000 148640000 0.925
-0.44236 241530000 65387000 3.259
-0.70421 252350000 91050000  1.995
-0.31697 65211000 23287000 2.357
0.16118 574650000 173140000 3.093
0.16118 419590000 132420000 3.454
-0.81854 21363000 7815400 1.949
-1.5923 64865000 36749000 2.163
2.5371 0 0

-0.10004 8118100 1379000 3.527
-0.048581 31825000 15580000  1.402
-0.34288 1883500000 1129900000 1.129
-0.69246 27804000 20115000 1.274
0.96249 28900000 21655000 1.1
-0.062139 45012000 22976000  3.077
0.58901 8859200000 8110200000 0.855
-1.7647 14647000 13038000 0.944
0.77201 470210000 262640000 1.31
1.3828 60542000 38286000 1.333
-0.048527 13265000 10382000  1.207
-0.19416 750260000 160780000 4.454
-0.41688 19992000 9341300 1.87
0.9466 11064000 7832700 1.386
1.5386 70062000 36572000 2.877
1.5008 116330000 67349000 1.809
-0.26505 14510000 9053300 1.156
-0.70317 761940000 354530000 1.763
1.503 76541000 22772000 1.886
1.503 55120000 12072000 3.132
1.9544 546330000 263800000 0.991
-1.3732 4187800 1263800 2.651
0.28439 36693000 74155000  0.567
0.28439 36693000 74155000 0.567
2.5087 39018000 31240000 1.07
-0.19991 105770000 102510000 0.956
-0.19991 104610000 93647000 2.306
1.7353 134600000 39538000 3.087
-0.24567 98904000 45047000 2.163
-0.25361 30517000 11300000 2.484
0.20062 4173200 2008200 1.783
-0.49792 95537000 95591000 0.84
-1.5104 66657000 57038000 1.119
2.868 0 0

24772 228130000 172540000 0.993
-0.11268 70245000 46771000 1.764
0.25489 35486000 12869000 2.643
0.75082 24622000 36814000 0.573

0.36865 2996600000 2438200000 0.959



1.4327
-0.85396
0.2205
-0.82436
0.43751
0.43751
0.43751
0.43751
-0.42722
-0.46918
-1.0227
1.2908
0.67802
1.4893
0.3682
0.30272
0.30272
2.4456
2.4456
-0.4997
-1.0582
2.9074
2.9074
-1.3417
1.0088
0.75958
-0.20889
0.23051
0.48485
3.0097
0.81249
-0.18555
-0.18555
0.46417
-0.26421
-0.27395
-0.87143
-0.12511
0.40796
-1.4043
0.57991
0.57991
-0.10528
0.74636
-1.4685
-0.47467
-1.6147
0.86753
-0.62708
-0.31711
-0.25306
-0.14139
0.32202
-0.24294

3755900000 3455100000 0.757
2741100000 1883900000 1.142

373440000
20267000
215130000
215130000
215130000
274980000
718190000
118110000
18089000
15109000
45133000
21233000
212860000
59868000
77325000
24401000
24401000
39039000
184060000
47669000
94649000
29078000
0
86425000
50978000
24003000
19472000
68810000
182870000
640110000
447700000
188820000
168350000
104940000
208470000
49083000
194180000
30015000
178980000
178980000
51930000
32207000
18013000
55158000
256620000
36799000
746710000
195960000
520590000
599620000
741900000
68044000

222400000
14444000
153520000
153520000
153520000
142050000
589260000
47509000
5438800
5325200
37732000
12725000
70450000
30173000
32475000
127590000
127590000
9483900
65483000
9128300
33782000
7598900

0
79836000
35311000
16310000
19775000
38637000
75821000
367090000
244180000
104630000
87839000
30467000
128810000
21546000
83842000
16255000
83211000
83211000
54596000
31059000
5108000
24285000
74509000
21208000
394750000
45985000
156340000
398730000
470400000
142590000

1.252
0.748
1.505
1.505
1.505
1.465
0.917
1.964
3.956
3.444
0.927
1.281
4.367
3.716
3.125
0.304
0.304
3.976
2.993
1.958
1.958
3.259

0.867
1.619
1.333
0.637
1.724
1.987
1.5
1.736
1.619
1.696
2.153
1.609
2.179
2.012
1.531
2.747
2.747
1.469
0.958
2.688
1.522
2.673
1.155
1.922
1.807
2.422
1.168
1
0.367



-1.2445
-0.59014
-0.53697
-1.043
0.2295
0.2295
-2.0211
1.7016
-0.17952
0.62119
-1.0096
-0.14314
2.0762
-0.88673
-1.3297
1.4586
-0.0030591
-0.0030591
-1.5153
-0.86237
-1.0661
-0.22368
-0.22368
-1.3564
0.25844
-0.6504
0.74114
1.3839
0.40587
-0.32931
0.026742
0.026742
0.42976
0.020182
-0.58329
0.13073
0.39973
0.39973
-0.11219
-0.70428
-0.70428
-0.45689
-0.41268
0.11941
-0.10501
-3.5843
0.42233
0.51277
2.5903
-0.13289
1.7606
0.55972
3.3912
0.55437

