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Supplementary Information

Table S1. Number of seconds/ acceleration data points that the focal dingo was observed
doing each behaviour, summed over eight sampling sessions.

Individual dingo

Behaviour Dingo 1 Dingo 2 Dingo 3 Total
Lat. lying inactive 115 38 14 167
Stern. lyng inactive 45 20 0 65
Lat. lying alert 2 0 113 115
Stern. lying alert 194 245 481 920
Sitting 221 41 28 290
Standing 1703 791 1230 3724
Drinking 0 15 23 38
Lat. lying groom 0 0 58 58
Searching 431 253 332 1016
Walking 763 611 569 1943
Collar discomfort 28 16 0 44
Trotting 150 129 139 418
Playing 62 215 16 293
Running 122 82 65 269
Total 3836 2456 3068 9360
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Table S2. Nine sets of predictor variables were generated to test the effect of variable choice

and number on model accuracy.

Click here to Download Table S2

Table S3. Top 50 best performing Random Forest models, ranked by TSS score. Moving
window centred on each data point. Rank 3 (in bold) was selected to be our best model
because it possessed high evaluation metrics when using a low number of predictor variables
and decision trees (ie. most parsimonious model with high TSS), and had the lowest range of

accuracy measures across the 14 behaviours.

Click here to Download Table S3
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http://www.biologists.com/JEB_Movies/JEB184085/TableS2.xlsx
http://www.biologists.com/JEB_Movies/JEB184085/TableS3.xlsx
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Table S4. Confusion matrix comparing the predicted behaviours (rows) from our best random forest model to true behaviours (columns),
confirmed by video recordings. True positive (TP) classifications are denoted n bold and threshold was set at 0.3.

o

g E 5 2 w2 2 2 5 £ 2 g 2 =2 &

= = 2 ¢ 7 4 & =2 F 5 5z & &

E g — 7 3 S

Lat. lying inactive 17 0 0 0 0 0 0 0 0 0 0 0 0 0
Stern. lying mactive 0 6 0 0 0 0 0 0 0 0 0 0 0 _5
Lat. lying alert 0 0 10 0 0 0 0 0 0 0 0 0 0 0 -g
Stern. lying alert 0 1 0 85 0 3 0 0 0 0 0 0 0 0 ug
Sitting 0 0 0 0 25 0 0 0 0 0 0 1 0 0 %
3
Standing 0 0 1 0 0 344 0 0 2 26 0 6 0 4 5
Drinking 0 0 0 0 0 0 3 0 0 0 0 0 0 0 é
Lat. lying groom 0 0 0 0 0 0 0 6 0 0 0 0 0 0 §'
Searching 0 0 0 2 0 2 0 0 93 8 0 0 0 3 >
Walking 0 0 0 0 3 14 1 0 4 154 0 14 1 3 g
Collar discomfort 0 0 0 0 0 0 0 0 0 0 4 0 0 0 %
Trotting 0 0 0 0 0 0 0 0 0 2 0 17 1 1 E
Playing 0 0 0 0 0 0 0 0 1 0 0 0 26 0 'é
Running 0 0 0 0 0 1 0 0 0 1 0 2 0 14 o
Not classified* 0 0 0 0 0 2 0 0 0 0 0 1 0 1 QC—O;
* enotes omission, where the model did not assign any behaviour to the input data at our chosen threshold of 0.3. %
<
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Table S5. Confusion matrix displaying the paired comparisons of the Tukey’s HSD test. P-values are presented above the diagonal and
difference between the means is presented below the diagonal. Row and column numbers correspond to: Lat. lymg mactive (1), Stern. lying
mactive (2), Lat. lying alert (3), Stern. lyng alert (4), Sitting (5), Standing (6), Drinking (7), Lat. lying groom (8), Searching (9), Walking (10),
Collar discomfort (11), Trotting (12), Playing (13), Running (14).

1 2 3 4 5 6 7 8 9 10 11 12 13 14

1 1.00 0.997 0.255 0.174 <0.001 0.078 <0.001 <0.001 <0.001 <0.001 <0.001 <0.001 <0.001

2 4.39 1.00 0.987 0.933 0.095 0.376 0.027 <0.001 <0.001 <0.001 <0.001 <0.001 <0.001

3 11.00 6.60 1.00 0.922 0.07 0.538 0.038 <0.001 <0.001 <0.001 <0.001 <0.001 <0.001

4 17.85 13.46 6.85 1.00 <0.001  0.709 0.038 <0.001 <0.001 <0.001 <0.001 <0.001 <0.001 5

5 21.91 17.52 10.92 4.06 0.276 0.917 0.192 <0.001 <0.001 <0.001 <0.001 <0.001 <0.001 'é

6 34.76 30.36 23.76 16.91 12.84 0.845 <0.001 <0.001 <0.001 <0.001 <0.001 <0.001 qg

7 44 .61 40.22 33.61 26.76 22.70 9.86 1.00 0.505 0.104 <0.001 <0.001 <0.001 <0.001 %

8 53.86 49.47 42.86 36.01 31.95 19.10 9.25 0.761 0.168 <0.001 <0.001 <0.001 <0.001 :,E,

9 74.87 70.47 63.87 57.02 52.95 40.11 30.26 21.01 0.123  <0.001 <0.001 <0.001 <0.001 é

10 83.98 79.59 72.99 66.14 62.07 49.23 39.38 30.13 9.12 <0.001 <0.001 <0.001 <0.001 §'

11 165.03 160.63 154.03 147.18 143.11 130.27 12042 111.17 90.16 81.04 1.00 <0.001 <0.001 é

12 175.82 17143 16482 15797 15391 141.06 131.21 12196 100.95 91.83 10.79 <0.001 <0.001 .73
(a]

13 237.80 23341 226.81 21995 215.89 203.05 193.19 183.94 16294 153.82 72.78 61.98 <0.001 IS

14 37432 36993 36332 356.47 352.41 339.57 329.71 32046 299.45 290.34 209.29 198.50 136.52 é
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Figure S1. The mean predictive ability (TSS) of our best model weighted by the number of samples that could not be classified at each
threshold. The dotted line indicates the threshold we assigned to our model. Mean TSS scores were calculated from our ten-fold out-of-sample

validation.
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