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13 HYK Genetic HYK-PSTAR-TTA

” I lumina A ® Genome Analyzer ZJl Genome Analyzer/Genome Analyzer I1I/Genome
Analyzer IIx

5 Ilunina A HiSeq %51 HiSeq  SQ/1000/1500/2000/2500/X  Ten/X
Five/3000/4000

16 I1lumina A% MiSeq &4 MiSeq/MiSeq Dx/MiSeq FGx

17 I1lumina A7) NextSeq ZR74 NextSeq500/550

18 I1lumina A% MiniSeq 7% MiniSeq

19 I1lumina A iSeq £ iSeq 100

20 I1lumina A7) NovaSeq #RJ41 NovaSeq 5000/6000/TM

21 BGI %] BGISEQ &% BGISEQ-1000/50/100/500

22 BGI A w] MGISEQ R 7% MGISEQ-200/2000

23 BGI /2w DNBSEQ R 7% DNBSEQ-T7

14



javascript:;

T/SZAS 15—2019

®B.1 MFMBHRRER (8D
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24 BGI A7) BGISEQ R 7% BGISEQ-500RS
25 BGI 7] BGISEQ R 7% BGISEQ-500CX
26 BGI A w] MGISEQ R 7% MGISEQ-200RS/2000RS/200CX/2000CX
27 BGI /2 7] DNBSEQ R 7% DNBSEQ-G50/G400/E
28 Oxford Nanopore MinION MinION
29 Oxford Nanopore GridION GridION
30 Berry Genomics NextSeq CN500 NextSeq CN500
31 PacBio SMRT PacBio PacBio RS/RS I1/Sequel
99 Other
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C.1

M R C
(BRI
ENSYIERTE oS

B

A 7 38 7 J TR A~ s 9 2 AR 2 BN SO 2K GHERR A gz IR s sRA7 O Ay

RIATEIEAT, BAa TS MR8 25 R P s B AR SR .

C.2 KT

FKIATANL2 (NMRESEEREE) N E B, &7 Bl SRR EE.
a) Scientific Name;

b) sample relative abundance value;

c) reference sample relative abundance value 1;

d) reference sample relative abundance value N.

C.3 HUBIT

FATILFRAN2 (MRS HREGEHED) ANEE 7B BB BIRAER, Sy B EEH A

“URoR. BTBUERWT:
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a) Scientific Name: HMEHIE L . F/FHEM, KA NCBI Taxonomy Database ik, & I
http://www. ncbi. nlm. nih. gov/taxonomy ;

b) sample relative abundance value: F£&NXFRHJEBARNEEEE . NEEEA,

¢) reference sample relative abundance value 1: ZZEFES 1 XN @S AN FEE. /D

K,
d) reference sample relative abundance value N: ZZEFESH N XM )@ S AN EE . /D
KA,
GNUE
2k 1 1 2
Scientific Name Abiotrophia Acetivibrio
sample relative abundance value 3.079903e-06 4. 047342e-05
reference sample relative abundance value 1 3.227675e-06 1.407130e-05
reference sample relative abundance value N 0 4. 641824e-06
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Mt & D
CERHERRD
YR 2 FE TR 2L

B

A g 38 7 TR A~ B 1 R 1 2 PRV SR O SO 3 (HERE A g2 IR 4% A O« Ak A

BARATAEARAT, BRAT A8 N IE 5 S R 22 T i 4R B 2 R E SR RS

D.2

D.3

TKIT

RKIATEFE L AN EDE 7B, & B R AR .
a) sample name;

b) genes count;

c¢) shannon_index;

d) diversity index ratio.

BT

FATICF A AN B 7B, KBRS, TR SEMHS <7 for. FFBRERW
a) sample name: FEfM%. FRFARA,

b) genes count: JE[KEE, BEHS,

c) SHANNON INDEX: FRFG%. /N3,

d) diversity index ratio: (KT &HFRIBEMABELLAG] . DNEEA . BUELE 0-1 Z 6.

