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Figure 2a

Table 1: Primers used for 16S gene amplification and sequencing

Primer name

Sequence

Long_forward_1

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNGTTGGCCGCGAGAGTTTGATCMTG
GCTCAG

Long_forward_2

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNTATTAACTNCGAGAGTTTGATCMT
GGCTCAG

Long_forward_3

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNCTAATGGCNNCGAGAGTTTGATCM
TGGCTCAG

Long_forward 4

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNAACCAGTCNNNCGAGAGTTTGATC
MTGGCTCAG

Long_forward_5

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNGAACGGAGCGAGAGTTTGATCMTG
GCTCAG

Long_forward_6

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNACTGAAGTNCGAGAGTTTGATCMT
GGCTCAG

Long_forward_7

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNTTGGCTATNNCGAGAGTTTGATCM
TGGCTCAG

Long_forward_8

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNTGGCGATTNNNCGAGAGTTTGATC
MTGGCTCAG

Long forward 9

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNCCTCTGATCGAGAGTTITGATCMTG
GCTCAG

Long_forward_10

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNCTCATGCGNCGAGAGTTTGATCMT
GGCTCAG

Long_forward_11

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNTTCAGCGANNCGAGAGTTTGATCM
TGGCTCAG

Long_forward_12

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNGGATGCCANNNCGAGAGTTTGATC
MTGGCTCAG

Long_forward_13

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNCGGTCGAGCGAGAGTTTGATCMTG
GCTCAG

Long_forward_14

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNAAGACTACNCGAGAGTTTGATCMT
GGCTCAG

Long_forward_15

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNAACGCTAANNCGAGAGTTTGATCM
TGGCTCAG

Long_forward_16

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNGCCTACGCNNNCGAGAGTTTGATC
MTGGCTCAG

Long_forward_17

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNTGACTGCTCGAGAGTTTGATCMTG
GCTCAG

Long_forward_19

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNCAACCTTANNCGAGAGTTTGATCM
TGGCTCAG

Long_forward_20

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNGGAGGCTGNNNCGAGAGTTTGATC
MTGGCTCAG

Long_forward_21

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNAATCGATACGAGAGTTTGATCMTG
GCTCAG

Long_forward_22

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNACCAATTGNCGAGAGTTTGATCMT
GGCTCAG
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Figure 2b

Long_forward_23

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNCCTAATAANNCGAGAGTTTGATCM
TGGCTCAG

Long_forward_24

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNGGATTAGGNNNCGAGAGTTTGATC
MTGGCTCAG

Long_forward_25

ACACTCTTTCCCTACACGACGCTCTTCCGATCTNNNNNNNNNNGCGTTACCCGAGAGTTTGATCMTG
GCTCAG

Long_reverse 1

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNGTTGGCCGTAGACGGGCGGTGTGT
RCA

Long reverse 2

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNTATTAACTNNNTAGACGGGCGGTG
TGTRCA

Long_reverse 3

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNCTAATGGCTAGACGGGCGGTGTGT
RCA

Long_reverse 4

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNAACCAGTCNNNTAGACGGGCGGTG
TGTRCA

Long_reverse_5

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNGAACGGAGTAGACGGGCGGTGTGT
RCA

Long_reverse 6

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNACTGAAGTNNTAGACGGGCGGTGT
GTRCA

Long_reverse_7

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNTTGGCTATNNNTAGACGGGCGGTG
TGTRCA

Long_reverse 8

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNTGGCGATTTAGACGGGCGGTGTGT
RCA

Long_reverse_9

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNCCTCTGATNTAGACGGGCGGTGTG
TRCA

Long_reverse_10

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNCTCATGCGNNTAGACGGGCGGTGT
GTRCA

Long_reverse_11

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNTTCAGCGANTAGACGGGCGGTGTG
TRCA

Long_reverse_12

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNGGATGCCANNTAGACGGGCGGTGT
GTRCA

Long_reverse_13

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNCGGTCGAGNTAGACGGGCGGTGTG
TRCA

Long_reverse_14

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNAAGACTACNNNTAGACGGGCGGTG
TGTRCA

Long_reverse_15

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNAACGCTAATAGACGGGCGGTGTGT
RCA

Long_reverse_16

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNGCCTACGCNTAGACGGGCGGTGTG
TRCA

Long_reverse_17

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNTGACTGCTNNTAGACGGGCGGTGT
GTRCA

Long reverse 18

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNATTGCCGCNTAGACGGGCGGTGTG
TRCA

Long_reverse_19

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNCAACCTTANNTAGACGGGCGGTGT
GTRCA
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Long_reverse_20

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNGGAGGCTGNTAGACGGGCGGTGTG
TRCA

Long_reverse_21

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNAATCGATANNTAGACGGGCGGTGT
GTRCA

Long_reverse_22

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNACCAATTGNTAGACGGGCGGTGTG
TRCA

Long_reverse_23

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNCCTAATAANTAGACGGGCGGTGTG
TRCA

Long reverse 24

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNGGATTAGGNNTAGACGGGCGGTGT
GTRCA

