MP10Ok

General

fastp version: 0.19.6 (https://github.com/OpenGene/fastp)
sequencing: paired end (151 cycles + 151 cycles)

mean length before filtering: 117bp, 118bp

mean length after filtering: 117bp, 118bp

duplication rate: 76.989529%

Insert size peak: 0

Before filtering

total reads: 140.635078 M

total bases: 16.606199 G

Q20 bases: 15.749993 G (94.844058%)
Q30 bases: 14.596308 G (87.896741%)
GC content: 43.048967%

After filtering

total reads: 134.859312 M

total bases: 15.891971 G

020 bases: 15.246234 G (95.936713%)
Q30 bases: 14.196847 G (89.333455%)
GC content: 43.013045%

Filtering result

reads passed filters: 134.859312 M (95.893083%)
reads with low quality: 5.602906 M (3.984003%)
reads with too many N: 1.352000 K (0.000961%)
reads too short: 151.746000 K (0.107901%)
reads with low complexity: 19.762000 K (0.014052%)

Adapters

Adapter or bad ligation of readl

The input has little adapter percentage (~0.017887%), probably it's trimmed before.

Sequence Occurrences

all adapter sequences 31153

Adapter or bad ligation of read2

The input has little adapter percentage (~0.039183%), probably it's trimmed before.

Sequence Occurrences



https://github.com/OpenGene/fastp
https://github.com/OpenGene/fastp

all adapter sequences 46182

Duplication

duplication rate (76.989529%)
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Insert size estimation

Insert size distribution (99.688989% reads are with unknown length)
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Insert size

This estimation is based on paired-end overlap analysis, and there are 99.688989% reads found not overlapped.
The nonoverlapped read pairs may have insert size <30 or >272, or contain too much sequencing errors to be detected as overlapped.

Before filtering

Before filtering: readl: quality

Value of each position will be shown on mouse over.



36 T
— C
—G
35.5 — mean
35
>
£ 34.5
(0]
-}
O
34
33.5 )
33
32.5
20 40 60 80 100 120 140
position

Before filtering: readl: base contents

Value of each position will be shown on mouse over.
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Before filtering: readl: KMER counting

Darker background means larger counts. The count will be shown on mouse over.

AA AT AC AG TA T TC TG CA T cC CG GA GT GC GG
AAA
AAT
AAC
AAG AAGTG | AAGCA | AAGCT
ATA ATATT | ATATC | ATATG | ATACA | ATACT | ATACC
ATT ATTAG ATTTT | ATTTC | ATTTG | ATTCA | ATTCT | ATTCC
ATC ATCAG ATCTT | ATCTC | ATCTG | ATCCA | ATCCT | ATCCC ATCGG
ATG ATGAG ATGTT | ATGTC | ATGTG | ATGCA | ATGCT | ATGCC ATGGG
ACA ACAAG ACATT | ACATC | ACATG | ACACA | ACACT | ACACC ACAGG
ACT ACTAC | ACTAG ACTTT | ACTTC | ACTTG | ACTCA | ACTCT | ACTCC ACTGG

