MP10Ok_se

Summary

General

fastp version:

sequencing:

mean length before filtering:

mean length after filtering:

duplication rate:

Before filtering

total
total

reads:

bases:

Q20 bases:
Q30 bases:

GC content:

After filtering

total
total

reads:

bases:

Q20 bases:
Q30 bases:

GC content:

Filtering result

reads
reads
reads
reads

reads

passed filters:
with low quality:
with too many N:
too short:

with low complexity:

Duplication

t (%) & GC ratio

60

0.19.6 (https://github.com/0OpenGene/fastp)

single end (138 cycles)

69bp

69bp

73.235977% (may be overestimated since this is SE data)

18.119749 M
1.257562 G
1.205204 G (95.836531%)
1.126084 G (89.545020%)
43.899795%

17.639144 M
1.229482 G
1.187332 G (96.571727%)
1.112826 G (90.511800%)
43.884956%

17.639144 M (97.347618%)
354.238000 K (1.954983%)
50 (0.000276%)
125.992000 K (0.695330%)
325 (0.001794%)

duplication rate (73.235977%)

B Read percent (%)
Mean GC ratio (%)



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

Before filtering: readl: quality

Value of each position will be shown on mouse over.
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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.

CGG
GAA

CGGAA
GAAAA

CGGAT
GAAAT

CGGAC
GAAAC

CGGAG
GAAAG

CGGTA
GAATA

CGGTT
GAATT

CGGTC
GAATC

CGGTG
GAATG

CGGCA
GAACA

CGGCT
GAACT

CGGCC
GAACC

CGGCG
GAACG

CGGGC
GAAGC

CGGGG
GAAGG

CGGGA CGGGT

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
T
TTC
TG
TCA
TCT
TCC
TCG
TGA
TGT
TGC
TGG
CAA
CAT
CAC
CAG
CTA
cTT
cTC
CTG
CCA
ccT
ccc
CCG
CGA
CGT
CGC
[ GAAAA [ GAAAT | GAAAC | GAAAG | GAATA | GAATT | GAATC | GAATG | GAACA | GAACT | GAACC [ GAACG | | GAAGC | GAAGG |




YW GATAA | GATAT | GATAC | GATAG | GATTA | GATTT | GATTC | GATTG | GATCA | GATCT | GATCC | GATCG | GATGA | GATGT | GATGC | GATGG |
Xl GACAA | GACAT | GACAC | GACAG | GACTA | GACTT | GACTC | GACTG | GACCA | GACCT | GACCC | GACCG | GACGA | GACGT | GACGC | GACGG |
Ol GAGAA | GAGAT | GAGAC | GAGAG | GAGTA | GAGTT | GAGTC | GAGTG | GAGCA | GAGCT | GAGCC | GAGCG | GAGGA | GAGGT | GAGGC | GAGGG |
QW GTAAA | GTAAT | GTAAC | GTAAG | GTATA | GTATT | GTATC | GTATG | GTACA | GTACT | GTACC | GTACG | GTAGA | GTAGT | GTAGC | GTAGG |
Rl GTTAA | GTTAT | GTTAC | GTTAG | GTTTA | GTTTT | GTTTC | GTTTG | GTTCA | GITCT | GTTCC | GTTCG | GTTGA | GITGT | GTTGC | GTTGG
QUM GTCAA | GTCAT | GTCAC | GTCAG | GTCTA | GTCTT | GTCTC | GTCTG | GTCCA | GTCCT | GTCCC | GTCCG | GTCGA | GTCGT | GTCGC | GTCGG |
UM GTGAA | GTGAT | GTGAC | GTGAG | GTGTA | GTGTT | GTGIC | GTGTG | GTGCA | GTGCT | GTGCC | GTGCG | GTGGA | GTGGT | GTGGC | GTGGG |
M GCAAA | GCAAT | GCAAC | GCAAG | GCATA | GCATT | GCATC | GCATG | GCACA | GCACT | GCACC | GCACG | GCAGA | GCAGT | GCAGC | GCAGG |
Ml GCTAA | GCTAT | GCTAC | GCTAG | GCTTA | GCTTT | GCTTC | GCTTG | GCTCA | GCTCT | GCTCC | GCTCG | GCTGA | GCTGT | GCTGC | GCTGG |
(el GCCAA | GCCAT | GCCAC | GCCAG | GCCTA | GCCTT | GCCTC | GCCTG | GCCCA | GCCCT | GCCCC | GCCCG | GCCGA | GCCGT | GCCGC | GCCGG |
ol GCGAA | GCGAT | GCGAC | GCGAG | GCGTA | GCGTT | GCGTC | GCGTG | GCGCA | GCGCT | GCGCC | GCGCG | GCGGA | GCGGT | GCGGC | GCGGG |
M GGAAA | GGAAT | GGAAC | GGAAG | GGATA | GGATT | GGATC | GGATG | GGACA | GGACT | GGACC | GGACG | GGAGA | GGAGT | GGAGC | GGAGG |
9@ GGTAA | GGTAT | GGTAC | GGTAG | GGTTA | GGTTT | GGTTC | GGTTG | GGTCA | GGTCT | GGTCC | GGTCG | GGTGA | GGTGT | GGTGC | GGTGG |
Il GGCAA | GGCAT | GGCAC | GGCAG | GGCTA | GGCTT | GGCTC | GGCTG | GGCCA | GGCCT | GGCCC | GGCCG | GGCGA | GGCGT | GGCGC | GGCGG |
el GGGAA | GGGAT | GGGAC [ GGGAG | GGGTA | GGGTT | GGGTC [ GGGTG | GGGCA | GGGCT | GGGCC | GGGCG | GGGGA | GGGGT | GGGGC | GGGGG

