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[bookmark: _Toc45070]Summary
	Creation date:
	Wed Dec 14 03:56:32 EST 2016

	Generated by:
	ctag

	Software:
	CLC Genomics Workbench 9.0

	Based upon:
	7 data sets

	GSA1_Cit+Pp_0hr trimmed (paired) trimmed (paired):
	20,139,802 sequences in pairs

	GSA2_Cit_NOTinfected_24hr trimmed (paired) trimmed (paired):
	18,258,646 sequences in pairs

	GSA3_Cit+Pp_24hr_Rep1 trimmed (paired) trimmed (paired):
	17,485,892 sequences in pairs

	GSA4__Cit+Pp_24hr_Rep2 trimmed (paired) trimmed (paired):
	16,635,594 sequences in pairs

	[bookmark: _GoBack]GSA5_Cit_NOTinfected_48hr trimmed (paired) trimmed (paired):
	18,359,962 sequences in pairs

	GSA6_Cit+Pp_48hr_Rep1 trimmed (paired) trimmed (paired):
	18,351,272 sequences in pairs

	GSA7_Cit+Pp_48hr_Rep2 trimmed (paired) trimmed (paired):
	18,867,390 sequences in pairs

	Total sequences in data sets
	128,098,558 sequences

	Total nucleotides in data sets
	13,286,834,135 nucleotides
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[bookmark: _Toc45072]Lengths distribution
[image: ]
Distribution of sequence lengths. In cases of untrimmed Illumina or SOLiD reads it will ju st contain a single peak.
x: sequence length in base-pairs
y: number of sequences featuring a particular length normalized to the total number of seq uences
[bookmark: _Toc45073]GC-content
[image: ]
Distribution of GC-contents. The GC-content of a sequence is calculated as the number of G C-bases compared to all bases (including ambiguous bases). x: relative GC-content of a sequence in percent y: number of sequences featuring particular GC-percentages normalized to the total number of sequences
[bookmark: _Toc45074]Ambiguous base-content
No ambiguous bases detected
[bookmark: _Toc45075]Quality distribution
[image: ]
Distribution of average sequence qualitie scores. The quality of a sequence is calculated as the arithmetic mean of its base qualities.
x: PHRED-score
y: number of sequences observed at that qual. score normalized to the total number of sequ ences
[bookmark: _Toc45076]Per-base analysis
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[bookmark: _Toc45077]Coverage
[image: ]
The number of sequences that support (cover) the individual base positions. In cases of un trimmed Illumina or SOLiD reads it will just contain a rectangle. x: base position
y: number of sequences covering individual base positions normalized to the total number o f sequences
[bookmark: _Toc45078]Nucleotide contributions
[image: ]
Coverages for the four DNA nucleotides and ambiguous bases. x: base position
y: number of nucleotides observed per type normalized to the total number of nucleotides o bserved at that position
[bookmark: _Toc45079]GC-content
[image: ]
Combined coverage of G- and C-bases. x: base position
y: number of G- and C-bases observed at current position normalized to the total number of bases observed at that position
[bookmark: _Toc45080]Ambiguous base-content
No ambiguous bases detected
[bookmark: _Toc45081]Quality distribution
[image: ]
Base-quality distribution along the base positions. x: base position
y: median & percentiles of quality scores observed at that base position
[bookmark: _Toc45082]Over-representation analyses
[bookmark: _Toc45083]Enriched 5mers
[image: ]
The five most-overrepresented 5mers. The over-representation of a 5mer is calculated as th e ratio of the observed and expected 5mer frequency. The expected frequency is calculated as product of the empirical nucleotide probabilities that make up the 5mer. (5mers that contain ambiguous bases are ignored) x: base position
y: number of times a 5mer has been observed normalized to all 5mers observed at that posit ion
[bookmark: _Toc45084]Sequence duplication levels
[image: ]
Duplication level distribution. Duplication levels are simply the count of how often a par ticular sequence has been found. x: duplicate count y: number of sequences that have been found that many times normalized to the number of un ique sequences
[bookmark: _Toc45085]Duplicated sequences
A table of over-represented sequences is given in the supplementary report
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1. Trim summary
	Name
	Number of reads
	Avg.length
	Number of reads after trim
	Percentage trimmed

