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PNEEERETN: —UFEUEEANE

DNBSEQ PEIFFEUE
CL100030398 LO1 read 1.fq.gz: R T #uREfastg, & T ixEE=5F0

-

@CL1000303%98L1CO01R0 []]__D;" 1 ¢EM%1§1§I§V /&\;\mugg:é%@ém?i—:
GTACACTATGAGTACATCGTATGTGTAAATATGCATAATAAATGGAATAC

: g = E
FFFFDDEFFF: @DF<DFACEFFFFFFFCECEE7TBFFFFEFEFE>CDFBEF :EE' 1:r° ‘F?Q§UI[)1EJE§LI lttl[)uﬁE
CL100030398_L01_read 2.fq.gz: HE_17: read 4, ATCGNZBRL,
@CL100030398L1CO01IR001_0/2 %:’/fi' o

AGAGTTTTTTCTAAAATTCAGGTCATGATGAGTTCTATAGSTTTTCTTGT

+ — L . p :
F<EEBAC<EFE?DFEFBC>DFB<DFDE@EFDDC; DDEE>EC4 ?CC.AF>45 ﬁ% )L ?j' i ﬁﬁ_?jﬁ\ﬁﬂ-‘ijMElﬂjﬁﬁﬂ
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MIBUERET: ENTREEFR

10 0.1 90%
20 0.01 99%
30 0.001 99.9%
40 0.0001 99.99%
50 0.00001 99.999%

Q=-10logP , HFPRFZREHNEHIHTE,

#£P=0.001, WQ=30, FPAREERBZRA:
30+33=63xJWAJASCIIES, Bp “? "
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Distribution of qualities
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35 549 £4d T3 104 126
D e e e e e 26.. .91 ..., .. 40
=5 [ L 40
[ L 40
D e e e e 26, .81 ... ... 41
5 - Sanger Phred+33, raw reads twvpically (0, 40
i - Solexa Solexatfd, raw reads twvpically (-5, 40)
I - Illumina 1.3+ Phred+f4, raw reads twvpically (0, 40]

L - Illumina 1.8+ Phred+33, raw reads twpically (0, 41)
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Sanger RAK, 0.01% , ~600bp RAR
Roche/454 K, ~2% 7FE, ~400bp SE, PE =
lllumina/solex &, ~1% E1, 25-300bp SE, PE =205
a

ABI/SOLID RIE, ~0.1% Ei, 25-35bp SE =)

lon torrent K, ~1% 1<, 100-200bp SE =
MGI/CG €, ~0.5% E1, 25-150bp SE, PE =S>RS
Helicos =, A ANZE, 20-100bp  SE {38
PacBio =, ~15% AE, FJ1A40kb  SE o5

Nanopore W=, AZE, A[1IX10Mb  SE

AMN0O/ \ A0/

¢
g
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1. #EABSIT/EBZ:

$ cd
g. lEEi—Li BUS 4k
S

3. Bl ImitE Rl Eais 4=k
$ mkdir 00 ref 01 _clean 02_align 03 SNPCalling 04 annotation raw_data

4. # IYRAGNFIRIES (4Rl raw_dataX {4~
$ mv ~/*fq.gz ~/raw _data
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g. 13.%1?&%@5 KHRFEXE (/home/00 ref) ENZHI N ABIFEBEF00 ref ™
C

$ cd 00 ref

$ cp /home/00 ref/*.* ./
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g. EEBFD TSR MER s I ELHIE N 42 WESTTE:
cd

$ Is raw data

$ 1s 00 ref/

[ FRUTSEE MISGEENEIL, 5=, BEhqEIFRE:
$ less ~/raw data/test.fg.gz
@F52000L1CO02RAO04000021

CGAAAACCTTTTTCCAAGGACAAATCAGAGAAAAAGTCTTTAACTCCACC
+

ITTI=CIT<ITITTTITITITITTITIHTIITIIITIO<IHITITIIT1IZ2IINID
@FS2000L1CO02R004000025
ACTCTATTAGTCAACGTTCTCCAGAGAAACAGAACCAATAGCATAGATAG

+
ITITTIT;ITIDITITIGITIITIDIHITIT-TITIITITIIITIINIIT ' ITTHITIC
@FS2000L1CO02R004000032
TTATGTTCAGCCCTTGGATTGTCTCAGGATGTTGCAGGCGCAACTTTCAT
+
ITITTITTITITITTITTIITIITITIIITIITITITIITTITIIITINITITIIIITINIT
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8. (FFSOAPnukeEREIERET LR, FHEISEIVEXRRESIERHTIIIE, [F01_clean4ERY

clean#{fE:
$ /Pipeline/FIS.Traits/tools/SOAPnuke filter -1 ~/raw data/test.fq.gz -1 10 - 0.5 -n 0.01 -T 1 -0

~/01 clean/ -C test clean.fq.gz
$ Is 00 ref/

9.7 ;H‘ £01_cleani2 MEAlessin SEF—EFNFGRERET LR, HIBRRNYSRIGEUEESAE
el
$ less ~/01 clean/Basic_Statistics of Sequencing Quality.txt

Item raw reads(fql) clean reads(fql)

Read length 50.0 50.0

Total number of reads 473994 (100.00%) 473598 (100.00%)
Number of filtered reads 396 (0.08%)

Total number of bases 23699700 (100.00%) 23679900 (1600.00%)
Number of filtered bases 19800 (0.08%)

Number of base A 6753420 (28.50%) 6747827 (28.50%
Number of base C 5643559 (23.81%) 5638836 (23.81%
Number of base G 4954525 (20.91%) 4950542 (20.91%
Mumber of base T 6347790 (26.78%) 6342695 (26.79%
Number of base N 406 (0.00%) 0 (0.00%)

020 number 23171219 (97.77%) 23152679 (97.77%)

030 number 22639917 (95.53%) 22622162 (95.53%)

(BE=EE, BEiqRinEd)

)
)
)
)
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10. FERRFASTQCT EJEUERE R NHITRE, BYER RN 7 HEUERE
$ /Pipeline/FIS.Traits/tools/anaconda/bin/fastqc ~/01 _clean/test clean.fq.gz

. A quality control tool for high throughput sequence data.
ﬁFastQC g y g ghp g

FastQC &Y R SEEHE TR, 124117 Ezistr.
A EINBAM/SAM/FASTQY 448, EIREHRITER,
HTMUgT RS, — B2 (E.

Function & quality control tool for hish throushput =sequence data.

Language Java

& suitable Java Funtime Frnvironment

Requirements

The Picard BAM/SANM Libraries (included in download)
Code Naturity Stable. Mature code, but feedback is appreclated.

Code Eeleased Yes, under GFL v3 or later.

Initial Contact oimon Andrews
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11. FASTQCERRED
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