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0.100.940.470.570.580.480.480.59

0.10 0.970.490.570.610.520.500.60

0.940.97 0.950.930.950.901.000.94

0.470.490.95 0.540.570.520.470.57

0.570.570.930.54 0.580.540.600.60

0.580.610.950.570.58 0.530.570.46

0.480.520.900.520.540.53 0.510.56

0.480.501.000.470.600.570.51 0.61

0.590.600.940.570.600.460.560.61

A  sequence (T024)
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0.400.870.420.470.440.400.420.54

0.40 1.000.580.520.510.580.550.60

0.871.00 1.000.910.890.950.950.93

0.420.581.00 0.510.480.470.490.49

0.470.520.910.51 0.420.520.490.53

0.440.510.890.480.42 0.440.440.47

0.400.580.950.470.520.44 0.470.54

0.420.550.950.490.490.440.47 0.53

0.540.600.930.490.530.470.540.53

B  pocket geometry (T025)
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0.450.670.420.490.190.290.400.30

0.45 1.000.710.690.790.730.670.45

0.671.00 0.930.880.610.660.750.83

0.420.710.93 0.640.420.100.580.08

0.490.690.880.64 0.530.560.640.58

0.190.790.610.420.53 0.330.230.49

0.290.730.660.100.560.33 0.440.33

0.400.670.750.580.640.230.44 0.62

0.300.450.830.080.580.490.330.62

C  interaction fingerprint (T026)
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0.430.930.650.540.880.750.770.65

0.43 1.000.600.750.850.850.960.88

0.931.00 0.820.670.671.001.001.00

0.650.600.82 0.240.380.570.460.48

0.540.750.670.24 0.920.450.880.29

0.880.850.670.380.92 0.890.910.89

0.750.851.000.570.450.89 0.730.50

0.770.961.000.460.880.910.73 0.95

0.650.881.000.480.290.890.500.95

D  ligand profile (T027)
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0.350.850.490.520.520.480.520.52

0.35 0.990.600.630.690.670.670.63

0.850.99 0.920.850.780.880.930.93

0.490.600.92 0.480.460.410.500.41

0.520.630.850.48 0.610.520.650.50

0.520.690.780.460.61 0.550.540.58

0.480.670.880.410.520.55 0.540.48

0.520.670.930.500.650.540.54 0.68

0.520.630.930.410.500.580.480.68

E  combined (equal weight) provenance of the FOUR numbers combined
T024, T025, T026: recomputed here from raw observations and

verified against the shipped matrix
T027: shipped matrix only - denominators unknown

0.0 0.2 0.4 0.6 0.8 1.0
min-max normalised distance  (0 = most similar, 1 = most distant)

Four views of kinase similarity, all on one explicit kinase order

Each cell is a distance; each view is min-max normalised on its own scale (85-position pocket-sequence distance -> T024 sequence; KiSSim fingerprint distance -> T025
pocket geometry; Jaccard distance over 595 IFP bits -> T026 interaction fingerprint; 1 - shared-active fraction -> T027 ligand profile). Colours are therefore

comparable across panels but absolute magnitudes are not. Grey diagonal = excluded self-comparison (defined 0). PI3K is the farthest kinase FROM EGFR in all four views;
but it is not the farthest partner of every kinase (T026 interaction fingerprint: CDK2, LCK; T027 ligand profile: BRAF, CDK2). EGFR's own nearest neighbour is ErbB2 in

the sequence view, ErbB2 in the pocket-geometry view, CDK2 in the interaction-fingerprint view and ErbB2 in the ligand-profile view - i.e. ErbB2 in three of the four.
This is a statement about EGFR's nearest neighbour, not about the globally closest pair: the globally closest pair is EGFR-ErbB2 in T024 and T025, but VEGFR2-p38a in

T026 and BRAF-VEGFR2 in T027. Panel E is the equal-weight mean of panels A-D, i.e. it inherits the asymmetric provenance noted above.