Long_reverse_25

CTCGGCATTCCTGCTGAACCGCTCTTCCGATCTNNNNNNNNNNGCGTTACCNNNTAGACGGGCGGTG
TGTRCA

PE 1

AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACG

PE 2

CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCG

Caporaso_forward
1

AATGATACGGCGACCACCGAGATCTACACAACCAGTCTATGGTAATTGTGTGCCAGCMGCCGCGGT
AA

Caporaso_forward
2

AATGATACGGCGACCACCGAGATCTACACAACGCTAATATGGTAATTGTGTGCCAGCMGCCGCGGT
AA

Caporaso_forward
3

AATGATACGGCGACCACCGAGATCTACACAAGACTACTATGGTAATTGTGTGCCAGCMGCCGCGGT
AA

Caporaso_forward
4

AATGATACGGCGACCACCGAGATCTACACAATCGATATATGGTAATTGTGTGCCAGCMGCCGCGGT
AA

Caporaso_forward
5

AATGATACGGCGACCACCGAGATCTACACACCAATTGTATGGTAATTGTGTGCCAGCMGCCGCGGTA
A

Caporaso_forward
6

AATGATACGGCGACCACCGAGATCTACACACTGAAGTTATGGTAATTGTGTGCCAGCMGCCGCGGT
AA

Caporaso_forward
7

AATGATACGGCGACCACCGAGATCTACACATTGCCGCTATGGTAATTGTGTGCCAGCMGCCGCGGTA
A

Caporaso_forward
8

AATGATACGGCGACCACCGAGATCTACACCAACCTTATATGGTAATTGTGTGCCAGCMGCCGCGGTA
A

Caporaso_forward
9

AATGATACGGCGACCACCGAGATCTACACCCTAATAATATGGTAATTGTGTGCCAGCMGCCGCGGTA
A

Caporaso_forward
10

AATGATACGGCGACCACCGAGATCTACACCCTCTGATTATGGTAATTGTGTGCCAGCMGCCGCGGTA
A

Caporaso_forward
_14

AATGATACGGCGACCACCGAGATCTACACGAACGGAGTATGGTAATTGTGTGCCAGCMGCCGCGGT
AA

Caporaso_forward
16

AATGATACGGCGACCACCGAGATCTACACGCGTTACCTATGGTAATTGTGTGCCAGCMGCCGCGGTA
A

Caporaso_forward
18

AATGATACGGCGACCACCGAGATCTACACGGATGCCATATGGTAATTGTGTGCCAGCMGCCGCGGT
AA

Caporaso_forward
20

AATGATACGGCGACCACCGAGATCTACACGTTGGCCGTATGGTAATTGTGTGCCAGCMGCCGCGGTA
A

Caporaso_forward
22

AATGATACGGCGACCACCGAGATCTACACTGACTGCTTATGGTAATTGTGTGCCAGCMGCCGCGGTA
A
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Caporaso_forward
24

AATGATACGGCGACCACCGAGATCTACACTTCAGCGATATGGTAATTGTGTGCCAGCMGCCGCGGTA
A

Caporaso_reverse_
1

CAAGCAGAAGACGGCATACGAGATAACCAGTCAGTCAGTCAGCCGGACTACHVGGGTWTCTAAT

Caporaso_reverse_
7

CAAGCAGAAGACGGCATACGAGATATTGCCGCAGTCAGTCAGCCGGACTACHVGGGTWTCTAAT

Caporaso_reverse
8

CAAGCAGAAGACGGCATACGAGATCAACCTTAAGTCAGTCAGCCGGACTACHVGGGTWTCTAAT

Caporaso_reverse
9

CAAGCAGAAGACGGCATACGAGATCCTAATAAAGTCAGTCAGCCGGACTACHVGGGTWTCTAAT

Caporaso_reverse_
15

CAAGCAGAAGACGGCATACGAGATGCCTACGCAGTCAGTCAGCCGGACTACHVGGGTWTCTAAT

Caporaso_reverse_
16

CAAGCAGAAGACGGCATACGAGATGCGTTACCAGTCAGTCAGCCGGACTACHVGGGTWTCTAAT

Caporaso_reverse_
17

CAAGCAGAAGACGGCATACGAGATGGAGGCTGAGTCAGTCAGCCGGACTACHVGGGTWTCTAAT

Caporaso_reverse_
23

CAAGCAGAAGACGGCATACGAGATTGGCGATTAGTCAGTCAGCCGGACTACHVGGGTWTCTAAT

Caporaso_reverse_
24

CAAGCAGAAGACGGCATACGAGATTTCAGCGAAGTCAGTCAGCCGGACTACHVGGGTWTCTAAT

Caporaso_reverse
25

CAAGCAGAAGACGGCATACGAGATTTGGCTATAGTCAGTCAGCCGGACTACHVGGGTWTCTAAT

Ilumina E_1

AATGATACGGCGACCACCGA

Ilumina E 2

CAAGCAGAAGACGGCATACGA

Caporaso_read_1

TATGGTAATTGTGTGCCAGCMGCCGCGGTAA

Caporaso_read 2

AGTCAGTCAGCCGGACTACHVGGGTWTCTAAT

Caporaso_index_re
ad

ATTAGAWACCCBDGTAGTCCGGCTGACTGACT
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Figure 3

JUBUIGUICO S JUBLIGLUCDSIUON
i ]

sajejdwal Y1Buaj jjny Ul UoNRUIGUIOI3 OJJIA-U]

00t 00C 001

00v

SJBISNID 8povieq wopue! 0 8219



7/14

Figure 4
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Figure 5

S -

S

RSCRNENRRRRRNRNCRORN

Anssnasass

120

100

Nory
8 &

Ny &R K

sasusnbas jo 9,

0

ohRohaiieris

i3

A

Q3
[

&2
]

i’r,

2

5%

AL

Pl g

Phyia




9/14

Figure 6
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Figure 7
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Figure 8
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Figure 9
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Figure 10
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Figure 11
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