
ampliconseq.py

Step per reasdet 

File

Input/output

Step on multiple 
reasets/samples

Alternative entry

Step dependency

1
Trimmomatic

2
Merge

trimmomatic
Stats

.fastq

3
Flash

20
Qiime

report2

19
Sample

rarefaction
plot

18
Collate
alpha

9
OTU 

rep picking

8
OTU picking

7
Merge

uchime stats

6
uchime

5
Catenate

4
Merge

flash stats

11
OTU
table

10
OTU

assigning

13
Filter

alignment

12
OTU

alignment

15
Qiime
report

14
Phylogeny

20
Qiime

report2

19
Sample

rarefaction
plot

18
Collate
alpha

17
Alpha

diversity

16
Multiple

rarefaction

26
Plot

heatmap

25
Plot taxa

24
Summarize

taxa

23
Rarefaction

plot

22
Css

normalization

21
Single

rarefaction

28
Plot

to alpha

27
Krona

32
Plot

to beta

31
Pcoa plot

30
Pcoa

29
Beta

diversity