34798000
4336300
72568000
174090000
1608400000
1512900000
43785000
15112000
267190000
22679000
72748000
428500000
636190
49874000
32188000
1848300000
42368000
42368000

0
326860000
103870000
1294400000
1520300000
4753900000
164060000
659600000
15986000
112450000
153910000
1419600000
1251100000
1251100000
4376600000
385860000
40617000
475650000
407080000
428400000
9802000
44394000
87271000
50780000
24631000
2599900000
607580000
1293000000
15792000
173690000
6251800000
3305200000
46846000
72032000
2379800000
8411400

82723000
9665900
37078000
32004000
784400000
713010000
19586000
24476000
145900000
23194000
13824000
314150000
223130
29568000
17013000
941980000
19825000
19825000

0
208500000
50398000
832820000
986900000
1.0648E+10
200630000
727020000
25097000
87191000
145300000
322160000
1125800000
1125800000
2929300000
372820000
32963000
194340000
252160000
230100000
2174700
8791100
25084000
13851000
9419900
2486300000
696880000
1676800000
16400000
250260000
7668900000
2243600000
59961000
58528000
1709400000
4029600

0.28

0.758
1.541
4.299
1.123
1.656
2.467
0.641
1.644
0.638
2.946
0.88

1.323
1.373
1.843
1.741
1.61

1.61

1.493
1.913
1.119
1.16

0.331
0.624
0.993
0.549
0.813
0.855
3.564
1.125
1.125
1.746
0.703
1.002
2.266
1.077
1.352
5.302
2.316
2.271
3.801
1.901
0.892
0.724
0.633
0.679
0.555
0.757
1.319
0.63

1.027
1.051
2.308



0.38012
1.8891
-0.84631
-0.84631
0.83439
0.59646
-1.295
-0.15284
-0.60528
-1.0258
0.57359
-0.53705
-0.4636
-1.4843
-0.3345
-1.8371
-0.84554
1.9534
1.9534
-0.44842
1.0045
0.21454
0.051643
0.051643
1.3991
1.3991
0.46028
-1.9556
-1.9556
-0.0988
0.14321
-0.13717
0.056047
-0.91976
0.25051
0.98098
-0.18003
-0.32057
0.18105
0.8293
0.037023
1.893
1.893
-0.17438
-0.26149
0.29071
-0.069412
-0.29133
-0.036806
-0.90015
0.707
-0.54648
-0.54648
-0.54648

150510000
60869000
39797000
138420000
55438000
368700000
223540000
28189000
38014000
180320000
63446000
84778000
203520000
254610000
87202000
71950000
14791000
26207000
26207000
81563000
66975000
419590000
419590000
419590000
1169400000
1340700000
94651000
76321000
122390000
76421000
59506000
59506000
91829000
139160000
3285200000
28316000
1921100000
5602700000
2351800000
216610000
369870000
572340000
7150300000
1707000000
1207400000
769800000
5732300
187870000
256260000
586510000
108590000
23325000
23325000
23325000

425410000
17127000
38842000
122680000
45016000
245150000
130340000
19810000
26864000
98510000
31466000
59427000
123470000
174530000
47067000
37349000
19454000
18072000
18072000
53729000
22307000
273830000
273830000
273830000
757180000
828920000
56433000
59384000
99531000
54994000
31158000
31158000
38858000
59751000
1776900000
16930000
888520000
2636200000
662700000
46428000
71194000
121020000
3677000000
511190000
382540000
417100000
6745600
259200000
82320000
417490000
90802000
18597000
18597000
18597000

0.114
4.287
1.297
1.266
1.193
1.209
1.199
1.218
1.178
1.443
2.436
1.673
1.605
1.174
1.799
1.517
0.779
1.39

1.39

1.14

3.245
0.998
0.998
0.998
1.206
1.026
1.472
1.462
1.129
1.346
1.363
1.363
1.702
2.642
1.497
1.207
1.396
1.593
2.63

4.477
4.01

3.99

1.451
2.781
1.539
1.486
0.686
0.794
2.7

1.128
1.322
1.626
1.626
1.626



-0.21021
0.17479
-0.32664
0.95682
1.3434
0.47017
0.70417
0.96771
-0.4753
-0.23592
-0.27195
-0.12581
-0.12581
0.17246
-0.39745
-0.010875
-0.010875
2.3276
0.44601
0.18634
1.9401
0.21678
0.040525
1.1472
0.10689
1.448
0.41473
0.2369
0.1513
-2.2825
1.7035
0.49681
0.49681
-0.30901
0.18861
-1.3209
-0.81977
-0.67192
-0.67192
1.3977
-1.8728
-1.8728
-1.3488
0.48732
2.8685
-0.24004
-0.39241
-1.2814
-0.45572
-1.1288
-1.3615
-0.53685
0.43021
0.35043

