Supplementary Figures S1 - S6

cluster 723 — Ser/Thr Kinases

O.s. 8357.m03326

S.sp. sll0776
0,
84%| 188% H.s. 043293

D.m. Q8MLDS
100% g
o| “—90% O.s. 8360.m00016

82%| | S.c. Q12263
C.e. AAM29672
D.m. QIW1B0
H.s. QIULU5
N H.s. QOP2I6

96%

61%

C.e. P92199
H.s. Q8IWQ7
100%] J CDC4-binding

H.s. Q86XX3 | -~
95%| H.s. 86XX2
D.m. QIVXE3

1 D.m. QOVTY8
100%~ M.m. P70335
H.s. 075116
C.e. 001583

H.s. Q09013

H.s. QOHC79
100% H.s. Q13464

M.m. P70336

100%] H.s. Q86UQ9

' M.m. 088938

] ROCK-2
H61%
H65%

] ROCK-1

] Citron kinase

Figure S1: Phylogram of cluster 723 - Ser/Thr Kinases.
Percentages are bootstrap values (relative to 10,000). Only bootstrap values of at least
50% are shown. ROCK, Rho-associated kinase. For species name abbreviations, see

Table 1; for sequence details see Table S15.



clusters 147 and 279 — Ring Finger Proteins 20/40
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Figure S2: Phylogram of cluster 279 and 147 - Ring Finger Protein 20/40.

Percentages are bootstrap values (relative to 10,000). Only bootstrap values of at least
50% are shown. RFP, ring finger protein. For species name abbreviations, see Table 1;

for sequence details see Table S15.



clusters 754 and 953 — CASP golgin
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Figure S3: Phylogram of clusters 754 and 953 - CASP.
Percentages are bootstrap values (relative to 10,000). Only bootstrap values of at least
50% are shown. CASP, CDP/cut alternatively spliced product; Coylp, CASP of yeast.

For species name abbreviations, see Table 1; for sequence details see Table S15.



cluster 151 — Uso1p/p115/TAP/VDP vesicle tethering
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Figure S4: Phylogram of cluster 151 - VDP/P115.
Percentages are bootstrap values (relative to 10,000). Only bootstrap values of at least
50% are shown. VDP, vesicle docking protein; TAP, transcytosis-associated protein. For

species name abbreviations, see Table 1; for sequence details see Table S15.



cluster 612 — RUN-domain and FYVE-domain containing
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Figure S5: Phylogram of cluster 612 - RUFY.

Percentages are bootstrap values (relative to 10,000). Only bootstrap values of at least
50% are shown. EEA, early endosome antigen; PARF, PH-domain and RCC1, FYVE 1;
RUFY, RUN-domain and FY VE-domain containing protein. For species name

abbreviations, see Table 1; for sequence details see Table S15.



cluster 289 — Guanylate-binding proteins
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Figure S6: Phylogram of cluster 289 - Guanylate-binding proteins.
Percentages are bootstrap values (relative to 10,000). Only bootstrap values of at least
50% are shown. GBP, Guanylate-binding protein. For species name abbreviations, see

Table 1; for sequence details see Table S15.