CGATC
CGTTC
CGCTC
CGGTC
GAATC
GATTC
GACTC
GAGTC
GTATC
GTTTC
GTCTC
GTGTC
GCATC
GCTTC
GCCTC
GCGTC
GGATC
GGTTC
GGCTC
GGGTC

CGATG
CGTTG
CGCTG
CGGTG
GAATG
GATTG
GACTG
GAGTG
GTATG
GTTTG
GTCTG
GTGTG
GCATG
GCTTG
GCCTG
GCGTG
GGATG
GGTTG
GGCTG
GGGTG

CGACA
CGTCA
CGCCA
CGGCA
GAACA
GATCA
GACCA
GAGCA
GTACA
GTTCA
GTCCA
GTGCA
GCACA
GCTCA
GCCCA
GCGCA
GGACA
GGTCA
GGCCA
GGGCA

CGACT
CGTCT
CGCCT
CGGCT
GAACT
GATCT
GACCT
GAGCT
GTACT
GTTCT
GTCCT
GTGCT
GCACT
GCTCT
GCCCT
GCGCT
GGACT
GGTCT
GGCCT
GGGCT

| ACTAC |
ACC ACCAG ACCTT | ACCTC | ACCTG | ACCCA | AccCT | Acccc ACCGG
ACG ACGAG ACGTT | ACGTC | ACGTG | ACGCA | ACGCT | ACGCC ACGGG
AGA AGAAG AGATT | AGATC | AGATG | AGACA | AGACT | AGACC AGAGG
AGT AGTAG AGTTT | AGTTC | AGTTG | AGTCA | AGTCT | AGTCC AGTGG
AGC AGCAG AGCTT | AGCTC | AGCTG | AGCCA | AGCCT | AGCCC AGCGG
AGG AGGAG AGGTT | AGGTC | AGGTG | AGGCA | AGGCT | AGGCC AGGGG
TAA TAAAG TAATT | TAATC | TAATG | TAACA | TAACT | TAACC TAAGG
TAT TATAG TATTT | TATTC | TATTG | TATCA | TATCT | TATCC TATGG
TAC TACAG TACTT | TACTC | TACTG | TACCA | TACCT | TACCC TACGG
TAG TAGAG TAGTT | TAGTC | TAGTG | TAGCA | TAGCT | TAGCC TAGGG
TTA TTAAG TTATT | TTATC | TTATG | TTACA | TTACT | TTACC TTAGG
TTT TTTAT TTTAG TTTTT | TTTTC | TTTTG | TTTCA | TTTCT | TTTCC TTTGG
TTC TTCAG TTCTT | TTCTC | TTCTG | TTCCA | TTCCT | TTCCC TTCGG
TTG TTGAG TTGTT | TTGTC | TTGTG | TTGCA | TTGCT | TTGCC TTGGG
TCA TCAAG TCATT | TCATC | TCATG | TCACA | TCACT | TCACC TCAGG
TCT TCTAG TCTTT | TCTTC | TCTTG | TCTCA | TCTCT | TCTCC TCTGG
TCC TCCAG TCCTT | TCCTC | TCCTG | TCCCA | TCCCT | TCCCC TCCGG
TCG TCGAG TCGTT | TCGTC | TCGTG | TCGCA | TCGCT | TCGCC TCGGG
TGA TGAAG TGATT | TGATC | TGATG | TGACA | TGACT | TGACC TGAGG
TGT TGTAG TGTTT | TGTTC | TGTTG | TGTCA | TGTCT | TGTCC TGTGG
TGC TGCAG TGCTT | TGCTC | TGCTG | TGCCA | TGCCT | TGCCC TGCGG
TGG TGGAG TGGTT | TGGTC | TGGTG | TGGCA | TGGCT | TGGCC TGGGG
CAA CAAAG CAATT | CAATC | CAATG CAACA | CAACT | CAACC CAAGG
CAT CATAG CATTT | CATTC | CATTG CATCA | CATCT | CATCC CATGG
CAC CACAG CACTT | CACTC | CACTG | CACCA | cAccT | cAccc CACGG
CAG CAGAG CAGTT | CAGTC | CAGTG | CAGCA | CAGCT | CAGCC CAGGG
CTA CTAAG CTATT | CTATC | CTATG | CTACA | CTACT | CTACC CTAGG
CTT CTTAG CTTTT | CTTTC | CTTTG | CTTCA | CTTCT | CTTCC CTTGG
CTC CTCAG crcrr | crerc | crere | crccA | crecTt | cTece CTCGG
CTG CTGAG CTGTT | CTGTC | CTGTG CTGCA | CTGCT | CTGCC CTGGG
CCA CCAAG CCATT | CCATC | CCATG | CCACA | CCACT | CCACC CCAGG
cCcT CCTAG ccrrr | ccrrc | ccrre | ccTcA | ccTer | ccTcc CCTGG
ccc CCCAG CCCTT | CCCTC | ccCcTG | ccccA | cceccT | ccccc CCCGG
CCG CCGAG CCGTT | CCGTC | CCGTG | CCGCA | CCGCT | CCGCC CCGGG