92479000
18972000
54912000
12967000
23205000
42958000
50435000
79457000
1049700000
866680000
992200000
1688900000
1745300000
184760000
13536000
349510000
163150000
794400000
105330000
362710000
202610000
498910000
24666000
17292000
56010000
299100000
51462000
183640000
92127000
43375000
29874000
15860000
33496000
199570000
43170000
325880000
115910000
10884000
10884000
81719000
231670000
235500000
28691000
147660000
5553700
2641900000
619640000
48978000
21611000
170210000
10491000
79612000
9460800
71436000

86486000
8258300
14575000
13955000
23221000
39673000
29051000
76522000
444310000
456420000
481690000
1054400000
1122500000
96093000
13999000
307540000
123630000
381550000
50281000
141330000
179110000
415410000
25671000
16331000
26111000
229000000
25565000
51479000
64891000
13234000
33974000
24557000
42895000
275560000
15820000
168830000
113580000
7289900
7289900
43736000
140990000
152400000
52992000
81041000
1619800
1723300000
880590000
56536000
16134000
56798000
3508000
81323000
3019700
112820000

1.143
2.539
2.626
0.639
0.875
0.847
1.696
1.107
2.575
2.042
1.246
0.847
0.873
1.756
0.876
0.804
0.628
1.493
1.161
1.185
0.905
1.097
0.982
0.701
1.688
1.592
1.591
2.364
1.055
2.203
0.768
0.64

0.742
0.634
2.768
1.185
0.726
1.995
1.995
1.462
1.545
1.285
0.454
2.518
2.773
1.186
0.969
0.976
1.097
2.19

1.976
0.878
2.985
1.942



-0.13902
0.35174
-1.1577
-0.46186
-0.46186
-2.0575
0.071908
0.43588
-3.7035
-0.3061
1.353
-0.95888
0.98437
0.3031
-0.74326
2.8864
0.30351
-0.31015
1.2548
-1.5583
0.42885
-0.1145
1.01
1.01
0.26518
-0.91783
0.076982
0.63425
0.30671
-1.1401
-1.9512
-1.3168
-1.0437
0.02555
0.59042
-4.1436
-4.1436
0.79557
0.62823
-0.039957
0.33267
-2.2717
0.80563
-0.62503
-0.33467
-0.46555
-0.092986
1.4032
0.33912
-0.085158
-0.10897
-0.8264
-0.8264
-1.1813

175600000
34022000
96586000
27989000
27989000
0
1505400000
40916000
216950000
2.641E+10
65133000
83838000
0
125040000
11869000
15572000
27210000
9486100
21250000
542690000
16381000
86797000
34831000
34831000
129900000
24530000
92047000
157220000
53935000
401480000
32440000
73176000
683000000
2037600000
7410800000
22474000
22474000
31453000
381720000
304990000
366440000
101580000
170520000
594510000
1212000
461150000
306690000
690620000
391360000
1645000000
56076000
163900000
163900000
309800000

103600000
24496000
19889000
28174000
28174000
0
2475400000
19945000
56784000
1.0761E+10
42058000
45325000
0
107700000
14328000
15598000
15433000
2962900
2213700
39658000
3290100
17286000
5674700
5674700
19488000
17491000
6603900
52025000
28630000
314620000
23407000
74014000
81763000
299530000
2583900000
17263000
17263000
23160000
209710000
116010000
138370000
97337000
174970000
1377600000
435240
131600000
159800000
460650000
179250000
1765100000
11019000
79905000
79905000
179250000

1.537
1.731
2.813
0.842
0.842

0.577
2.77
3.302
1.948
1.66
1.699

1.172
0.643
0.772
1.407
1.009
5.342
12.362
2.13
4.251
4.723
4.723
5.213
1.212
12.422
7.67
1.773
0.889
1.126
0.954
8.737
5.46
2.081
1.107
1.107
1.628
1.478
2.514
2.315
0.952
0.986
0.341
2.393
1.785
1.629
0.92
1.853
0.67
3.689
1.957
1.957
1.342



-1.4861
-1.4861
0.14547
-0.37052
0.1456
-0.45766
-0.48015
-0.49374
0.46464
-0.22964
0.78805
-0.12097
0.49365
-0.47458
0.22442
-1.1809
-0.87905
-0.47049
1.182
-0.42491
-0.091098
0.51424
0.067101
0.045583
-0.19018
-0.14936
0.46265
0.46265
-0.40997
-0.40997
-0.10123
-0.4324
0.45149
0.45149
2.9989
0.91225
2.2416
1.6526
-0.97023
-2.5307
0.34594
-0.068275
-0.68407
0.095405
0.14836
-1.0625
-0.24413
-0.00012187
-0.00012187
0.51463
0.17527
-0.42313
-2.6121
0.0026226

