
Dataset genomic region PS SS #days to
first sam-
pling

#time
points
recipient

# se-
quences
recipient

# se-
quences
donor

BC
Andreo et al. [1] env exp exp 183 2 13 16
Blanchard et al. [2] env exp exp 1149 1 2 6

gag con con ” ” 2 5
Cornelissen et al. [3] env con con 21 2 20 8

gag exp exp ” ” 20 9
Diaz-Zhang et al. [4]

source→recipA env con con 791 4 39 61
source→recipB ” ” ” 670 5 56 ”

Kao et al. [5] env log log 316 1 11 31
Metzker et al. [6] env exp exp 420 1 50 50
Wolfs et al. [7] env con con 30 1 8 9

gag exp exp ” 1 10 8
mean 447,5 2,1 19,3 20,3

median 368 1,5 12 9

HET
Boeras et al. [8]

RW36 env exp exp 5 1 41 59
RW56 env exp exp 31 1 39 58

ZM201 env log log 14 1 46 93
ZM216 env log log 14 1 59 75
ZM221 env exp log 14 1 72 71
ZM238 env exp exp 47 1 38 72
ZM242 env exp exp 14 1 31 44
ZM292 env exp exp 14 1 39 71

Derdeyn et al. [9]
13 env con con 123 1 16 23
53 env exp exp 23 1 19 34
55 env exp exp 14 1 16 36
71 env exp exp 14 1 11 10
83 env log log 20 1 11 12

106 env con con 53 1 13 12
109 env exp exp 14 1 13 13
135 env exp exp 26 1 20 32

Haaland et al. [10]
RW19 env exp exp 5 1 40 40
RW35 env log log 5 1 40 37
RW41 env exp exp 5 1 40 40
RW53 env exp exp 14 1 42 36
RW57 env exp exp 5 1 42 40
RW66 env exp exp 14 1 41 42

ZM190 env log log 14 1 48 35
ZM198 env exp exp 20 1 41 42
ZM205 env log log 16 1 32 45
ZM229 env exp exp 5 1 27 22
ZM243 env exp exp 14 1 45 36
ZM248 env log log 20 1 57 56

Hayman et al. [11]
don1→3 env con con 1462 1 3 10

don1→19 ” ” ” 367 1 3 ”
don1→22 ” ” ” 1827 1 6 ”

Continued on next page
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Table 1 – continued
from previous page

Dataset genomic region PS SS #days to
first sam-
pling

#time
points
recipient

# se-
quences
recipient

# se-
quences
donor

don17→23 env log log 913 1 3 6
Liu et al. [12]

D env exp exp 61 1 11 19
E env exp exp 61 1 15 16
F env exp exp 39 1 14 15
G env exp exp 23 1 13 14
I env log log 52 1 9 15
J env exp exp 5 1 10 13

Scaduto et al. [13]
CC 01→02 env exp exp 101 1 20 20

01→03 ” ” ” 606 1 20 ”
01→04 ” ” ” 777 1 20 ”
01→05 ” ” ” 697 1 20 ”
01→06 ” ” ” 737 1 20 ”
01→07 ” ” ” 471 1 20 ”

CC 01→02 pol exp exp ” ” 20 20
01→03 ” ” ” ” ” 20 ”
01→04 ” ” ” ” ” 20 ”
01→05 ” ” ” ” ” 20 ”
01→06 ” ” ” ” ” 20 ”
01→07 ” ” ” ” ” 20 ”

WA 04→01 env exp exp 132 1 20 20
04→02 ” ” ” 161 1 20 ”
04→03 ” ” ” 511 1 20 ”
04→05 ” ” ” 205 1 19 ”
04→06 ” ” ” 207 1 17 ”

WA 04→01 pol exp exp ” ” 20 20
04→02 ” ” ” ” ” 20 ”
04→03 ” ” ” ” ” 20 ”
04→05 ” ” ” ” ” 19 ”
04→06 ” ” ” ” ” 17 ”

Wolfs et al. [7] env exp exp 5 1 8 8
mean 203,9 1 24,7 33,7

median 23 1 20 34

MSM
Bailey et al. [14] gag exp exp 9493 4 38 6
Butler et al. [15]

sourceABC→A env exp exp 83 1 10 53
sourceABC→B ” ” ” 71 1 8 ”
sourceABC→C ” ” ” 48 1 5 ”