CGA CGAAC | CGAAG CGATT
CGT CGTAG CGTTT
CGC CGCAG CGCTT
CGG CGGAG CGGTT
GAA GAAAG GAATT
GAT GATAG GATTT
GAC GACAG GACTT
GAG GAGAG GAGTT
GTA GTAAG GTATT
GTT GTTAG GTTTT
(el GTCAA GTCAG GTCTT
[l GTGAA GTGAG GTGTT
GCA IS GCAAG GCATT
GCT INEEYY GCTAG GCTTT
[l GCCAA GCCAG GCCTT
el GCGAA GCGAG GCGTT
GGA IEIYYY GGAAG GGATT
[l GGTAA GGTAG GGTTT
[e{all  GGCAA GGCAG GGCTT
(el GGGAA GGGAG GGGTT

CGACC CGAGG
CGTCC CGTGG
cGecc CGCGG
CGGCC CGGGG
GAACC GAAGG
GATCC GATGG
GACCC GACGG
GAGCC GAGGG
GTACC GTAGG
GTTCC GTTGG
GTCCC GTCGG
GTGCC GTGGG
GCACC GCAGG
GCTCC GCTGG
Geecc GCCGG
GCGCC GCGGG
GGACC GGAGG
GGTCC GGTGG
GGCCC GGCGG
GGGCC GGGGG

Before filtering: readl: overrepresented sequences
Sampling rate: 1 / 20

overrepresented sequence count (% of bases) distribution: cycle 1 ~ cycle 151

ACACACACACACACACACACACACACACACACACACACAA 358 (0.003470%) h‘
ACACACACACACACACACACACACACACACACACACACAC 10680 (0.103528%) h&



ACACACACACACACACACACACACACACACACACACACAG 248 (0.002404%) h
AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG 3088 (0.029934%) h__
ATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT 5108 (0.049515%) A
CACACACACACACACACACACACACACACACACACACAAA 263 (0.002549%) “
CACACACACACACACACACACACACACACACACACACACA 4985 (0.048323%) L____
CGCACACACACACACACACACACACACACACACACACACA 3435 (0.033298%) L
CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT 1419 (0.013755%) h‘
GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA 2600 (0.025203%) h
GCACACACACACACACACACACACACACACACACACACAC 2785 (0.026997%) h_
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT 9749 (0.094503%) A__
TACACACACACACACACACACACACACACACACACACACA 5348 (0.051842%) A~
TCACACACACACACACACACACACACACACACACACACAC 4673 (0.045298%) A_
TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC 2053 (0.019901%) L
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG 10552 (0.102287%) h_
Before filtering: read2: quality
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Before filtering: read2: base contents

Value of each position will be shown on mouse over.
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Before filtering: read2: KMER counting

Darker background means larger counts. The count will be shown on mouse over.

AA AT AC AG TA T TC TG CA T cc CG GA GT GC GG
YN AAAAA AAAGG
LYl AATAA AATGG
LU AACAA AACGG
LUl AAGAA AAGGG
ATA VYY) ATAGG
Ml ATTAA ATTGG
ATC IINIEY) ATCGG
Ll ATGAA ATGGG
Ll ACAAA ACAGG
ACT XY ACTGG
Lol ACCAA ACCGG
Ul ACGAA ACGGG
LT AGAAA AGAGG
Ll AGTAA AGTGG
Lol AGCAA AGCGG
el AGGAA AGGGG
TAA [IREYYY) TAAGG
LY TATAA TATGG
LIS TACAA TACGG
LM TAGAA TAGGG
LGN TTAAA TTAGG
LN TTTAA TTTGG
LR TTCAA TTCGG
TG TTGGG
TCA TCAGG
TCT TCTGG
TCC TCCGG

1 1r 1 1 1 1+t 1 1 1 1° " "®B&5od 1 1 ]



TCG
TGA
TGT
TGC
TGG
CAA
CAT
CAC
CAG
CTA
cTT
CTC
CTG
CCA
ccT
ccce
cce

CGA EErV.V CGAAT CGAAC CGAAG CGATA CGATT CGATC CGATG CGACA CGACT CGACC CGAGA CGAGT CGAGC CGAGG
(el CGTAA CGTAT CGTAC CGTAG CGTTA CGTTT CGTTC CGTTG CGTCA CGTCT CGTCC CGTGA CGTGT CGTGC CGTGG
oc[o CGCAA CGCAT CGCAC CGCAG CGCTA CGCTT CGCTC CGCTG CGCCA CGCCT CGCCC CGCCG CGCGT CGCGC CGCGG