26739000
26739000
1293900
174590000
149080000
9897600
793730000
150690000
25956000
6494200
12245000

0
245180000
308610000
827670000
4620100000
89667000
17483000
120620000
0
594480000
1005600000
383750000
31937000
11416000
136740000
1142100000
808250000
54945000
54945000
116610000
517110000
537810000
537810000
2393800
950730000
24845000
7456000000
644870000
42464000
960150000
393690000
467290000
309860000
362400000
266400000
1171200000
568150000
2523800000
1516500000
2766800000
1.1813E+10
576130000
2.27T17E+10

17587000
17587000
1053400
109010000
61856000
7929500
373130000
55892000
30990000
4887500
18062000
0
99932000
254560000
651410000
4119600000
48921000
28014000
58490000
0
92741000
407300000
320200000
18860000
9406800
81016000
1024400000
792940000
34115000
34115000
13857000
325010000
335640000
335640000
580020
533640000
21723000
4035200000
223700000
18626000
622130000
221480000
288550000
183380000
260900000
186260000
728450000
332420000
1517900000
873600000
1721900000
1.0211E+10
311940000
1.7378E+10

1.423
1.423
0.781
1.429
2.408
1.211
1.63

3.366
0.775
1.085
0.614

1.571
0.793
1.207
0.797
1.341
0.406
1.547

5.291
1.854
0.736
1.942
1.052
1.45

1.528
0.905
0.963
0.963
7.73

1.637
1.032
1.032
4.11

1.601
1.132
1.642
2.624
1.59

1.313
1.353
1.03

1.18

1.143
1.099
1.306
1.53

1.375
1.43

1.52

1.145
1.684
1.343



0.66577 34825000 17767000 1.73

-1.0586 4184400000 3245600000 1.285
0.10327 1686600000 1209800000 1.259
1.4584 335430000 193390000 1.16
0.0088091 9967300000 8458600000 1.014
0.5439 1737000000 1067100000 1.115
0.19156 7618500000 5917200000 0.794
-0.1765 1.0704E+10 8553000000 0.98
-1.085 28791000 28283000 1.512
0.24453 167500000 131780000 1.256
-2.8121 30526000 12295000 1.679
0.13076 101900000 46480000 1.29
-0.1622 40202000 28267000 1.038
-0.13009 286020000 219450000 1.023
-0.13009 286020000 219450000 1.023
0.93464 224110000 167770000 1.076
0.73679 42368000 27552000 1.101
0.0017395 154080000 109040000 1.403
1.6918 674590000 260630000 3.674
1.6918 530350000 238790000 2.079
0.48873 130970000 135880000 0.911
-0.37109 55030000 29632000 1.204
2.7093 14983000 5222100 2.106
-0.088096 7185700 13811000  0.557
-0.67739 8473100 579180 14.247
1.4936 182120000 100790000 1.486
0.27666 9284800 2880100 3.187
-0.38303 556277000 51826000 0.83
0.79649 17457000 14697000 1.08
0.79649 67819000 56760000 1.25
-0.26038 637310000 373610000 1.829
-0.37833 68070000 74285000 0.861
-1.7689 232230000 165800000 1.258
0.019422 4785200000 3990600000 1.031
1.6013 28315000 10088000  2.406
0.18283 170400000 98291000 1.865
0.48565 209570000 144780000 1.196
0.87053 12000000 8859400 1.169
0.87053 12000000 8859400 1.169
0.8853 39203000 9531400 1.706
1.4193 476090000 171810000 1.874
1.4193 336720000 111900000 2.154
-0.0083165 344160000 160350000 1.686
1.04 51239000 33950000 1.088
1.0415 19164000 6263200 3.874
-0.011007 72148000 96842000 0.863
-2.6974 6657600 12651000 0.418
-0.16621 105270000 52000000 2.285
0.84967 875130000 536070000 1.462
1.3809 428320000 200980000 1.966
0.3743 274120000 168550000 1.463
-0.39549 627210000 281170000 1.748
0.34849 172720000 74773000 1.875

