J RS SEEENSE B

{ @FEXRifE 518

ARMEMSHEMNEIRGIET! 16S SHH
4 docker BARA T R AEF

B OTAFAHERSS (EERTFAZERXE) oo o
m TGREGRREEHT. M. B

s

B EEREE: amplicon3a312 - gy
B BIARISER N Edeit -t T e T

FET! Z2T!

AT | A s T I RS

16S MM S 54 docker TR {EHIRE

@ amplicon3aB12} m

www.omicsclass.com A2 AHE



Qiime2 itz

www.omicsclass.com (A2 XKl E



[ N J : n
J Qiime2BmREENE
B EJ5Ru:
m FEEMILE
i 5 HRHES % /
FRFFS —— iy , |
AREwAH - :
Cwiew ||t
ERTH WS EFIkst
it / HARE / PR SR T
| B
J&!ﬁ: ________ iRl & S| %%ﬁﬁ

www.omicsclass.com A2 Kl E


https://qiime2.org/�
https://docs.qiime2.org/2020.11/�

Z IS
NILTE
. . Demultiplexed Denoise /
Sequences Demuitiplex [ Sequences Cluster
: I
L -»{ Join Pairs |- - - ( v i
Representative
L Feature Table J [ Sequences ]
Differential | iR g ¥ il
Hinindancs Taxonomy
S:g:é‘:;! - Classification FgmEnt
Barplots /
Heatmaps il s Y D 4 y ~
Aligned
e Taxonomy Sequences
- v b A
Analyses N p \J
==t Phylogeny <-  Phylogeny
< -4

www.omicsclass.com A2 Kl E



| PimES

B Qiime2§E& %,: docker pull omicsclass/ampliseq-g2:v1.4
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https://www.omicsclass.com/article/
1382

Collected stool samples
300 HCs from Zhengzhou
160 CKD from Zhengzhou

60 CKD from Hangzhou

P (Excluded
v k1 7 HCs missing information

DNA extraction
Library construction
16S rRNA sequencing on illumina Miseq
[ ( Data quality control

< 4 CKD insufficient raw data j

k 10 HCs insufficient raw data
273 HCs from Zhengzhou
159 CKD from Zhengzhou

57 CKD from Hangzhou

4 L4

Discovery phase Validation phase
110 CKD 49 CKD
210 HCs 63 HCs

s A Independent diagnosis |
Microbiota & Clinical stage 57 CKD from Hangzhou / HFITiHE

DOI: 10.1002/advs.202001936
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featureid

sample_name
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feature-id
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B XIETTA AFEENED40G
B Deblur : HER , R3ZFHiR
B Dada? : HEIFER, IFRImAINm
m IMEREN: usearch

B B35k vsearch

www.omicsclass.com A2 A iHE



PICRUSt2Ih&EFm: M

www.omicsclass.com A2 AR E



| PICRUSt2 HHETHEEFRNIREE

B PICRUSt2pi#:
B RIFRAPEREEN16SFHIAHITIIRETT,

J:_H&Z:;.\ﬁg{ig ree n g e n e | Reference tree and ! Tree of ASVs and | Gene family copy ‘;

multiple-sequence | Step 2: Place ASVs into reference sequences numbers per

| alignment | reference tree (EPA-NG and reference genome

= %?%ﬁiﬂuggé%ggﬂﬁiEﬁ?r*T'lo GAPPA)
fBAL. IMGRHEMERBEIRENE: | i’ |_

Operational
Taxonomic Units

|
\\

Step 3: Infer gene
family copy numbers
of ASVs (castor)

—

Step 1: Align ASVs to reference
sequences (HMMER) Predicted gene

Step 4: Determine gene
family abundance per oontent per ASY

sample '7
1= . Predicted sample
. ﬁ*ﬁﬂ'ﬁ . | gene family profiles
Predicted sample
pathway abundances ASV abundances
Step 5: Infer pathway , families to pathways | User Input

B LT-BRREASV RS IBHEAR RIS T e ey
" REREREE LHFOAREA; | e

Intermediate Input
Final Output

Key:

SEHk:
www.omicsclass.com A2 KiHE


https://www.omicsclass.com/article/1328�
https://www.omicsclass.com/article/1328�
https://www.nature.com/articles/s41587-020-0548-6�

BHZENEERIRFE

B . EEERE S TTERIRE:
B 2EYHESENEEENMEERIR:
m 3. Hfth:

w4 NFREEEDT
B 5 AAFKHESEEYEEHIEESRERET RE:

ESER NSRSy
BEZHEHFAHERIEAE_4HBEX

www.omicsclass.com ¢82°Ki



https://study.163.com/course/introduction/1005831025.htm?share=2&shareId=1030291076�
https://study.163.com/course/introduction/1004569015.htm?share=2&shareId=1030291076�
https://study.163.com/course/introduction/1004575005.htm?share=2&shareId=1030291076�
https://study.163.com/course/introduction/1210708806.htm?share=1&shareId=1030291076�
https://study.163.com/course/introduction/1006346005.htm?share=2&shareId=1030291076�
https://study.163.com/course/introduction/1210028910.htm?share=1&shareId=1030291076�
https://study.163.com/course/introduction/1209757831.htm?share=1&shareId=1030291076�
https://study.163.com/course/introduction/1209757831.htm?share=1&shareId=1030291076�
https://study.163.com/course/courseMain.htm?share=2&shareId=400000000234009&courseId=1004709009&_trace_c_p_k2_=3ebe14a457934450b3311bee83e99a74�
https://study.163.com/course/introduction/1006448023.htm?share=2&shareId=1030291076�
https://study.163.com/course/introduction/1004833023.htm?share=2&shareId=1030291076�
https://study.163.com/course/introduction/1006149012.htm?share=2&shareId=1030291076�
https://study.163.com/course/introduction/1209073807.htm?share=2&shareId=1030291076�
https://study.163.com/course/introduction/1209531837.htm?share=1&shareId=1030291076�
https://study.163.com/course/introduction/1004452005.htm?share=2&shareId=1030291076�
https://study.163.com/course/introduction/1005231058.htm?share=2&shareId=1030291076�
https://study.163.com/course/introduction/1210221805.htm?share=1&shareId=1030291076�
https://study.163.com/course/introduction/1005267042.htm?share=1&shareId=1030291076�
http://m.study.163.com/provider/400000000234009/index.htm?share=1&shareId=1030291076�

	课程资料与代码领取方法
	Qiime2分析流程
	Qiime2分析流程介绍
	英文流程
	分析准备
	课程测试用数据介绍
	Fastmap/metadata数据准备
	Qiime2 特征表分析feature table
	PICRUSt2功能预测
	PICRUSt2 细菌功能预测原理
	更多生物信息分析课程