	GSA1_Cit+Pp_0hr trimmed (paired)
	21,112,354
	115.5
	20,565,292
	97.41%

	GSA2_Cit_NOTinfect
ed_24hr trimmed
(paired)
	19,152,418
	115.7
	18,654,428
	97.4%

	GSA3_Cit+Pp_24hr_
Rep1 trimmed
(paired)
	18,355,712
	115.5
	17,870,433
	97.36%

	GSA4__Cit+Pp_24hr
_Rep2 trimmed
(paired)
	17,418,832
	115.9
	16,981,433
	97.49%

	GSA5_Cit_NOTinfect
ed_48hr trimmed
(paired)
	19,221,228
	116.0
	18,740,390
	97.5%

	GSA6_Cit+Pp_48hr_
Rep1 trimmed
(paired)
	19,248,882
	115.7
	18,748,452
	97.4%

	GSA7_Cit+Pp_48hr_
Rep2 trimmed
(paired)
	19,786,738
	115.7
	19,274,078
	97.41%

	Avg.length after trim

	102.9

	103.1

	103.0

	103.2

	103.3

	103.1

	103.2


2. Read length before / after trimming
[image: ]
· Removal of low quality sequence. (limit = 0.005).
· Removal of ambiguous nucleotides: maximal 2 nucleotides allowed.
· Removal of terminal nucleotides: 15 nucleotides from the 5' end.
· Removal of sequences on length: minimum length 15 nucleotides and maximum length 1,000 n ucleotides.
4. Detailed trim results
	Trim
	Input reads
	No trim
	Trimmed
	Nothing left or Discarded

	Trim on quality
	134,296,164
	133,233,913
	1,062,251
	0

	Ambiguity trim
	134,296,164
	134,296,164
	0
	0

	Trim ends
	134,296,164
	0
	134,003,140
	293,024

	Filter on length
	134,003,140
	130,834,506
	0
	3,168,634




2
3
image1.png
(92
o

D
(@)

w
o

N
(@)

% sequences

=
o

Lengths distribution

w

o, Yo 0 %0 % Yo % 0 % v _‘0,%,

j \J \v) \o) \7 \\S\ \6\ \) \cP \\9 N N

\/‘/\/\/‘/\/\/‘/‘/\70\,{/\/
sequence length




image2.png
% sequences

(03}

N

GC-content

0 Yy <p

Ny

o %

So %

% GC-content

©

7]

N2

Ng
2.




image3.png
% sequences

= N W NN U1 O N
o O O O o o o o

Quality distribution

0 5 Y s <o <0 I o Y
average PHRED score




image4.png
% coverage

Coverage

100 ]

N I )
© o o o
||I|||I|||I|||I||

o
o

50

base position





image5.png
% A/T/C/G/ambig

N
(Va1

N
(@)

-
(%

-
o

(92

o

Nucleotide contributions

|

o

I I I
50
base position

I
100

—— Ambiguous

Guanine
—— Cytosine
—— Thymine
—— Adenine




image6.png
% GC-content

= N w AN Ul
o o (@) (@) o

|
|

o

GC-content

o

50
base position





image7.png
PHRED score

= N w AN v [e))]
o o o o o o
||||||||||||||||||||||||||||||||

o

Quality distribution

o

50
base position

—— 95%ile
— 75%ile
—— Maedian
— 25%ile
5%ile





image8.png
% coverage

0.30
0.25
0.20
0.15
0.10
0.05

0.00

Enriched 5mers

50
base position

— CTTCT
— AGAACG
— GAACGA
— TCTTC




image9.png
relative sequence count

w
(@)

N
(9a]

N
(@)

[
(%2
I||III|||IIIIIIIIIIIIIIIIIIIIIIIIII

=
o

(@Y,

Sequence duplication levels

% So %

duplicate count

0

N77)

o)

2
7




image10.png
Read length distribution

60000000 —
40000000 —

20000000 —

Number of reads

0 i _--uu]”I.. 1l ||

Yo g Vg T Sp 6o % G G \}07 ‘)\/7 \/«—37
AN \ N\ \ N\ \ \) \ \\9
o Sp IO T Ip G p I 9

Read length

3. Trim settings

Yo, ¢
Op "5 "

after trimming
before trimming