CGG
GAA
GAT
GAC
GAG
GTA
GTT
GTC
GTG
GCA
GCT
GCC
GCG
GGA
GGT
GGC
GGG

Before filtering: read2: overrepresented sequences
Sampling rate: 1 / 20

overrepresented sequence count (% of bases) distribution: cycle 1 ~ cycle 151
ACACACACACACACACACACACACACACACACACACACAC 13542 (0.129692%)

ACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACA o
CACACACACACACACACACACACACACAC 50 (0.001197%)

ACACACACACACACACACACACACACACACACACACACAG 345 (0.003304%)
AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG 2852 (0.027314%)
CACACACACACACACACACACACACACACACACACACACA 4454 (0.042656%)

CACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACAC o
ACACACACACACACACACACACACACACA 53 (0.001269%)

CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT 1843 (0.017650%)
GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA 2405 (0.023033%)
GCACACACACACACACACACACACACACACACACACACAC 5608 (0.053708%)

6GGGGGGGGGGEGGGEEGEGGE666666GGGG6666666666GEGE666GGEC6GEE666GGGCCGEEEGE o
666666666666666666666666666GG 1409 (0.033735%)

GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT 8112 (0.077689%)
TCACACACACACACACACACACACACACACACACACACAC 4391 (0.042053%)
TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC 2842 (0.027218%)
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG 12849 (0.123055%)

Ut

After filtering

After filtering: readl: quality

Value of each position will be shown on mouse over.
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After filtering: readl: base contents
Value of each position will be shown on mouse over.
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After filtering: readl: KMER counting

Darker background means larger counts. The count will be shown on mouse over.

ccc CCCAC | CCCAG
CCe CCGAG
CGA CGAAG
CGT CGTAG
CGC CGCAG

CCCTA
CCGTA
CGATA
CGTTA
CGCTA

CCCTT
CCGTT
CGATT
CGTTT
CGCTT

CCCTC
CCGTC
CGATC
CGTTC
CGCTC

CCCTG
CCGTG
CGATG
CGTTG
CGCTG

CCCCA
CCGCA
CGACA
CGTCA
CGCCA

ccecr CCCCG CCCGC
CCGCT CCGCG CCGGC
CGACT CGACG CGAGC
CGTCT CGTCG CGTGC
CGCCT CGCCG CGCGC

CCCGG
CCGGG
CGAGG
CGTGG
CGCGG

CGG CGGAG | CGGTA | CGGTT [ CGGTC | CGGTG [ CGGCA | CGGCT CGGCG CGGGC | CGGGG
GAA GAAAG | GAATA | GAATT | GAATC | GAATG | GAACA | GAACT GAACG GAAGC | GAAGG
GAT GATAG | GATTA | GATTT | GATTC | GATTG | GATCA | GATCT GATCG GATGC | GATGG
GAC GACAG | GACTA | GACTT | GACTC | GACTG | GACCA | GACCT GACCG GACGC | GACGG
GAG GAGAG | GAGTA | GAGTT | GAGTC | GAGTG | GAGCA | GAGCT GAGCG GAGGC | GAGGG
GTA GTAAG | GTATA | GTATT | GTATC | GTATG | GTACA | GTACT GTACG GTAGC | GTAGG
GTT GTTAG | GTTTA | GTTTT | GTTTC | GTTTG | GTTCA | GTTCT GTTCG GTTGC | GTTGG
GTC GTCAG | GTCTA | GTCTT | GTCTC | GTCTG | GTCCA | GTCCT GTCCG GTCGC | GTCGG
GTG GTGAG | GTGTA | GTGTT | GIGTC | GTGTG | GTGCA | GTGCT GTGCG GTGGC | GTGGG
GCA GCAAG | GCATA | GCATT | GCATC | GCATG | GCACA | GCACT GCACG GCAGC | GCAGG
GCT GCTAG | GCTTA | GCTTT | GCTTC | GCTTG | GCTCA | GCTCT GCTCG GCTGC | GCTGG
GCC GCCAG | GccTA | GccTT | GeeTCc | GCCTG | GCCCA | GCCCT GCCCG GCCGC | GCCGG
GCG GCGAG | GCGTA | GCGTT [ GCGTC | GCGTG [ GCGCA | GCGCT GCGCG GCGGC | GCGGG

