FIGURE S1. Prediction of DNA-binding residues in Tau sequence. DNA-binding residues in the
longest Tau sequence (441 amino acids) were evaluated using a web-based tool called BindN available
at: (http://bioinfo.ggc.org/bindn+/).




BindN prediction of DNA-binding residues

Summary

Your sequence: sp|P10636-8| TAU_HUMAN Isoform Tau-4 of Microtubule-
associated protein tau OS=Homo sapiens GN=MAPT

Input sequence 441 amino acids

length:

Predicted binding 147 residues

sites:

User-defined 80.00%

specificity:

Estimated sensitivity:56.96%

Overview

Sequence: MAEPRQEFEVMEDHAGTYGLGDRKDQGGYTMHQODQEGDTDAGLKESPLOTPTEDGSEEPG
Prediction: S S —— L R S —— -
Confidence: 574646799999959724544656424522434887983886843525223634735455
Sequence: SETSDAKSTPTAEDVTAPLVDEGAPGKQAAAQPHTEIPEGTTAEEAGIGDTPSLEDEAAG
Prediction: F—ttt—ttt -t B e e e e e e e e e e i
Confidence: 436753755247459298999879556456526335753822657997642538978988
Sequence: HVTQARMVSKSKDGTGSDDKKAKGADGKTKIATPRGAAPPGOKGOANATRIPAKTPPAPK
Prediction: ——tt—t——ttttt—t—t——tt—t ettt —F ettt ==+ ——+
Confidence: 364539256868535462356654325758338395445342846344794435825328
Sequence: TPPSSGEPPKSGDRSGYSSPGSPGTPGSRSRTPSLPTPPTREPKKVAVVRTPPKSPSSAK
Prediction: +4+++—t——tt——tt—tt+t++t b —t—— bttt = -+
Confidence: 866782422572297278884854976998996922922794354565685538969929
Sequence: SRLOQTAPVPMPDLKNVKSKIGSTENLKHQPGGGKVQIINKKLDLSNVQSKCGSKDNIKHV
Prediction: ettt —— T N ettt ——
Confidence: 793587486566754656732772262223546674564347574473562368328338
Sequence: PGGGSVQIVYKPVDLSKVTSKCGSLGNIHHKPGGGQVEVKSEKLDFKDRVQSKIGSLDNI
Prediction: R T S R —— e tt—te— S
Confidence: 455666257234854795677325663853536572727545477525772725426649
Sequence: THVPGGGNKKIETHKLTFRENAKAKTDHGAEIVYKSPVVSGDTSPRHLSNVSSTGSIDMV
Prediction: = @ ———————- S Tt R —— ettt -t -ttt ————
Confidence: 348464426953625742825565584488777254247523554944854757348869
Sequence: DSPQLATLADEVSASLAKQGL

Prediction: = @ ———————————— tm—m——t——

Confidence: 926398388659452557367

*** Prediction: binding residues are labeled with '+' and in red;

non-binding residues labeled with '-' and in green.
*** Confidence: from level 0 (lowest) to level 9 (highest).