0.34937 1131700000 465510000 1.936



0.90645 547380000 243220000 1.68

-0.094756 23740000 8133900 3.573
-0.094756 23740000 8133900 3.573
1.3579 37695000 22273000 1.896
-0.095536 174700000 146180000 1.378
-0.70753 174700000 146180000 1.378
-0.41273 39354000 18421000 2.05
1.2777 24054000 7322500 2.433
-2.6453 47093000 61434000 0.788
-1.0299 15488000 9783600 1.102
0.10211 18883000 6479400 3.093
-0.31679 79616000 17330000 3.611
-0.60541 10020000 6120400 1.751
-2.4477 27730000 27361000 0.754
1.3754 40927000 23029000  1.949
1.3519 413370000 221720000 2.213
1.3004 56562000 30157000 1.524
-1.1276 12790000 5932600 1.992
0.088207 189090000 105030000 1.692
0.98957 189090000 105030000 1.692
0.31481 189090000 105030000 1.692
-0.82717 34727000 13626000 1.648
0.93552 7725900000 3115700000 2.232
0.19535 25232000 21791000  0.904
-0.013502 2946600 1185700 2.909
0.90271 136460000 69157000 1.78
-0.15032 11022000 3341700 2.791
-0.22605 57521000 24803000 1.785
-0.22605 57521000 24803000 1.785
-0.22605 57521000 24803000 1.785
-1.7597 28756000 14890000 1.704
-0.73065 214870000 119820000 1.375
-1.9701 384300000 206680000 1.425
-0.59973 403480000 326820000 0.964
0.068139 14610000 9146000 1.572
1.289 73844000 127510000 1.657
-2.3556 7743600 6179100 1.632
-1.7988 0 0

-0.83756 9370000 13546000 0.722
0.34088 66036000 44321000 1.053
0.58313 0 0

2.2904 33761000 12371000  2.047
-0.81601 0 0

1.3728 60733000 57610000 0.888
-0.29248 11712000 17052000 0.685
0.27084 95217000 143120000 0.491
-1.6018 447990000 139450000 2.285
0.94796 376410000 87388000 5.183
0.72789 79908000 81495000 0.751
-1.2085 59625000 60554000 0.754
0.2738 254470000 403830000 0.817
-0.31321 55944000 61965000 0.689
-1.2085 372410000 503780000 0.761

0.11785 109700000 52811000 2.552



-0.51032
0.41528
0.11039
-1.1321
-1.0084
-0.27821
0.78463
0.41667
-0.032603
2.2083
-0.41128
-0.46665
0.1071
-0.81293
2.2766
-0.264
-0.56509
0.75856
1.1175
-0.56607
0.52396
3.1642
0.75854
-0.063506
-0.76039
0.33269
0.11705
0.14502
0.14502
-0.18189
-0.57094
-0.45188
1.373
-0.25334
0.45088
0.40087
1.3164
1.1096
0.13356
-1.0763
-2.2379
-1.2221
1.3374
-0.76262
2.0786
-0.36682
221
0.88073
-0.37169
1.1074
0.62026
-1.4423
1.5576
-0.5395

162910000
16155000
67408000
44636000
238440000
3269000000
216800000
137050000
15546000
142110000
20217000
23946000
100880000
157390000
22597000
45717000
57784000
155350000
9055400
137240000
56533000
140980000
11151000
160950000
359290000
459880000
10070000
388130000
274740000
284430000
46635000
42951000
52064000
1861700000
26057000
482920000
65675000
37458000
26730000
41271000
191160000
11717000
62865000
88793000
293810000
1391900000
203520000
1879500000
316760000
122070000
85764000
1219700000
30760000
1323600000

76854000
7945000
42220000
60440000
109630000
4553300000
122300000
67381000
13395000
45210000
6038000
19218000
57712000
81035000
13701000
41535000
59542000
92059000
4025900
61353000
26914000
79152000
5210800
31079000
79976000
123280000
3583300
283630000
216450000
191770000
33627000
25765000
10064000
1346500000
19105000
431200000
67865000
69371000
7317700
20222000
119620000
4925300
54651000
85817000
191640000
854860000
155960000
1382300000
260410000
70005000
40858000
953880000
11320000
713990000

3.071
1.29

1.086
0.808
1.395
0.586
1.661
1.433
1.239
2.413
2.667
1.758
2.418
1.821
1.051
1.113
0.875
1.364
2.802
2.553
1.682
1.823
1.823
6.533
2.796
1.964
3.148
0.947
1.019
0.954
1.173
1.344
5.436
1.14

0.885
0.874
0.709
0.425
1.772
1.493
1.51

2.261
1.256
0.804
1.116
1.057
1.418
1.097
0.997
1.342
1.635
0.94

1.915
0.378



-0.56049
-0.56049
1.8807
1.8807
0.29476
1.0337
-0.25861
-0.1744
1.1016
1.1016
-0.41377
-0.41377
0.34544
-0.3256
0.53901
0.53901
0.92488
-0.30082
0.084895
-0.55013
1.0535
-2.7297
0.16601
4.2384
1.1118
0.30065
3.0497
-0.25477
2.7981
0.75187
-0.10445
-0.078387
-0.078387
-0.47996
-0.89275
-1.4857
-0.24464
0.030008
-0.23263
0.89948
1.1974
0.40551
0.79497
-1.5736
-3.411
-0.82142
-0.28654
0.97474
1.1443
2.2884
-0.19217
-0.024856
0.50928
-1.1048

24605000
24605000
63657000
46594000
107260000
10270000
31246000
1.2563E+10
1935800000
8029100000
925680000
1070700000
125670000
3186700000
50462000
14780000
439380000
465900000
823250000
1748000000
226460000
40342000
956380000
866020000
65657000
3502300000
160910000
55109000
84906000
40632000
51021000
6882700
6882700
32752000
23660000
33384000
405120000
76269000
27302000
99041000
265490000
327220000
90790000
104660000
104660000
117740000
9390000
185470000
189050000
85167000
935560000
127630000
234290000
191160000