Before filtering: readl: overrepresented sequences

Sampling rate: 1 / 20

overrepresented sequence

AACACACACACACACACACACACACACACACACACACACA
ACACACACACACACACACACACACACACACACACACACAA
ACACACACACACACACACACACACACACACACACACACAC
ACACACACACACACACACACACACACACACACACACACAG
ACACACACACACACACACAT

AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG
AGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGG
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG
ATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
CACACACACACACACACACACACACACACACACACACACA
CACACACACACACACACACACACACACACACACACACACT
CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT
CTGTGTGTGTGTGTGTGTGT

GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA
GCACACACACACACACACACACACACACACACACACACAC
GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT
GGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTT
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
GTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTA
TACACACACACACACACACA

TAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGG
TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC
TGTGTGTGTGTGTGTGTGTA

TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG

TGTGTGTGTGTGTGTGTGTT

count (% of bases)

827 (0.052610%)
41 (0.002608%)
2036 (0.129520%)
49 (0.003117%)
3723 (0.118420%)
343 (0.021820%)
54 (0.003435%)
726 (0.046185%)
875 (0.055663%)
2393 (0.152231%)
50 (0.003181%)
226 (0.014377%)
4750 (0.151086%)
401 (0.025510%)
893 (0.056808%)
35 (0.002227%)
33 (0.002099%)
54 (0.003435%)
1367 (0.086962%)
26 (0.001654%)
5602 (0.178186%)
58 (0.003690%)
334 (0.021247%)
3723 (0.118420%)
1817 (0.115589%)

2859 (0.090938%)

distribution: cycle 1 ~ cycle 138
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TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAG 48 (0.003054%)

TTGTGTGTGTGTGTGTGTGT 4047 (0.128725%) pr

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.
0.8 — A(28.15%)

—— T(27.94%)
—— €(21.93%)
—— G(21.95%)
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AAA
AAT
AAC
AAG
ATA
ATT
ATC
ATG
ACA
ACT
ACC
ACG
AGA
AGT
AGC
AGG
TAA
TAT
TAC
TAG
TTA
TTT
TTC
TTG
TCA
TCT
TCC
TCG
TGA
TGT
TGC
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
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After filtering: readl: KMER counting
Darker background means larger counts. The count will be shown on mouse over.
AA AT AC AG TA TT TC TG CA T CC G GA GT GC