Details

Position Residue SVM Output Prediction* Confidence**
1 M -0.6034 - 0.5131
2 A -1.1052 - 0.7452
3 E -0.4262 - 0.4369
4 P -0.9774 - 0.6823
5 R 0.5335 + 0.4931
6 Q -0.8462 - 0.6191
7 E -1.0572 - 0.7200
8 F -1.5745 - 0.9212
9 E -1.6820 - 0.9472
10 v -2.1632 - 0.9903
11 M -1.8088 - 0.9700
12 E -1.7193 - 0.9536
13 D -1.5711 - 0.9208
14 H -0.7701 - 0.5834
15 A -1.5388 - 0.9123
16 G -1.1358 - 0.7578
17 T 0.2844 - 0.2236
18 Y 0.4408 + 0.4507
19 G -0.7818 - 0.5881
20 L -0.4413 0.4436
21 G -0.4025 - 0.4273
22 D -1.0010 - 0.6948
23 R 0.6905 + 0.5604
24 K 0.7712 + 0.6055
25 D -0.4248 - 0.4361
26 Q 0.2937 - 0.2214
27 G -0.4176 - 0.4328
28 G -0.6426 - 0.5269
29 Y 0.3224 - 0.2142
30 T 0.3536 - 0.2058
31 M -0.3656 - 0.4147
32 H -0.1675 - 0.3459
33 Q -0.3996 - 0.4262
34 D -1.4230 - 0.8747
35 Q -1.2534 - 0.8080
36 E -1.0705 - 0.7281
37 G -1.5867 - 0.9239
38 D -1.3630 - 0.8514
39 T -0.2707 - 0.3825
40 D -1.3040 - 0.8269
41 A -1.2766 - 0.8161
42 G -0.9865 - 0.6864
43 L -1.2890 - 0.8208
44 K 0.3939 + 0.4350
45 E -0.2340 - 0.3673
46 S 0.5973 + 0.5189
47 P 0.2388 - 0.2328
48 L -0.7018 - 0.5523
49 Q 0.0330 - 0.2866
50 T 0.0683 - 0.2775
51 P -0.2478 - 0.3731
52 T 0.8456 + 0.6525
53 E -0.0877 - 0.3197
54 D -0.4522 - 0.4494
55 G -1.2224 - 0.7953
56 S -0.1175 - 0.3305
57 E -0.6321 - 0.5220
58 E -0.4745 - 0.4592
59 P -0.5932 - 0.5097
60 G -0.6721 - 0.5392
61 S 0.4639 + 0.4590
62 E -0.0575 - 0.3127
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.7663
.9663
.6241
.0891
.0146
L7472
.7136
.2002

0.5129
-1.0494
-0.3938
-0.6967
-1.5796

0.0736
-1.5701
-1.3327
-1.7668
-1.7942
-1.7276
-1.2527
-1.1962
-1.5700
-0.6141
-0.6751

0.8804

0.4737
-0.6643
-0.8400
-0.8004

0.0396
-0.9159
-0.2637
-0.1933
-0.6369
-1.0454
-0.5913
-0.3119
-1.3960

0.0462

0.2661
-0.8524
-0.7947
-1.0318
-1.6981
-1.7603
-1.1645
-1.0094
-0.5122

0.0563
-0.7108
-0.1462
-1.2385
-1.5558
-1.1965
-1.4657
-1.8587
-1.3723
-1.2641
-0.1220
-0.8512

0.4942

0.7012
-0.2642

1.9166

0.0571
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0.6018
0.7060
0.5290
0.3206
0.7373
0.5908
0.5751
0.2439
0.4839
0.7167
0.4239
0.5500
0.9223
0.2758
0.9202
0.8403
0.9630
0.9669
0.9550
0.8075
0.7836
0.9200
0.5164
0.5409
0.6664
0.4618
0.5358
0.6159
0.5975
0.2841
0.6503
0.3792
0.3545
0.5245
0.7148
0.5095
0.3962
0.8647
0.2823
0.2283
0.6211
0.5948
0.7083
0.9502
0.9616
0.7684
0.6994
0.4745
0.2797
0.5552
0.3387
0.8019
0.9172
0.7836
0.8897
0.9777
0.8561
0.8117
0.3322
0.6209
0.4756
0.5641
0.3800
0.9788
0.2791
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.5860
.8261
.3919
.9276
.3822
.6322
.1951
.7186
.3952
.8294
.1160
.2944
.6732
.8340
.9141
.5748
.3796
.3000
.0100
.6714
.9790
.6486
.2888
.2981
-0.2666

