[bookmark: _GoBack]Additional file 2 The quality statistic and length distribution of raw reads and clean reads. For the above chart, the X-axis shows the reads position (bp), and Y-axis shows the quality scores. For the following chart, the X-axis shows the reads length (bp), and Y-axis shows the reads number. Each sample comprise two reads dataset corresponding to the paired-end sequencing.
[image: ][image: ] 

[image: ][image: ] 


[image: ][image: ] 


[image: ][image: ] 


[image: ][image: ] 


[image: ][image: ] 

image4.tiff
Quality scores across all bases (Sanger / lllumina 1.9 encoding) Qualty scores across all bases (Sanger / lumina 1.9 encoding)

Raw reads Trimmed reads
SampleB (_2) SampleB (_2)

T 23 4567 8 9 15192529 35-39 45-49 55-59 65-69 75-79 £5-89 95-99 1519 2520 3539 4549 5559 69569 7579 8589 9509
Position in read (bp) Postion in read (bp)

Distribution of sequence lengths over all sequences Oistribution of sequence engths over il sequences

Sequence Length Sequence Lengt

Raw reads o000l Trimmed reads
SampleB (_2) SampleB (_2)

000000
5000000
3000000

5000000

2000000/
4000000

1000000/
2000000

101 © 2025 3031 3637 4243 4649 5455 6061 6657 7273 7879 9485 9091 9697 102102
Sequence Length (bp) Sequence Length (bp)





image5.tiff
T23 456788

Quality scores across all bases (Sanger / llumina 1.9 encoding)

Position in read (bp)

T5-19 25-29 35-39 4549 55-50 65-69 7579 £5-89 95-99

Qualty scores across all bases (Sanger /llumina 1.9 encoding)

1519 2520 3539 4549 5550 6569 7579 6589 9509

Postion in read (bp)

8000000

7000000]

5000000]

5000000

Distribution of sequence lengths over all sequences

Raw reads
SampleC (_1)

Sequence Length

4000000

23000000

2000000]

1000000f

100 101
Sequence Length (bp)

5000000,

s000000)

4000000)

3000000

2000000

1000000,

Distrbution of sequence lengths over ail sequences.

‘sequence Length

~ Trimmedreads
SampleC (_1)

3031 3637 4243 4849 5455 6061 6667 7273 7879 8485 9091
‘Sequence Length (bp)

9697 102102





image6.tiff
T23456785%9

Quality scores across all bases (Sanger / lllumina 1.9 encoding)

Position in read (bp)

T5-19 25-29 35-39 45-49 55-59 65-69 75-79 85-89 95-99

Qualty scores across al bases (Sanger / llumina 1.9 encoding)

1510 2520 3539 4549 5559 6560

Fosition in read (bp)

7579 8589 9599

6000000]

4000000

2000000

Distribution of sequence lengths over all sequences

Raw reads
SampleC(_2)

101
Sequence Length (bp)

Sequence Length

2000000]

[2000000]

[1500000]

1000000]

Distrbution of sequence lengths over all

~ Trimmedreads
rsone|  Sample € (_2)

3000000]

2225 3031

3637 4243 4848

5455 6061 6667 7273
Sequence Length (bp)

7879 8485 9091

9697 102102





image7.tiff
T23 456788

Quality scores across all bases (Sanger / llumina 1.9 encoding)

Position in read (bp)

T5-19 25-29 35-39 4549 55-50 65-69 7579 £5-89 95-99

1519 2520

Postion in read (bp)

Qualty scores across al bases (Sanger/llumina 1.9 encoding)

3539 4549 5559 6569

7579 6569 9599

1.067

2000000

000000)

4000000

2000000

Distribution of sequence lengths over all sequences

Raw reads
SampleD (_1)

100 101
Sequence Length (bp)

Sequence Length

102

ls000000)

Is000000)

la000000)

[2000000)

l2000000)

l1000000)

o

Distrbution of sequence lengths over ail sequences.

Trimmed reads

~sampleD(_1)

‘Sequence Length

2425 3031 3637 4243 4849

5455 6061 6667 7273
‘Sequence Length (bp)

7879

8485 9091

9697 102102




image8.tiff
Quality scores across all bases (Sanger / lllumina 1.9 encoding) Qualty scores across all bases (sanger/llurina 1.9 encoding)

T 23 45 6 7 8 8 1519 25-20 35-30 45-49 55-59 65-60 75-79 85-89 95-99 1519 2520 3539 4549 5550 6569 7570 6589
Position in read (bp) Postion in read (bp)

Distribution of sequence lengths over all sequences Distrbution of sequence lengths over

Sequence Length
4500000]

Raw reads #0000 Trimmed reads

SampleD (_2) _ SampleD(_2)
000000
2500000
2000000
1500000

1000000]

101 2025 3031 3637 4243 4849 5455 6061 6667 7273 7879 9485 9091 9697 102102
Sequence Length (bp) Sequence Length (bp)





image9.tiff
Quality scores across all bases (Sanger / lllumina 1.9 encoding) Qualty scores across all bases (Sanger/ llurina 1.9 encoding)

Raw reads Trimmed reads
SampleE (_1) SampleE (_1)

T 23 456 7 8 9 1519 25-20 35-39 45-49 55-59 65-69 75-79 85-89 95-99 1519 2520 3539 4549 5559 6569 7579 6589 9599
Position in read (bp) Postion in read (bp)

