Dataset genomic region PS SS  interval #time 7# se- # se-

trans- points quences quences
mission recipient recipient donor
BC
Andreo et al. [1] env exp exp 180-210 2 13 16
Blanchard et al. [3] env exp exp 1149- 1 2 6
1514
gag con con 7 7 2 5
Cornelissen et al. [6] env con con 21 2 20 8
gag exp exp 7 ? 20 9
Diaz-Zhang et al. [§]
source—recipA  env con con 580-609 4 39 61
source—recipB 7 ? ” 646-675 5 56 ”
Kao et al. [15] env log log 316 1 11 31
Metzker et al. [19] env exp exp 150-420 1 50 50
Wolfs et al. [22] env con con 30 1 8 9
gag exp exp 7 1 10 8
mean 384 2.1 19,3 20,3
median 248 1,5 12 9
HET
Boeras et al. [4]
RW36 env exp exp 14-114 1 41 59
RW56  env exp exp 5-20 1 39 58
ZM201 env log log 10-41 1 46 93
ZM216  env log log 10-41 1 59 75
ZM221  env exp log 10-41 1 72 71
ZM238 env exp exp 10-50 1 38 72
ZM242  env exp exp 10-41 1 31 44
ZM292  env exp exp 16-34 1 39 71
Derdeyn et al. [7]
13 env con con 14-112 1 16 23
53  env exp exp 24-121 1 19 34
55 env exp exp 14-112 1 16 36
71 env exp exp 14-112 1 11 10
83 env log log  20-127 1 11 12
106  env con con 53-157 1 13 12
109 env exp exp 14-112 1 13 13
135 env exp exp 26-136 1 20 32
Haaland et al. [12]
RW19 env exp exp 14-124 1 40 40
RW35 env log log 14-124 1 40 37
RW41 env exp exp 14-122 1 40 40
RW53 env exp exp 10-45 1 42 36
RW57  env exp exp 14-122 1 42 40
RW66  env exp exp 10-47 1 41 42
ZM190  env log log 10-41 1 48 35
ZM198  env exp exp 10-88 1 41 42
ZM205 env log log  10-58 1 32 45
ZM229  env exp exp 14-122 1 27 22
ZM243  env exp exp 14-32 1 45 36
ZM248  env log log  10-89 1 57 56
Hayman et al. [13]
donl—2 env con con 366-10y* 1 3 10
donl—3 env con con 366-10y* 1 3 10

Continued on next page
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Dataset genomic region PS SS  interval F#time # se- # se-
trans- points quences quences
mission recipient  recipient  donor

donl—19 7 ” con 366-10y" 1 3 ”
donl—22 7 7 7 731-10y* 1 6 7
donl7—23 env log log 731-1460 1 3 6

Liu et al. [18]

J env exp exp 34-57 1 10 13

Scaduto et al. [21]

CC 01—02 env exp exp 451-907 1 20 20
01—03 7 7 7 599-782 1 20 7
01—04 7 7 7 770-494 1 20 7
01—05 7 7 7 690-839 1 20 ”
01—06 7 7 7 700-1337 1 20 7
01—07 7 7 7 464-644 1 20 7

CC 01—02 pol exp exp 7 7 20 20
01—03 7 7 7 7 7 20 7
01—04 7 7 7 7 7 20 7
01—05 7 7 ” 7 7 20 ”
01—06 7 7 7 7 7 20 7
01—07 7 7 7 7 7 20 7

WA 04—01 env exp exp 97-297 1 20 20
04—02 7 7 7 129-1216 1 20 7
04—03 7 7 7 484-1249 1 20 7
04—05 7 7 ” 206-1680 1 19 ”
04—06 7 7 7 208-867 1 17 7

WA 04—01 pol exp exp 7 7 20 20
04—02 7 7 ” 7 7 20 ”
04—03 7 7 7 7 7 20 7
04—05 7 7 7 7 7 19 7
04—06 7 7 ” 7 7 17 ”

Wolfs et al. [22] env exp exp 14-163 1 8 8

mean 206 1 26.1 0.5
median 14 1 20 20

MSM

Bailey et al. [2] gag exp exp 1675- 4 38 6
8248

Butler et al. [5]

sourcceABC—A  env exp exp 83 1 10 53
sourccABC—B 7 7 ” 44 1 8 ”
sourcceABC—C 7 7 7 21 1 5 ?

D env exp exp 128 1 13 13

E env exp exp 73 1 17 22

F  env exp exp &4 1 19 44

Edo-Matas et al. [9] env log log 110-124 4 40 23

Edwards et al. [10] env log log  47-62 4 67 33

gag log log 7 4 64 39

Frost et al. [11]

004-007 env exp exp 5-163 1 12 12
206-201  env exp exp 5-163 1 11 12
206-204 env exp exp 5-163 1 12 13
512-558 env exp exp 5-163 1 14 11

Continued on next page
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Dataset genomic region PS SS  interval F#time # se- # se-
trans- points quences quences
mission recipient  recipient  donor

512-559 env exp exp 5-163 1 11 11
551-550 env exp exp 5-163 1 12 13
564-557 env exp exp 5-163 1 15 14
Herbeck et al. [14]
1 gag exp exp 13-36 15 304 20
1 env log log 7 12 418 21
1 pol exp exp 7 12 152 10
2 gag exp exp &8-31 1 18 10
2  env exp exp 7 7 18 10
2 pol exp exp 7 7 18 10
3 gag exp exp 30-53 1 93 10
3 env exp exp 7 7 93 10
3 pol exp exp 7 7 93 10
4 gag exp exp 18-41 1 30 38
4 env exp exp 7 7 30 38
4 pol exp exp 7 7 30 38
Lawson et al. [16] env exp exp 10-28 2 19 10
Li et al. [17]
AD18-AD17 env exp exp 10-28 1 25 17
AD75-AD77  env con con 10-28 1 27 19
ADS83-04013240 env exp exp 10-28 1 66 22
LAC-HOBR env exp log 10-28 1 21 13

Liu et al. [18]

D env exp exp 61-84 1 11 19

E  env exp exp 56-79 1 15 16

F  env exp exp 34-57 1 14 15

G env exp exp 18-41 1 13 14

I env log log  28-51 1 9 15

Rachinger et al. [20]

pat3—1 env log log 124-262 5 46 65
pat3—2 7 7 ” 245-272 6 61 ”

pat3—1 gag log log 7 5 46 63
pat3—2 7 7 7 7 7 46 7

pat3—1 pol exp exp 7 2 26 24
pat3—2 7 7 7 7 3 15 7

mean 93 2.6 47.2 24.7
median 20 1 19 17

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
ping pping ping g p Y s )

log = logistic) as well as the number of available time points for the recipient. The transmission interval is specified

by the number of days before the first sampling of the recipient that transmission could have occurred. The mean

and median values refer to the most recent boundaries of the transmission intervals. 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. * Only a lower boundary could be

established for these transmissions, and a cutoff of 10 years was set for the upper boundary.
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