D env exp exp 128 1 13 13
E env exp exp 73 1 17 22
F env exp exp 84 1 19 44

Edo-Matas et al. [16] env log log 2994 4 40 23
Edwards et al. [17] env log log 242 4 67 33

gag log log ” 4 64 39
Frost et al. [18]

004-007 env exp exp 10 1 12 12
206-201 env exp exp 10 1 11 12

Continued on next page
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Table 1 – continued
from previous page

Dataset genomic region PS SS #days to
first sam-
pling

#time
points
recipient

# se-
quences
recipient

# se-
quences
donor

206-204 env exp exp 10 1 12 13
512-558 env exp exp 104 1 14 11
512-559 env exp exp 104 1 11 11
551-550 env exp exp 10 1 12 13
564-557 env exp exp 10 1 15 14

Herbeck et al. [19]
1 gag exp exp 36 15 304 20
1 env log log ” 12 418 21
1 pol exp exp ” 12 152 10
2 gag exp exp 13 1 18 10
2 env exp exp ” ” 18 10
2 pol exp exp ” ” 18 10
3 gag exp exp 30 1 93 10
3 env exp exp ” ” 93 10
3 pol exp exp ” ” 93 10
4 gag exp exp 20 1 30 38
4 env exp exp ” ” 30 38
4 pol exp exp ” ” 30 38

Lawson et al. [20] env exp exp 5 2 19 10
Li et al. [21]

AD18-AD17 env exp exp 10 1 25 17
AD75-AD77 env con con 10 1 27 19

AD83-04013240 env exp exp 10 1 66 22
LAC-HOBR env exp log 10 1 21 13

Rachinger et al. [22]
pat3→1 env log log 153 5 46 65
pat3→2 ” ” ” 284 6 61 ”
pat3→1 gag log log ” 5 46 63
pat3→2 ” ” ” ” 7 46 ”
pat3→1 pol exp exp ” 2 26 24
pat3→2 ” ” ” ” 3 15 ”

mean X X X X
median X X X X

Overview of the examined transmission chains. For each article in which we found useful data, we detail

from what genomic region the sequences originate (env = Envelope, gag = Gag polyprotein, pol = Polymerase). We

also give the number of sequences by recipient and donor and what demographic model came out best by the path

sampling (PS) and stepping stone sampling (SS) marginal likelihood estimators (exp = exponential, con = constant,

log = logistic). We also also specify the time between the most recent boundary of the transmission interval and

the first sampling of the recipient as well as the number of available time points for the recipient. When multiple

transmission chains were available, we kept the original naming and specify all details for each chain separately.

Similarly, when a chain comprises multiple transmission events, the data are specified per event.
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Table 1: Overview of the dataset composition.

risk group # transmission chains gag pol env

BC 7 (8) 3 - 7
HET 39 (50) - 2 39
MSM 24 (26) 7 5 23
total 70 (84) 10 7 69

The number of analyzed transmission chains is given, with the total number of transmission events between
brackets. The majority of the chains (60/70, 85.7%) represent 1 transmission event (range: 1 to 6).
Sometimes, data of multiple genomic regions were available, augmenting the total number of datasets to n
= 86. The number of chains is also given for each genomic region. Most data are available of the env region.
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Table 2: Results of the fixed effects analyses.

bottleneck size difference δ conditional effect size3 average bottleneck size (%)4

as model test1 no 3.4E-2 -0.48 (-3.15, 1.43) 96.5 (99.42)
all logistic2 no 1.6E-1 -3.15 (-15.92, 6.53) 96.2 (98.69)

1 The demographic model of each dataset was specified according to the model selected by the PS and SS
marginal likelihood estimators.
2 In this analysis, all transmission chains were parametrized using the logistic growth model.
3 This is the mean effect size and HPD interval (in ln units) of the predictor conditioned on inclusion of the
effect in the model (i.e., βi|δi = 1).
4 The average percentage of genetic diversity lost at transmission calculated using all datasets. The value
between brackets was obtained after excluding the dataset with the smallest transmission bottleneck.
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Table 3: Risk group evolutionary rate dataset characteristics.

subtype risk group (# taxa) date range % male

A1 HET (44) 1986-2008 29.5
IDU (23) 1997-2007 55.5

B HET (54) 1996-2009 44.4
MSM (73) 1983-2012 100

CRF01 AE HET (77) 1990-2009 48.71

MSM (57) 2007-2011 100

1 In these datasets there were a number of taxa with unknown gender origins. The reported male
proportion does not take these into account.
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