
 
Figure S1: motifs are situated in disordered context 
 
 

 

position PDZ WW SH3 SH2 PDZ_backgroundWW_backgroundSH3_background
-40 0.33805056 0.46422414 0.44743881 0.36709264 0.26377164 0.37168322 0.3461357
-39 0.33695281 0.46646207 0.45317313 0.37147248 0.26377164 0.37168322 0.3461357
-38 0.33960899 0.46658793 0.45310896 0.37129541 0.26377164 0.37168322 0.3461357
-37 0.34629438 0.48599153 0.46204776 0.37772661 0.26377164 0.37168322 0.3461357
-36 0.3429573 0.48960847 0.45454179 0.37623639 0.26377164 0.37168322 0.3461357
-35 0.34465618 0.48272712 0.45957612 0.3770422 0.26377164 0.37168322 0.3461357
-34 0.34795843 0.48919661 0.47185075 0.37858685 0.26377164 0.37168322 0.3461357
-33 0.35251573 0.49102712 0.47503529 0.38104037 0.26377164 0.37168322 0.3461357
-32 0.34819663 0.48659492 0.48818382 0.38163792 0.26377164 0.37168322 0.3461357
-31 0.34187528 0.49279492 0.49284559 0.38229573 0.26377164 0.37168322 0.3461357
-30 0.34578427 0.49393729 0.49240147 0.38191037 0.26377164 0.37168322 0.3461357
-29 0.35280225 0.49701356 0.50286912 0.38370793 0.26377164 0.37168322 0.3461357
-28 0.35141124 0.50337797 0.51685942 0.38657104 0.26377164 0.37168322 0.3461357
-27 0.35372921 0.50573559 0.5224087 0.39173902 0.26377164 0.37168322 0.3461357
-26 0.36078315 0.51809322 0.5181087 0.39586494 0.26377164 0.37168322 0.3461357
-25 0.35780112 0.51765424 0.5247942 0.39707165 0.26377164 0.37168322 0.3461357
-24 0.36088427 0.51547 0.53062899 0.39617957 0.26377164 0.37168322 0.3461357
-23 0.36803596 0.51698333 0.53314638 0.39535366 0.26377164 0.37168322 0.3461357
-22 0.36731573 0.51861 0.54135797 0.39899635 0.26377164 0.37168322 0.3461357
-21 0.37038427 0.52401667 0.54396232 0.40429544 0.26377164 0.37168322 0.3461357
-20 0.3711382 0.52823333 0.54488696 0.40817599 0.26377164 0.37168322 0.3461357
-19 0.37157079 0.53103667 0.54853478 0.40649027 0.26377164 0.37168322 0.3461357
-18 0.37692921 0.53506 0.55736957 0.41247082 0.26377164 0.37168322 0.3461357
-17 0.38020112 0.53498167 0.56170435 0.41483799 0.26377164 0.37168322 0.3461357
-16 0.38671348 0.53712667 0.57096087 0.41784225 0.26377164 0.37168322 0.3461357
-15 0.38826854 0.53435 0.57405942 0.42333313 0.26377164 0.37168322 0.3461357
-14 0.38565843 0.54361639 0.57796812 0.42809818 0.26377164 0.37168322 0.3461357
-13 0.38602921 0.54912951 0.58913913 0.43011641 0.26377164 0.37168322 0.3461357
-12 0.39337191 0.55452295 0.5851029 0.43347234 0.26377164 0.37168322 0.3461357
-11 0.40451685 0.55550164 0.59178986 0.43760486 0.26377164 0.37168322 0.3461357
-10 0.40167416 0.55667742 0.59677971 0.44428116 0.26377164 0.37168322 0.3461357
-9 0.39755955 0.55287419 0.60069855 0.44282736 0.26377164 0.37168322 0.3461357
-8 0.40129438 0.54899839 0.60817826 0.44462188 0.26377164 0.37168322 0.3461357
-7 0.40149438 0.55681452 0.61697971 0.44496778 0.26377164 0.37168322 0.3461357
-6 0.4028236 0.55350161 0.63504143 0.44682948 0.26377164 0.37168322 0.3461357
-5 0.41482921 0.55769355 0.64082 0.45702576 0.26377164 0.37168322 0.3461357
-4 0.42315618 0.56998548 0.65177714 0.46699576 0.26377164 0.37168322 0.3461357
-3 0.42054944 0.56615806 0.65736714 0.47177697 0.26377164 0.37168322 0.3461357
-2 0.43454045 0.54759516 0.6603 0.46835333 0.26377164 0.37168322 0.3461357
-1 0.4435573 0.55415806 0.66406571 0.43302455 0.26377164 0.37168322 0.3461357
0
1 0.5859678 0.66396286 0.42677195 0.37168322 0.3461357
2 0.58401864 0.65797571 0.46318704 0.37168322 0.3461357
3 0.57112712 0.6551 0.46915733 0.37168322 0.3461357
4 0.56028793 0.64417714 0.46479899 0.37168322 0.3461357
5 0.55446897 0.64161857 0.47669932 0.37168322 0.3461357
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The graph demonstrates the increased predicted disorder in the flanking regions of PDZ, WW, SH3 and SH2 binding motifs. Proteins that include a certain motif type were assigned with predicted disorder (using IUPred, values range from 0 to 1 and are denoted on the y-axis) for each position. The ‘background’ disorder tendency was defined by the average disorder of the complete sequences of all proteins that include a certain motif (dashed lines). The x-axis denotes positions relative to each of the motifs. “0” indicates the motif’s position (with no y-values). Positive and negative values represent positions that are N-terminal or C-terminal to the motifs, respectively. We took all proteins that include a certain motif, aligned them by the motif positions, and computed the average predicted disorder at each position (solid lines).
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Figure S1: The disordered contexts of the motifs