GGA GGAAG | GGATA | GGATT | GGATC | GGATG [ GGACA | GGACT GGACG GGAGC
GGT GGTAG | GGTTA | GGTTT | GGTTC | GGTTG | GGTCA | GGTCT GGTCG GGTGC
GGC GGCCT GGCCG GGCGC
GGG GGGCG GGGGC

GGAGG
GGTGG
GGCGG
GGGGG

AA AT AC AG TA T TC 76 CA T cc CG GA GT GC GG
AAA
AAT
AAC
AAG
ATA
ATT
ATC
ATG
ACA
ACT
ACC
ACG
AGA
AGT
AGC
AGG
TAA
TAT
TAC
TAG
TTA
11T
TTC
TG
TCA
TCT
TCC
TCG
TGA
TGT
TGC
TGG
CAA
CAT
CAC
CAG
CTA
cTT
cTC
CTG
CCA
ccT
| CCCAC | CCCAG | CCCTA | CCCTT | CCCTC | CCCTG | CCCCA | CCCCT | | CCCCG | | CCCGC | CCCGG |
| CCGAG_| CCGTA | CCGTT | CCGTC | CCGTG | CCGCA | CCGCT | | CCGCG_| | CCGGC | CCGGG |
| CGAAG | CGATA | CGATT | CGATC | CGATG | CGACA | CGACT | __CGACG_| | CGAGC | CGAGG_|
| CGTAG | CGTTA | CGTTT | CGTTC | CGTTG | CGTCA | CGTCT | CGTCG | | CGTGC | CGTGG |
| CGCAG | CGCTA | CGCTT | CGCTC | CGCTG | CGCCA | CGCCT | | CGCCG | | CGCGC | CGCGG |
| CGGAG | CGGTA | CGGTT | CGGTC | CGGTG | CGGCA | CGGCT | | CGGCG_| | CGGGC | CGGGG_|
| GAAAG | GAATA | GAATT | GAATC | GAATG | GAACA | GAACT | | _GAACG_| | GAAGC | GAAGG |
| GATAG | GATTA | GATTT | GATTC | GATTG | GATCA | GATCT | | GATCG | | GATGC | GATGG |
| GACAG | GACTA | GACTT | GACTC | GACTG | GACCA | GACCT | | GACCG_| | GACGC | GACGG_|
| GAGAG | GAGTA | GAGTT | GAGTC | GAGTG | GAGCA | GAGCT | | GAGCG_| | GAGGC | GAGGG |
| GTAAG | GTATA | GTATT | GTATC | GTATG | GTACA | GTACT | | GTACG | | GTAGC | GTAGG |
| GTTAG | GTTTA | GTTTT | GTTTC | GTTTG | GTTCA | GTTCT | | GTTCG | | GTTGC | GTTGG |
| GTCAG | GTCTA | GTCTT | GTCTC | GTCTG | GTCCA | GTCCT | | GTCCG | | GTCGC | GTCGG |
| GTGAG | GTGTA | GTGTT | GTGIC | GTGTG | GTGCA | GTGCT | | GTGCG | | GTGGC | GTGGG |
| GCAAG | GCATA | GCATT | GCATC | GCATG | GCACA | GCACT | | _GCACG_| | GCAGC | GCAGG_|
| GCTAG | GCTTA | GCTTT | GCTTC | GCTTG | GCTCA | GCTCT | | GCTCG | | GCTGC | GCTGG |
| GCCAG | GCCTA | GCCTT | GCCTC | GCCTG | GCCCA | GCCCT | | GCCCG_| | GCCGC | GCCGG |
| GCGAG | GCGTA | GCGTT | GCGTC | GCGTG | GCGCA | GCGCT | | GCGCG_| | GCGGC | GCGGG_|
| GGAAG | GGATA | GGATT | GGATC | GGATG | GGACA | GGACT | | GGACG_| | GGAGC | GGAGG |
| GGTAG | GGTTA | GGTTT | GGTTC | GGTTG | GGTCA | GGTCT | | GGTCG_| | GGTGC | GGTGG |
| GGCCT | | GGCCG_| | GGCGC | GGCGG_|
|_GGGCG [_GGGGC | GGGGG |

