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Supplementary Fig. 1
Cladgram of Bifidobacterial strains
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We identified taxonomical classification of all isolates by the phylogenetic analysis performed on the Bifidobacterium

core genome.



ANI
value

T T
I | I T 1] I A L I I
F01Bath03 - : |
¥
[T ] I LI e T
FO1Daughter01 §:
.
————————————— — — —
10000 200000 300000 400000 S00000 500000 Tooki0 [ 800000 codann 05000 1208000 1300000 a0doaa 158000 1600 708000 @00000 1900000 2000000 Ziodedd 2200000
T [T T T 70 T W™ T
il
FOl1Father02 " |
; |
- 99.74 %
AR S T T
1 IL
F01Son02 : I 1l Il | ! ! il ! 1 il Il |

100000 200000 00000  A000  SO00D  GAGEO 700000 90O BOCODD 100000 1700000 120Dl T4DDOD0 100N00  (ROGNOD 1700000 1BODOG  1BOG00  J0ODDOD  Zi0DOND  Z20000  Z300000 240
| ‘ o e e & “—r— F = e e = | m ‘ |_‘ . ‘ - ],
R

. : e — — 99.98 %

TR o T T T

FO1Daughter05 (I [N | BIERERIEm
] | |

e LTI

01 Dauter( s necieotide tas. B —— = =
00000 200065 300000 4Bd000  A00000 G0 700000 | Ba0bod 07000 1000000 1we%ond izl T S e ) T S [ TR L
[ A
FO1S0n03 et e e ‘ e
R

99.99 %

e - 09.98 %
100000 70000 300b0s. A TOUUUT TG00 rodoon BOUDOD ‘s00bog 1006000 1108000 ] 1300000 14000 A0loon Tundony 17odono Tanfonn 190000 ‘zononn o 2200000 *
;
c
— 99.98 %
100k 700000 300000 500000 wO0000 700000 ‘BO0DDD 900000 000000 1100000 1700000 1300000 1400000 ‘500000 Teob0an TTo0000 “raninoe- +salioon 2000000 7 | 770000 .

FO1Son01

G R
R[
&

>

P N e ‘ A 99.97 %
B Er) 3008 g I T b ———TUH00 Tagio 100555 mioo  1mie0 1300000 I R R I e I LT "
! = . - - . . .
L]
FO1Daughter06 . ‘ ‘ ‘ | | P
7‘ T
R

FO1Bath04 T 1] ] il
;‘
e 99.98 %
1ngbon ‘208000 300000 angoon zodoan 500000 Todo00 [T ‘aagbon 1008000 119B000 1300000 1306000 T4nfionn 1508000 1&0do00 iTolionn 1805000 1908000 ‘2o0boos 37ufioon
FO1Daughter07 | [ } [T
;‘
;
nnnnnnnnn 99.99 %
T 200000 00un0  awn G Bodos  aon  mdn G 1000000 Toleo  vabn  Taulows  iaolomn  (s00000  TEG0000 i ——voobees —ianloos  goms  svadun . 0

FO1Mother06 . | ‘ | | I ’"I

£01Motner08 nucseotile

Supplementary Fig. 2a

Sequence similarity between strains putatively transmitted among familyl members and bathtub water
Related to Figure2. As shown in Mauve whole nucleotide alignment, certain strain-sets which were isolated from feces
and bathtub water share near identical genome sequences, suggesting that bifidobacterial strains isolated from bathtub
water were from family member. General features of each of the newly determined Bifidobacterium genomes
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Supplementary Fig. 2b

Sequence similarity between strains putatively transmitted among family2 members and bathtub water
Related to Figure2. As shown in Mauve whole nucleotide alignment, certain strain-sets which were isolated from feces
and bathtub water share near identical genome sequences, suggesting that bifidobacterial strains isolated from bathtub
water were from family member. General features of each of the newly determined Bifidobacterium genomes
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Supplementary Fig. 2¢

Sequence similarity between strains putatively transmitted among family3 members and bathtub water
Related to Figure2. As shown in Mauve whole nucleotide alignment, certain strain-sets which were isolated from feces
and bathtub water share near identical genome sequences, suggesting that bifidobacterial strains isolated from bathtub
water were from family member. General features of each of the newly determined Bifidobacterium genomes



ANI
value

FO4Father04

T 99.61 %

comnece MU T [ R i

T
T‘--- L — T ; - 1”7“"' ’
" ‘

— 99.82 %

FO4Father01 [ T ™

. I o mwl m
FO4Bath02 i‘r LT ]

1400000 1500000 1600000 170MOD0  {MDMGOO  1GNAGG 2000000  Z1G000 2206000 2300000 200000 2a0bon0.
H|‘ . w”” M1 . “”lmv

99.99 %

F04Mother03 g‘ CT T T il i i i

oo 2000 Gl TO000 GOTIOD o0 10000 bR 00000 100000 teoben  f0domn soboen 700000 w000  tGObonD  Z00boo0  odumn  Z0boon  Ziobonn 24000
R

0 I ————*\ 99.99 %

(T i T = [T TO0b  JIREn  VZoba0]  VI00000  vAmha _tselwe— TR 1700000 vemd000  veddun0 000 Tahon  T00000— 240
FO4Mother01 |-

Supplementary Fig. 2d

Sequence similarity between strains putatively transmitted among family4 members and bathtub water
Related to Figure2. As shown in Mauve whole nucleotide alignment, certain strain-sets which were isolated from feces
and bathtub water share near identical genome sequences, suggesting that bifidobacterial strains isolated from bathtub
water were from family member. General features of each of the newly determined Bifidobacterium genomes
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Supplementary Fig. 2e

Sequence similarity between strains putatively transmitted among family5 members and bathtub water
Related to Figure2. As shown in Mauve whole nucleotide alignment, certain strain-sets which were isolated from feces
and bathtub water share near identical genome sequences, suggesting that bifidobacterial strains isolated from bathtub
water were from family member. General features of each of the newly determined Bifidobacterium genomes