16480000
16480000
138480000
129120000
164810000
11742000
9383600
7109300000
1422600000
7453800000
686100000
935140000
93112000
3217200000
47081000
17451000
269010000
454120000
457800000
1342600000
105320000
34689000
811980000
323960000
56725000
4081400000
206420000
25029000
90538000
57546000
63393000
3281800
3281800
9980100
18730000
13434000
148810000
35665000
25468000
81343000
167670000
208630000
16557000
47528000
47528000
22554000
9561800
132510000
135380000
32184000
429180000
32838000
121210000
34266000

0.969
0.969
0.4
0.369
0.292
1.494
1.413
1.255
1.424
0.753
0.87
0.988
1.093
0.681
1.014
1.104
2.045
0.946
1.174
1.2
1.903
0.853
0.817
1.906
1.028
0.731
0.694
2.163
0.822
0.862
0.61
2.877
2.877
1.778
1.19
1.9
2.263
1.904
0.847
0.641
1.351
1.042
3.948
2.572
2.572
6.562
0.688
1.652
1.056
3.588
1.571
2.511
1.466
7.248



2.9138
0.41189
0.4099
0.9537
-0.094835
-0.83484
0.15504
0.91007
-2.3961
-2.4231
1.7082
0.30614
-1.094
0.51497
-0.69348
-0.79547
-0.79547
0.68934
0.18145
0.49202
0.6773
0.73544
2.3962
-0.17944
-0.037354
-0.037354
-0.14081
2.3885
0.72964
0.3981
1.35
2.4069
2.4349
-0.084096
-0.87765
0.21196
-0.63499
0.42583
0.059278
-0.80675
0.27792
1.3689
0.69401
1.3334
-0.21605
0.42951
0.18389
0.18389
0.18389
0.18389
-1.27
-0.47636
-0.47636
1.0604

304880000
1307300000
416820000
939230
3278500
127630000
127630000
39910000
446240000
87819000
3440400
12398000
7244700
500090000
69092000
99659000
99659000
12018000
76969000
21691000
6456900
27191000
211140000
17855000
379020000
80784000
1501000000
152480000
871520000
174400000
50044000
52529000
96190000
99954000
131970000
79864000
6753500
2135300000
1944200000
1936500000
3867000000
578010000
129850000
1641300000
259800000
113120000
627120000
1041500000
2611000000
1740000000
18412000
80559000
80559000
631300000

257660000
85636000
162680000
3316000
3853200
57950000
57950000
10565000
463980000
51692000
4967900
13778000
2636300
168930000
83323000
43768000
43768000
34652000
107200000
26009000
10651000
21709000
273320000
27959000
534780000
132110000
1683900000
38011000
930960000
91801000
62139000
69176000
108370000
92745000
132430000
39216000
11942000
1888500000
1754300000
1705100000
2384900000
543170000
120220000
1270900000
118150000
74663000
568860000
856380000
2078800000
1364200000
10201000
62982000
62982000
637190000

1.101
9.837
3.073
0.378
0.961
1.689
1.689
2.568
0.85
1.823
0.785
0.915
2.627
2.739
0.767
1.722
1.722
0.499
0.548
0.64
0.54
0.782
0.583
0.434
0.42
0.556
0.756
3.044
1.343
1.494
0.385
0.786
0.912
1.116
0.8
2.061
0.455
0.694
0.694
0.774
1.014
0.871
0.898
1.265
2.073
1.045
0.971
0.982
0.935
0.935
1.591
0.9
0.9
0.595



1.0604
-0.082379
-0.082379
-0.56713
0.68879
0.17182
-0.083016
0.63893
0.59193
-0.5444
-0.51157
0.38407
0.1432
0.11173
1.0839
-0.046686
-0.44874
-0.019117
-0.54492
-0.72322
-0.24268
-0.38337
-0.55236
-1.0266
-1.385
-0.34397
-0.36052
0.7312
3.7209
0.51852
.727
-0.26355
-0.054096
-0.19328
-0.52218
0.78177
-0.1782
-0.23483
0.14985
-0.13159
1.7414
-1.7414
0.68219
-0.071868
-0.41812
2.1012
3.1995
-0.18248
0.10771
-1.3998
-1.1187
-1.1187
0.19656
1.41

631300000
2955600000
2163600000
26727000
119700000
902540000
250600000
123940000
453600000
20055000
138430000
1573300000
5396500000
111490000
203850000
4854200000
56526000
64577000
11422000
321070000
197370000
331000000
1827100000
12380000
567350000
1725800000
157880000
5087800000
7195800
238720000
11723000
282650000
334170000
662600000
900050000
195750000
157660000
157660000
324760000
1284600000
424260000
156350000
165890000
387930000
71528000
71528000
13100000
177210000
372650000
172790000
294750000
1431500000
96040000
417620000