After filtering: readl: overrepresented sequences
Sampling rate: 1 / 20

overrepresented sequence count (% of bases) distribution: cycle 1 ~ cycle 151
ACACACACACACACACACACACACACACACACACACACAA 301 (0.003042%) *
ACACACACACACACACACACACACACACACACACACACAC 9427 (0.095263%) h—__
ACACACACACACACACACACACACACACACACACACACAG 255 (0.002577%) h&



AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG 2926 (0.029568%) h
ATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT 4889 (0.049405%) A
CACACACACACACACACACACACACACACACACACACAAA 201 (0.002031%) #
CACACACACACACACACACACACACACACACACACACACA 4420 (0.044665%) h__
CGCACACACACACACACACACACACACACACACACACACA 3235 (0.032691%) A_
CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT 1209 (0.012217%) “
GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA 2412 (0.024374%) h
GCACACACACACACACACACACACACACACACACACACAC 2642 (0.026698%) A
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT 9025 (0.091200%) A_
TACACACACACACACACACACACACACACACACACACACA 5200 (0.052548%) A__
TCACACACACACACACACACACACACACACACACACACAC 4435 (0.044817%) A_
TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC 1696 (0.017139%) h
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG 9963 (0.100679%) h—_
After filtering: read2: quality
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After filtering: read2: base contents

Value of each position will be shown on mouse over.
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After filtering: read2: KMER counting

Darker background means larger counts. The count will be shown on mouse over.

AA AT AC AG TA T TC TG CA T cc CG GA GT GC GG
AAA
AAT
AAC
AAG
ATA ATAGG
ATT ATTGG
ATC ATCGG
ATG ATGGG
ACA ACAGG
ACT ACTGG
el ACCAA ACCGG
el ACGAA ACGGG
LT AGAAA AGAGG
LGl AGTAA AGTGG
Gl AGCAA AGCGG
AGG [T AGGGG
LY TAAAA TAAGG
LY TATAA TATGG
LI TACAA TACGG
LM TAGAA TAGGG
TTA ) TTAGG
LAl TTTAA TTTGG
LR TTCAA TTCGG
LRI TTGAA TTGGG
L% TCAAA TCAGG
LAl TCTAA TCTGG
LIS TCCAA TCCGG
LSl TCGAA TCGGG
TGA TGAGG
TGT TGTGG

TGC TGCCC | TGCCG TGCGC | TGCGG
. . . T T I B . . D .



TGG
CAA
CAT
CAC
CAG
CTA
cTT
CTC
CTG
CCA
ccT
ccc

CcG
CGA
CGT
CGC

CGG
GAA
GAT
GAC
GAG
GTA
GTT
GTC
GTG
GCA
GCT
GCC
GCG
GGA
GGT
GGC
GGG

After filtering: read2: overrepresented sequences
Sampling rate: 1 / 20

overrepresented sequence count (% of bases) distribution: cycle 1 ~ cycle 151
ACACACACACACACACACACACACACACACACACACACAC 12655 (0.126941%)

ACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACA o
CACACACACACACACACACACACACACAC 48 (0.001204%)

ACACACACACACACACACACACACACACACACACACACAG 322 (0.003230%)
AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG 2627 (0.026351%)
CACACACACACACACACACACACACACACACACACACACA 3978 (0.039903%)

CACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACACAC °
ACACACACACACACACACACACACACACA 48 ( 0.001204% )

CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT 1767 (0.017725%)
GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA 2136 (0.021426%)
GCACACACACACACACACACACACACACACACACACACAC 5198 (0.052141%)
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT 7711 (0.077348%)
TCACACACACACACACACACACACACACACACACACACAC 4140 (0.041528%)
TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC 2545 (0.025529%)
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG 11832 (0.118686%)
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