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S4 Table. Ridge regression predicting infection status of animal host on the basis of
Niemann-Pick C1 animal acid residues, distance to spillover site (m) and sampling effort.
Results provided for two models: one based on NPC1, distance to spillover site and sampling
effort; the other based only on NPC1 residues. For each predictor, a coefficient estimate is
provided, along with accompanying t-value and p-value. Bold faced predictors are significant at
o of 0.05. Italicized predictors are significant at o of 0.1.

NPC1 with distance to spillover and

sampling effort NPC1 sequences

Estimate t value Pr(>|t) Estimate t value Pr(>t)
P410 Q -0.116 -0.212 0.832 -0.246 -0.390 0.697
P410 R 0.116 0.212 0.832 0.246 0.390 0.697
P413 P -0.418 -1.467 0.143 -0.429 -1.354 0.176
P413 T 0.418 1.467 0.143 0.429 1.354 0.176
P414 H -0.279 -0.969 0.333 -0.339 -1.086 0.277
P414 L 0.104 0.514 0.607 0.132 0.618 0.537
P414 N -0.045 -0.157 0.875 -0.032 -0.098 0.922
P414' Y 0.577 1.372 0.170 0.647 1.411 0.158
P415 N 0.418 1.467 0.143 0.429 1.354 0.176
P415 S -0.468 -0.908 0.364 -0.560 -0.984 0.325
P415 T 0.139 0.311 0.756 0.209 0.424 0.671
P416 A 0.268 0.655 0.513 0.281 0.622 0.534
P416 D 0.178 0.517 0.605 0.189 0.495 0.621
P416 K 0.577 1.372 0.170 0.647 1.411 0.158
P416_P -0.864 -2.035 0.042 -0.945 -2.010 0.044
P416 Q 0.418 1.467 0.143 0.429 1.354 0.176
P416 S -0.355 -1.079 0.281 -0.346 -0.934 0.350
P417 1 0.435 0.767 0.443 0.376 0.587 0.557
P417 K 0.104 0.514 0.607 0.132 0.618 0.537
P417 M 0.631 1.215 0.225 0.743 1.296 0.195
P417 P -0.667 -1.426 0.154 -0.732 -1.406 0.160
P417 S 0.418 1.467 0.143 0.429 1.354 0.176
P417 T -0.262 -0.730 0.465 -0.338 -0.869 0.385
P417 V -0.237 -0.644 0.520 -0.207 -0.507 0.612
P418 H -0.577 -1.372 0.170 -0.647 -1.411 0.158
P418 S 0.577 1.372 0.170 0.647 1.411 0.158

P419 1 -0.194 -0.289 0.773 -0.185 -0.242 0.809
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