Supplemental Table 1. Output provided by the FATCAT structural similarity server. The top twenty closest structures are shown with corresponding sequence id¢
for equivalent positions. Averages for each column are shown. For detailed explanation, see http://fatcat.burnham.org.

Searching database: Feb26-14_pdb_90 (PDB Feb26-14 version, 90% non-redundant set with 33308 structures)

Notes: the hits are ranked by the P-value threshold (only hits with P-value < 0.05 are significantly similar to the query; others are just for reference); the code
for each structure is listed in the table; move the mouse over the structure ID for the description of each structure; click on the structure ID to retrieve the full

The list of similar structures with probability < 5.00e-02

no structure  |code length score P-value twist opt-len opt-rmsd |chain-rmsd|align-len  |gap seqg-ide(%)
1|1ee6A 1eebA 197 145.12| 6.60E-05 0 169 2.67 2.1 246 77 4.07
2[1bheA 1bheA 376 181.78| 9.48E-05 0 204 3.04 2.73 314 110 7.01
3[1xg2A 1xg2A 317 181.27[ 9.50E-05 0 180 3.17 3.68 253 73] 7.51
4|1gg8A 19q8A 319 178.98[ 1.07E-04 0 178 3.1 3.65 252 74 5.56
5[1gjvA 1gjvA 342 183.98| 1.29E-04 0 174 3.09 3.6 289 115 5.88
6[3zscA 3zscA 329 162.97| 1.53E-04 0 201 3 2.4 297 96 9.09
7[4nk6A 4nk6A 424 182.9| 1.57E-04 0 208 3.02 3.04 296 88 10.14
8[3t9gA 3t9gA 196 141.37| 2.60E-04 0 162 3.1 3.58 201 39 6.97
9[3uwOA 3uwO0A 320 173.37| 2.66E-04 0 166 3.19 3.72 260 94/ 5
10[2inuA 2inuA 399 164.15| 3.65E-04 0 206 3.02 3.1 316 110 6.33
11]1ru4A 1ru4A 400 170.46| 3.75E-04 0 193 3.05 3.24 287 94 9.41
12|1pclA 1pclA 355 155.65| 4.10E-04 0 199 3.03 2.28 318 119 6.6
13|3vmvA 3vmvA 324 148.11] 4.41E-04 0 198 3.02 3.91 288 90 5.21
14|1pxzA 1pxzA 346 152.52| 5.17E-04 0 195 3.06 2 295 100 6.44
15[3grhA 3grhA 397 172.76| 6.24E-04 0 172 3.13 3.49 304 132 7.57
16[4mxnA 4mxnA 225 135.88| 6.24E-04 0 159 3.03 3.53 234 75| 14.1
17|1airA 1airA 352 156.41| 7.21E-04 0 173 3 3.34 263 90 8.75
18|1gcxA 1gcxA 359 144.89| 9.12E-04 0 195 3 3.54 337 142 7.42
19|2gx3A 2gx3A 330 1471 9.97E-04 0 171 3 3.2 255 84 8.63
20| 1k8fA 1k8fA 157 122.79] 1.36E-03 0 127 3.01 3.4 209 82 4.31
Average = 3.0365 3.1765 275.7 7.3
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