GGACG | GGAGA | GGAGT
T . . I I e U e | [ [

GGA

GG
AAAGG
AATGG
AACGG
AAGGG
ATAGG
ATTGG
ATCGG
ATGGG
ACAGG
ACTGG
ACCGG
ACGGG
AGAGG
AGTGG
AGCGG
AGGGG
TAAGG
TATGG
TACGG
TAGGG
TTAGG
TTTGG
TTCGG
TTGGG
TCAGG
TCTGG
TCCGG
TCGGG
TGAGG
TGTGG
TGCGG
TGGGG
CAAGG
CATGG
CACGG
CAGGG
CTAGG
CTTGG
CTCGG
CTGGG
CCAGG
CCTGG
CCCGG
CCGGG
CGAGG
CGTGG
CGCGG
CGGGG
GAAGG
GATGG
GACGG
GAGGG
GTAGG
GTTGG
GTCGG
GTGGG
GCAGG
GCTGG
GCCGG
GCGGG
GGAGG



eyl GGTAA GGTAT GGTAC GGTAG GGTTA GGTTT GGTTC GGTTG GGTCA GGTCT GGTCC
clclol GGCAA GGCAT GGCAC GGCAG GGCTA GGCTT GGCTC GGCTG GGCCA GGCCT GGCCC GGCCG GGCGA GGCGT GGCGC GGCGG
clc[cl  GGGAA GGGAT GGGAC GGGAG GGGTA GGGTT GGGTC GGGTG GGGCA GGGCT GGGCC GGGCG GGGGA GGGGT GGGGC GGGGG

After filtering: readl: overrepresented sequences

overrepresented sequence

AACACACACACACACACACACACACACACACACACACACA
ACACACACACACACACACACACACACACACACACACACAA
ACACACACACACACACACACACACACACACACACACACAC
ACACACACACACACACACACACACACACACACACACACAG
ACACACACACACACACACAT

AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG
AGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGG
AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG
ATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
CACACACACACACACACACACACACACACACACACACACA
CACACACACACACACACACACACACACACACACACACACT
CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT
CTGTGTGTGTGTGTGTGTGT

GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA
GCACACACACACACACACACACACACACACACACACACAC
GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT
GGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTT
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT
GTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTA
TACACACACACACACACACA

TAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGG
TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC
TGTGTGTGTGTGTGTGTGTA

TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG
TGTGTGTGTGTGTGTGTGTT

TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAG

TTGTGTGTGTGTGTGTGTGT

count (% of bases)

777 (0.050558%)
52 (0.003384%)
1917 (0.124735%)
41 (0.002668%)
3741 (0.121710%)
354 (0.023034%)
66 (0.004294%)
679 (0.044181%)
887 (0.057715%)
2242 (0.145883%)
34 (0.002212%)
229 (0.014901%)
4766 (0.155057%)
350 (0.022774%)
909 (0.059147%)
29 (0.001887%)
21 (0.001366%)
51 (0.003318%)
1347 (0.087647%)
29 (0.001887%)
5511 (0.179295%)
50 (0.003253%)
320 (0.020822%)
3427 (0.111494%)
1767 (0.114975%)
2717 (0.088395%)
45 (0.002928%)

3892 (0.126622%)

GGTGA GGTGT GGTGC GGTGG

distribution: cycle 1 ~ cycle 138
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fastp -i /work/frr6/SHAD/NXTRIM/MP10k.se.fastq.gz —o MP1Ok_se.trimmed.fq.gz ——cut_front ——cut_tail —--cut_window_size=4 —



cut_mean_quality=20 —-—qualified_quality_phred=20 —-unqualified_percent_1imit=30 --n_base_limit=5 —-length_required=50 ——
low_complexity filter ——complexity_threshold=30 ——overrepresentation_analysis ——json=MP10Ok_se.json ——html=MP10k_se.html —
report_title=MP10k_se ——thread=8

fastp 0.19.6, at 2019-01-18 11:28:32