637190000
2119300000
1440800000
24186000
117310000
713340000
201030000
56549000
496880000
14646000
215400000
1518200000
3463800000
72088000
147280000
3257200000
76206000
57005000
8359200
225860000
218650000
346120000
1559900000
10593000
529910000
1067600000
84520000
2469400000
6592000
160430000
12138000
195830000
245940000
648510000
740040000
153190000
116580000
116580000
187640000
662050000
593330000
414810000
102170000
301730000
117030000
117030000
23324000
132760000
229830000
119250000
197030000
1044800000
79236000
250180000

0.595
1.007
1.154
0.869
1.094
1.171
1.086
1.457
0.757
1.052
0.797
0.848
1.047
1.066
0.842
1.237
0.865
1.061
1.185
0.917
0.49

1.153
1.06

1.517
0.915
1.399
1.563
1.24

1.123
1.028
0.901
1.261
0.963
0.96

0.991
1.088
1.058
0.965
1.209
1.296
0.974
1.08

1.189
1.104
0.604
0.604
0.498
1.119
1.165
1.154
1.202
1.024
0.846
1.068



-1.7693
-0.055919
-0.12381
-0.54986
-0.83657
-0.5601
-0.010939
-0.010939
0.82753
0.45021
0.72462
0.82186
0.82186
0.45189
0.45189
-0.21384
-0.21384
0.18266
0.18266
0.18266
-0.024519
-0.024519
0.57998
-0.10153
-0.84938
-0.50036
0.64081
0.58899
-0.94314
1.0786
0.2807
-0.36086
-0.36086
-0.6071
0.11502
0.16277
-0.21709
-0.21709
0.81216
0.54012
-2.3197
0.36037
0.13437
0.66261
-1.4768
0.52449
-1.4788
-0.49266
0.2153
3.066
0.48744
0.083341
-3.4172
0.55431

653730000
361800000
415080000
284290000
596860000
1820500000
2061300000
2264400000
125440000
189820000
1712600000
3412400000
3412400000
3935600000
3911800000
5012400000
5141600000
1733300000
2533600000
1921100000
1179900000
1322500000
1956200000
711360000
217930000
36533000
18671000
112850000
235950000
141350000
5058900000
621180000
728900000
1209300000
888220000
476320000
29870000
621100000
2035100000
4096700000
2146400000
60424000
26842000
164520000
147120000
48365000
123490000
64711000
19986000
209850000
36199000
49640000
71611000
59673000

525770000
288290000
337760000
223770000
564150000
1082200000
1216800000
1328000000
112480000
185830000
1692300000
2140600000
2140600000
2208500000
2187400000
3462700000
3685400000
1126700000
1671800000
1268100000
1055500000
1151700000
1501800000
437430000
174420000
27026000
20990000
28567000
106250000
58563000
3043800000
735970000
777620000
865610000
2639000000
258190000
44404000
804790000
1838000000
2411800000
2499600000
629020000
21960000
79130000
62782000
84424000
43551000
17762000
16419000
49621000
10659000
14044000
38732000
22808000

1.175
1.045
0.845
0.95

0.826
1.266
1.048
1.374
0.451
0.652
0.598
0.989
0.989
1.394
1.39

0.849
1.023
1.057
1.089
1.131
0.875
1.066
1.206
1.15

1.023
1.09

0.771
3.679
1.479
3.133
2.334
0.417
2.209
0.945
0.235
0.251
2.918
0.805
0.81

1.585
0.721
0.231
1.523
0.949
1.452
0.865
1.231
3.787
0.862
4.588
2.914
3.73

1.367
1.752



0.68644
0.30448
0.73625
0.34427
-0.01486
2.9441
1.5254
-0.49327
-0.15466
0.93832
-2.233
0.17243
0.56958
-0.29159
0.75123
0.16573
0.40484
-0.097972
0.028096
0.42502
0.0098424
0.0098424
0.41769
0.15906
0.54102
0.91385
1.3395
1.3395
-0.43875
-0.10486
-0.85215
-0.058348
0.15004
-0.4999
-0.07296
0.20368
-0.38092
-1.5585
-1.5585
0.80722
1.0324
-0.974
-0.15205
0.47024
-0.049302
-0.049302
-0.42343
-0.42343
-1.1369
-0.018636
-0.018636
-0.58755
-0.58755
0.05845

25683000
20232000
17837000
201130000
442630000
36797000
68137000
539130000
533360000
63207000

0
691560000
395700000
546720000
47081000
194230000
13277000
5444900000
3718500000
3515700000
541070000
28683000
1211900000
1009700000
2673200000
266610000
66210000
66210000
19931000
126390000
20009000
7027100000
8425800000
971570000
966610000
1667600000
167500000
410110000
410110000
7352900000
3738900000
88038000
23501000
20328000
128730000
128730000
2707100
136440000
132800000
1734200000
183200000
3763100000
3040200000
706680000