1.2031
-0.2953

1.6951
-0.5708
-0.3556
-0.4996
-0.5841
-0.0878
-0.3855

0.3376

1.2206
-0.3671

0.9146
-0.3168

0.4469
-0.5494

1.0852

1.8837
-0.3303

0.4842
-0.3085

0.6899

1.2349

0.3717

0.6705
-0.1316

0.2243
.3449
.4000
.9012
.8019
0849
.1498
«2171
.4251
.2580
.0042
.6420
.9715
0.3117
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0.5077
0.6341
0.8876
0.6931
0.8866
0.5355
0.3552
0.5770
0.4245
0.6359
0.2650
0.3892
0.5530
0.6406
0.6500
0.5069
0.4191
0.3914
0.2981
0.5387
0.7161
0.5419
0.8645
0.3908
0.3809
0.8369
0.3898
0.9539
0.5011
0.4109
0.4711
0.5072
0.3197
0.4212
0.2102
0.8424
0.4155
0.6885
0.3975
0.4525
0.4911
0.7714
0.9751
0.4023
0.4682
0.3948
0.5604
0.8461
0.2005
0.5521
0.3344
0.2369
0.8829
0.8903
0.6783
0.6240
0.7714
0.8065
0.2383
0.4442
0.2291
0.2942
0.5392
0.7088
0.2175
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0.1083
1.6055
1.0445
0.1656
1.1151
1.2461
1.1774
1.1657
0.3964
1.2047
0.7371
0.3740
1.6617
1.0339
0.8372
1.5066
2.4845
1.1399
2.3622
1.4740
0.9324
1.6547
0.0585
0.2151
1.4460
0.3492
0.2557
1.0394
1.4728
0.3788
-0.2093
0.5986
0.4467
-0.6472
-0.8099
-0.6208
-0.8680
1.3671
0.5734
0.6464
-0.1616
1.2997
1.5270
0.9268
1.6114
1 5715
0.1592
1.7701
1.1076
1.8351
-0.1167
0.6160
1.1448
-1.1302
-0.4751
-1.2462
-0.9473
-0.5743
-0.8083
-0.8155
-1.0558
0.6810
0.4833
-0.9728
0.6457
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0.2677
0.9401
0.7530
0.2533
0.7862
0.8498
0.8230
0.8184
0.4350
0.8387
0.5889
0.4304
0.9493
0.7447
0.6415
0.9235
0.9862
0.8009
0.9862
0.9134
0.6949
0.9484
0.2789
0.2387
0.9041
0.2069
0.2294
0.7484
0.9134
0.4323
0.3598
0.5189
0.4525
0.5286
0.6031
0.5181
0.6273
0.8848
0.5069
0.5419
0.3428
0.8691
0.9290
0.6931
0.9419
0.9355
0.2548
0.9631
0.7797
0.9687
0.3303
0.5272
0.8046
0.7561
0.4598
0.8050
0.6662
0.5033
0.6020
0.6064
0.7192
0.5576
0.4682
0.6806
0.5410
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0.8210
1.0902
-0.0890
0.0310
0.9769
0.9518
0.3577
0.3379
0.9543
0.3500
0.1142
0.0843
-0.1243
-0.7264
-0.3938
-0.8066
0.7862
-1.1958
0.3741
-0.7411
-0.9992
-0.3781
-0.2174
0.5264
-1.2142
-0.7220
-1.0407
0.5157
0.5424
-1.1439
-0.0521
0.6564
0.9053
0.2905
-0.2208
0.8557
1.2087
-0.1970
0.0045
-1.4423
-0.0228
-0.2196
-1.2526
-0.5564
-0.8044
-0.6089
-0.9263
0.8599
-0.8742
0.3552
-0.7169
-1.1252
0.0881
-0.1550
-0.3440
-1.2494
-0.5731
-0.5027
1.0883
1.4263
-0.7559
0.8048
1.0661
1.0346
-0.0756
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0.6332
0.7742
0.3203
0.2867
0.7134
0.7014
0.2052
0.2102
0.6706
0.2066
0.2656
0.2734
0.3328
0.5609
0.4239
0.6006
0.6147
0.7834
0.4304
0.5692
0.6937
0.4186
0.3630
0.4885
0.7914
0.5591
0.7122
0.4848
0.4977
0.7600
0.3114
0.5475
0.6811
0.2225
0.3642
0.6562
0.8406
0.3559
0.2942
0.8823
0.3019
0.3639
0.8075
0.4936
0.5994
0.5147
0.6564
0.6571
0.6316
0.2055
0.5570
0.7539
0.2723
0.3423
0.4066
0.8059
0.5030
0.4720
0.7733
0.9005
0.5759
0.6267
0.7613
0.7447
0.3169
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0.1139
0.7446
-0.9250
-0.8704
-0.1096
-1.3911
-0.5726
-0.2338
0.6133
-0.2195
-0.9891
-0.7797
-1.0485
0.1644
-1.1493
0.0221
-1.0898
0.5605
0.3877
-0.6012
0.5455
-1.1774
-1.0697
-0.6611
0.2811
-0.6341
1.1312
-1.1415
0.1007
0.9651
0.3274
-0.6801
-0.5193
0.2720
-0.8580
-0.8412
-0.5502
-1.6403
-0.1698
-0.3878
-1.2568
-0.3567
-0.9447
-0.4522
-0.3601
0.2156
0.7708
1.4566
-0.6683
-0.2556
0.9232
0.1370
0.7216
-1.0320
0.5518
-0.0124
1.1763
0.2685
0.5534
-0.7482
0.8511
-0.7667
0.7438
1.2256
-0.4247
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0.2661
0.5889
0.6553
0.6287
0.3284
0.8639
0.5027
0.3673
0.5263
0.3639
0.6887
0.5873
0.7166
0.2534
0.7631
0.2894
0.7372
0.5041
0.4341
0.5123
0.4977
0.7758
0.7278
0.5348
0.2241
0.5233
0.7935
0.7597
0.2697
0.7051
0.2122
0.5433
0.4778
0.2273
0.6237
0.6167
0.4914
0.9373
0.3466
0.4222
0.8092
0.4111
0.6652
0.4494
0.4125
0.2387
0.6055
0.9088
0.5372
0.3762
0.6931
0.2603
0.5788
0.7089
0.4995
0.2986
0.8230
0.2278
0.5005
0.5728
0.6553
0.5820
0.5889
0.8433
0.4361
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-0.3792
-1.2514
-1.4683
-1.0548
-1.0628
-1.2063

