Supplementary material for Newman et al. (2000) Proc. Natl. Acad. Sci. USA 97 (24),
13203-13208.

Table 1. Putative coiled-coil regions used in this study

Construct*  Systematic Name ~ Yeast Proteome  Regionused’  Dimer score’ Interactions®
1 Y FLOO8W SMC1 159-497" 0.99 A B
2 Y FLOO8W SMC1 688—929'” 0.99 A, B
3 Y FLOOBW SMC1 688-1076" 0.99 A B
4 YDL181W INH1 37-84 0.99 A B
5 YHL010C YHL010C 477-560 0.96 A
6 YKL179C YKL179C 44-113 0.62

7 YKL179C YKL179C 159-222 0.63

8 YKL179C YKL179C 217-354 0.63 A
9 YKL179C YKL179C 382-455 0.96

10 YKL179C YKL179C 484-548 0.60 A
11 YLR131C ACE2 171-253 0.95 A
12 Y DR499W Y DR49OW 76-152 0.93

13 YLLO26W HSP104 447-519 0.93

14 YHLO009C YAP3 144-220 0.93

15 YDR184C ATC1 235-293 0.93

16 YDLO72C YDLO72C 156-202 0.92 B
17 YMR117C SPC24 241367 0.92 A
18 YMR117C SPC24 72-136 0.92 A B
19 YLR190W YLR190W 280-347 0.92

20 YLR190W YLR190W 342-400 0.28 A B
21 YCL029C BIK1 178-400" 0.92 B
22 YCL029C BIK1 346-409 0.92

23 YBRO57C MUM?2 169-236 0.92

24 YBRO57C MUM?2 233-294 0.24 B
25 YBRO57C MUM?2 310-365 0.31

26 YKLO50C YKLO50C 481-547 0.92 B
27 YKL023W YKL023W 143-228 0.92

28 Y OL069W NUF2 124-449" 0.91 A B
29 Y CLO24W Y CLO24W 520-583 0.91

30 YLR314C CDC3 427-516 0.91 B
31 Y JLO36W SNX4 330-394 0.90

32 Y OR195W SLK19 277-821" 0.90 A B
33 YNLO79C TPM1 1-198 0.90 A
34 Y1L138C TPM2 1-160 0.90 A B
35 YPL146C YPL146C 307-380 0.90

36 YLLO21W SPA2 267-410 0.89 B
37 Y GRO59W SPR3 439-505 0.89 B
38 YLR429W CRN1 589-650 0.89 A B
39 Y CRO86W Y CRO86W 7-86 0.88 B
40 YIR018W YAP5 61-148 0.87 A
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133 YOL145C CTR9 484-528 0.77
134 Y OR058C ASE1 478-540 0.29
135 YOR127W RGA1 585-668 0.76 A
136 Y OR269W PAC1 74-140 0.78 A,
137 YPLO18W CTF19 27-100 0.78 B
138 YPL115C BEM3 39-104 0.79
139 YPL155C KIP2 495-554 0.43 A
140 YPL155C KIP2 495-702" 0.43 A,
141 YPL242C 1QG1 741-810 0.78
142 Y PL255W BBP1 309-368 0.15
143 YPR141C KAR3 843847 0.47 A,
144 YERO16W BIM1 161229 0.33
145 Y GL093W SPC105 583-714" 0.12 B
146 YIL144W TID3 361-690" 0.69 A,
147 Y1L144W TID3 511-690" 0.69 A,
148 YPL124W NIP29 1-52 0.44 A
149 YPL124W NIP29 124-180 0.09 A,
150 YPL124W NIP29 1-180" 0.44 A,
151 YER018C SPC25 4-76 0.01 B
152 Y JROGOW CBF1 272-331 0.10
153 YDR201W SPC19 1-44 0.23
154 YDR201W SPC19 61-1647 0.23
155 YDR201W SPC19 1-1647 0.23
156 YELO009C GCN4 227-281 0.72
157 YER111C SWi4 856-927 0.23
158 YER111C Swi4 926-974 0.08
159 YDR146C SWiI5 169-232 0.83 A
160 YLR182W SWI6 553-645 0.68
161 Y OLO004W SIN3 468-517 0.08
162 Y OL004W SIN3 892-922 0.01
163 YNL103W MET4 591-650 0.57 A,

From the Y east Proteome Database, Version 9.46A (1).

*DNA corresponding to each putative coiled-coil region was subcloned into the pGAD-C1
and pGBDU-C1 vectors (2) to yield two plasmids denoted p(Construct)A and
p(Construct)B, respectively (see Materials and Methods).

TAmino acid sequences encoded by two-hybrid plasmids used in this study. Primers were
chosen using primer 3 (see Materials and Methods) to lie within aregion corresponding to
up to 42 nucleotides adjacent to the ends of the predicted coiled coil and up to 20
nucleotides into the predicted coiled-coil sequence.

*Coiled-coil scores for the regions denoted at left were calculated using the program
MULTICOIL (3).



SActivation-domain fusion constructs that interact in the two-hybrid assay are denoted A.
DNA-binding-domain constructs that interact are denoted B.

" Denotes aregion predicted to contain multiple coiled coils.
IConstruct 68 isidentical to 111.
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