7621900
7888400
5063000
392600000
226100000
16470000
40333000
401380000
385410000
23469000

0
676220000
415530000
446640000
13854000
108230000
8264800
3399300000
1621700000
1507700000
257610000
9876100
346510000
601780000
1762100000
180820000
22478000
22478000
13630000
79840000
16195000
5073400000
6914700000
703720000
660120000
763060000
134630000
488010000
488010000
7856400000
1475500000
25688000
7941200
13319000
60724000
60724000
2854800
82347000
111270000
838650000
25614000
3429100000
2768900000
187960000

4.037
2.73
2.373
0.449
2.058
1.193
1.68
2.692
2.53
2.71

0.807
0.785
1.456
2.382
1.458
2.078
1.394
1.529
2.411
1.801
3.163
1.459
1.464
1.459
1.15

1.735
1.735
1.119
1.375
1.114
0.939
0.984
1.116
1.337
1.832
1.081
0.429
0.429
0.519
1.931
2.121
1.88

1.676
1.876
1.876
0.686
1.505
1.16

1.343
5.27

0.826
0.752
1.329



-3.206 0 0

-0.98674 59105000 25225000  3.999
1.444 54800000 113250000 0.501
0.83244 297430000 151170000 1.524
0.41094 249010000 118240000 1.514
0.50899 30256000 10386000 2.358
-1.3907 73971000 46390000 0.943
-1.211 21443000 19961000 0.79
-0.81704 102220000 91184000 1.245
-0.81704 102220000 91184000 1.245
-0.046662 64186000 45069000 1.355
-0.50823 14105000 8638500 0.772
-0.8735 12837000 6848300 1.244
-4.0616 23740000 19479000 1.047
-0.010301 48611000 41907000  1.651
-0.54748 17148000 14976000 1.795
1.3082 20887000 12194000 2.164
-0.69842 26378000 54487000  0.301
-1.2816 13247000 24270000 0.368
-1.2816 168670000 142830000 1.923
0.6313 39063000 101720000 0.286
-1.6847 45127000 110060000 0.309
2.4013 9821900 30052000 0.233
0.039651 33654000 84438000 0.323
0.16482 147290000 23854000 2.412
0.62962 74971000 46053000 1.187
-0.6247 249290000 180170000 1.041
0.77706 6153500 15959000 0.937
-0.98944 0 0

-0.98944 0 0

-1.1638 138040000 62798000  1.455
-0.029669 68613000 22092000 2.943
-0.67938 92435000 33961000 2.224
-0.95898 10289000 5645000 1.968
3.4786 53670000 17284000 3.06
2.2736 95779000 14714000 5.658
-0.56903 10168000 13503000 1.096
-0.25489 66219000 54317000 1.252
1.9728 66219000 54317000 1.252
-0.34775 489450000 438780000 0.968
-0.34775 489450000 438780000 0.968
-0.023877 1346800000 1058400000 0.6
-0.023877 1732800000 1453700000 0.686
0.42918 488370000 251670000 0.732
0.42918 474060000 265900000 1.403
-0.58478 604070000 380160000 1.382
0.17342 118770000 68243000 1.451
-0.74804 25447000 26951000 0.92
-0.4072 152070000 197470000 0.656
-1.3765 0 0

0.060808 599120000 536230000 0.701
0.42785 11038000 10993000  1.152
0.95759 393850000 227320000 1.463

0.95759 393850000 227320000 1.463



0.081247
0.023635
0.61534
0.22222
0.39549
-0.62518
-0.26646
2.2251
0.054872
0.03823
1.0236
0.53949
1.2081
-0.67772
0.26562
1.0549
0.37477
1.1916
-0.06722
2.1048
-0.21546
0.60572
-0.22435
1.8231
-1.9923
-0.34931
-0.048904
0.36042
0.0014752
-0.26019
-0.86661

10831000
475760000
50820000
45371000
6749900
22085000
339780000
160350000
515390000
84804000
38356000
452490000
564880000
430550000
95162000
22482000
187150000
55017000
208540000
13185000
51396000
79868000
26031000
33952000
20806000
692380000
52638000
14081000
48853000
343750000
13259000

5473000
95389000
41556000
27910000
3394100
12347000
165630000
49104000
236590000
44867000
18956000
197610000
541220000
157430000
86762000
29546000
195910000
97925000
176530000
5747300
47602000
82511000
18841000
8201300
20034000
341230000
59752000
12067000
26786000
188760000
14670000

2.275
5.578
1.542
1.246
1.938
1.661
1.67

1.911
1.905
2.007
1.472
1.619
1.366
1.58

0.929
0.671
0.838
0.69

1.159
1.471
1.31

0.965
1.152
2.752
1.45

1.915
0.73

1.421
2.202
1.442
0.999