Distribution of sequence lengths over all sequences Distribution of sequence lengths over al sequencs

Sequence Length Sequence Length

Raw reads

SampleE (_1) Trimmedreads

SampleE(_1)

l2000000)
l6000000)
la000000)

5000000
l2000000)

101 2425 3031 3637 4243 4949 5455 6061 6667 7273 7879 8485 9091 9697 102102
Sequence Length (bp) ‘Sequence Length (bp)





image10.tiff
Quality scores across all bases (Sanger / lllumina 1.9 encoding) Qualty scores across all bases (Sanger  lumina 1.9 encoding)

Raw reads | Trimmedreads
SampleE (_2) SampleE (_2)

T 23 4567 8 9 15192529 35-39 45-49 55-59 65-69 75-79 £5-89 95-99 1519 2520 3539 4549 5550 6569 7579 8589 9599
Position in read (bp) Postion in read (bp)

Distribution of sequence lengths over all sequences Distrbution of sequence lengths over all sequences

Sequence Length Sequence Lengt

Raw reads Trimmedreads
SampleE (_2) SampleE (_2)

2000000]
5000000/
4000000/

5000000 2000000

101 2425 3031 3637 4243 4849 5455 6061 6667 7273 7879 8485 9091 9697 102102
Sequence Length (bp) ‘Sequence Length (bp)





image11.tiff
Quality scores across all bases (Sanger / llumina 1.9 encoding) Qualty scores across al bases (Sanger/llumina 1.9 encoding)

T 23 45 6 7 8 8 1519 25-20 35-39 45-49 55-59 65-60 75-79 85-89 95-99 1510 2520 3530 4549 5550 6569 7579 6580
Position in read (bp) Postion in read (bp)

Distribution of sequence lengths over all sequences Distribution of sequence lengths over
Sequence Length

Raw reads ~ Trimmedreads
SampleF (_1) SampleF (_1)

2000000]

s000000]

4000000]

5000000 000000

101 2025 3031 3637 4243 4849 5455 6061 6667 7273 7879 8485 9091 9697 102102
Sequence Length (bp) ‘sequence Length (bp)





image12.tiff
T23 456788

Quality scores across all bases (Sanger / lllumina 1.9 encoding)

Position in read (bp)

|
|

T5-19 25-29 35-39 45-49 55-50 65-69 75-79 85-80 95-99

Qualty scores across all bases (sanger/llurina 1.9 encoding)

1519 2520 3539 4549 5550 6569 7570 6589
Posttion in read (bp)

3

Distribution of sequence lengths over all sequences

Raw reads
SampleF (_2)

Sequence Length

5000000]

101
Sequence Length (bp)

[4000000]

Distrbution of sequence lengths over all

Trimmedreads

- SampleF(_2)

2025 3031 3637 4243 4849 5455 6061 6667 7273 7879 8485 9091

Sequence Length (bp)

9697 102102





image1.tiff
Quality scores across all bases (Sanger / lllumina 1.9 encoding) Qualty scores across al bases (Sanger/llumina 1.9 encoding)

T 23 45 6 7 8 8 1519 25-20 35-39 45-49 55-59 65-60 75-79 85-89 95-99 1510 2520 3530 4549 5550 6569 7579 6580
Position in read (bp) Postion in read (bp)

Distribution of sequence lengths over all sequences Distrbution of sequence lengths over ail sequences.

Sequence Length

Raw reads soococol Trimmedreads — — —

Sample A(_2) SampleA(_2)
4000000
8000000
3000000

6000000]

2000000
4000000]

2000000]

101 2425 3031 3637 4243 4949 5455 6061 6667 7273 7879 8485 9091 9697 102102
Sequence Length (bp) ‘Sequence Length (bp)





image2.tiff
T 2

Quality scores across all bases (Sanger / lllumina 1.9 encoding)

3 45 6 7 8 9 15-19 25-29 35-30 45-49 55-59 65-60 75-79 B5-89 95-99

Position in read (bp)

Qualty scores across al bases (Sanger / llumina 1.9 encoding)

1510 2520 3539 4548 5559 6569 7578 589 9509
Position In read (bp)

8000000

Distribution of sequence lengths over all sequences

‘Sequence Length

Raw reads
SampleA(_1)

65000000]

4000000

2000000

101
Sequence Length (bp)

Distrbution of sequence lengths over ail sequences

‘Trimmedreads
SampleA(_1)

w243

5455 6061 6667 8485 S0l
‘Sequence Length (bp)




image3.tiff
Quality scores across all bases (Sanger / lllumina 1.9 encoding)

Raw reads
SampleB(_1)

Qualty scores across al bases (Sanger / llumina 1.9 encoding)

Trimmed reads
SampleB(_1)

T 2345676839

Position in read (bp)

T5-19 25-29 35-39 45-49 55-59 65-69 75-79 85-89 95-99

1515 2520 3539 4549

Postion i read (bp)

5559 6569 7579 8589 9599

Distribution of sequence lengths over all sequences

Raw reads

SampleB(_1)

2000000

6000000

4000000

2000000

101
Sequence Length (bp)

‘Sequence Length

18000000]

17000000]

/5000000]

Is000000]

l4000000]

3000000

12000000]

1000000]

2035

Distrbution of sequence lengths over il sequences

Sequence Length

Trimmed reads
SampleB(_1)

3031 337 4243 4849 5455 6061 6667

Sequence Length (bp)

7273 7879 e4ss 9091 9697 102102