GNUE

2k 1 1 2
sample name 9387 9388
genes count 769324 844883
shannon index 12. 38035 12.39623
diversity index ratio 0. 9652 0.9701
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E.1 &Y

A 7 8 5 s TR A = s 9 Al A AR 2 BN SO 3 (FEREAE g2 IR 4 A O« Ak A
BARATAEARAT, BRAT A8 NI 25 S D L2 T i R s AR R A

E.2 KT

FKIATAN2 (NMCESEEREE) NEE T, &7 Bl SR AT EE.
a) Scientific Name;

b) sample relative abundance value;

c) reference sample relative abundance value 1;

d) reference sample relative abundance value N.
E.3 ##\/IT

AT AN (MRS ERE M ED) M E 7B, STBAHGIRAEE, 7B EMH A
“7 TR, BFBABRWT:
a) Scientific Name: HHEIMIFN4Z . FARFFEAL, KA NCBI Taxonomy Database iR, Z= I,
http://www. ncbi. nlm. nih. gov/taxonomy ;
b) sample relative abundance value: Ff&XT IR EAIN FREME. SR,
¢) reference sample relative abundance value 1: ZFFEN 1 XM YR SAEN M. /D

M

s,
d) reference sample relative abundance value N: ZZFEN N XN YRS AR FEE . /D
il
Fk % 1 i 2
Abiotrophia Achromobacter
Scientific_ Name
defectiva piechaudii
sample relative abundance value 1. 16374942e-05 0
reference sample relative abundance value 1 3. 7373926e—06 0
reference sample relative abundance value N 2. 180657e-06 1. 44414e-07
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AR it 7 5 TR A A A P R B0 SO 30 (R g2 R 4 AP0« A &Rk

ITREAEAT, BT 08 N IE 23 R 2R i s R .

F.2 KT

FRATOIE LU P 2NREDE 7B %7 BUE AR AT %

a) sample name;
b) intestinal pattern.
F.3 BUBIT

FATILRAT2NREDE 7B, ST BUEAHIRATIES, 7RI EMEN S 7 For. $7TBREEW

a)
b)
il

sample name: FEm#. FRFISMY,

intestinal pattern: Bf. FFEAL,

3k fil 1 il 2
sample name 5002 5003
intestinal pattern Prevotella Bacteroides
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G.2 KT

FKIATANL2 (NMRESEEREE) N E B, &7 Bl SRR EE.
a) bacteria name;

b) sample relative abundance value;

c) reference sample relative abundance value 1;

d) reference sample relative abundance value N.

G.3 HUBIT

AT AN (MRS ERE M ED) M E 7B, STBAHGIRAEE, 7B EMH A
“7 TR, BFBABRWT:

a) BACTERIA NAME: 4R 4. FRFRAL;

b) sample relative abundance value: Ff&5hXF R 4G FEEH . /MBS,

¢) reference sample relative abundance value 1: ZEFEE 1 SN IIEANFEE. M

K,
d) reference sample relative abundance value N: ZFEFEL N XTI AN FEE. DT
KA,
GNUE
®k 11 1 2
bacteria name Bacteroides Bifidobacterium
uniformis adolescentis
sample relative abundance value 0. 0030391946 0. 0001252625
reference sample relative abundance value 1 0. 0016945385 6. 003822041e-05
reference sample relative abundance value N 0.0021793118 3. 31861667e-05
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A 7 8 7 J TR A = s o Gt DR ARDR 2 BN SO 3 (FEREAE g2 IR 4 A O« Ak A
BARATAEARAT, B AT A8 NIl 25 3 DR A 2 v ) DR AR R A

H2  3R3K1T

FKIATAN2 (NMCESEEREE) NEE T, &7 Bl SR AT EE.
a) Gene ID;

b) sample relative abundance value;

c) reference sample relative abundance value 1;

d) reference sample relative abundance value N.

H.3 BT

AT AN (MRS ERE M ED) M E 7B, STBAHGIRAEE, 7B EMH A
“7 TR, BFBABRWT:
a) GENE ID: JERF AR IR FF. F/ I A . XM NCBI Entrez Gene ID ik, Z W
http://www. ncbi.nlm. nih. gov/gene/ ;
b) sample relative abundance value: Ff&hXS RS EEAIX FREME. SR,
¢) reference sample relative abundance value 1: ZFEFEL: 1 XKL R BARNT FERE. /D

A,
d) reference sample relative abundance value N: ZZEFESH N XN HIFER EAEFT FEEE. /D
i
®k 11 1 2

GENE_ID 25604 56324

sample relative abundance value 0. 0030391946 0. 0001252625

reference sample relative abundance value 1 0. 0016945385 6. 003822041e-05

reference sample relative abundance value N 0.0021793118 3. 31861667e-05
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