0.2768

0.7100

0.3778

0.0441
-0.5236
-1.0648

0.7448

0.1724
.0550
.6814
.6118
.5082
.1295
.4353
.3556
.2668
.6643
.4872
.9848
.6936
.0090
.3125
.4316
-1.3087
-1.2657
-0.8742
-1.6310
-1.6963

0.1585
-0.8601
-0.2506
-1.5438
-1.3080
-0.2619
-1.3501
-1.4861
-0.9217
-0.7843
-1.9236

0.4356
-0.7294

0.3566
-0.6999
-0.7588

0.9774
-0.0668
-0.8329
-1.0253
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The output threshold used for prediction is 0.3725.

0.4191
0.8072
0.8908
0.7187
0.7234
0.7875
0.2255
0.5724
0.4323
0.2828
0.4794
0.7247
0.5889
0.2516
0.3120
0.5576
0.5263
0.4811
0.9862
0.4498
0.4109
0.8535
0.5493
0.4661
0.7207
0.5622
0.7364
0.3966
0.4470
0.8297
0.8120
0.6316
0.9352
0.9498
0.2550
0.6244
0.3744
0.9136
0.8297
0.3784
0.8466
0.8972
0.6525
0.5892
0.9828
0.4498
0.5622
0.2055
0.5516
0.5772
0.7152
0.3147
0.6123
0.7056

** The confidence value is (1 - sensitivity) for positive predictions,

and (1 - specificity) for negative predictions.
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