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ZRHIER D FASTOX RS

https://bioinf.shenwel.me/seqgkit/

* segkit stats -] 2 *.fastq.gz T2k, HIEMLE/us/local/binEif, TitFANFR
chmod 777 seqgkit

1 vboxuser@ubuntu: ~/share/fastq

(jimmy3) : S segkit stats -j 2 *.fastqg.qgz

processed files: ¢ : ] ETA: @s. done

file format \ num_seqs sum_len min_len avg len max_len S y
NC1 R1l.fastg.gz FASTQ 25,140,686 ,243,586 151 151 151 *f(%ﬁkljj
NC1 R2.fastg.gz FASTQ 25,140,686 ,243,586 151 151 151 I'TL'IZOK
OE1 R1.fastg.gz FASTQ 18,093,704 2,149,304 151 151 151

OE1 R2.fastg.gz FASTQ 18,093,704 2,149,304 151 151 151

(jimmy3) : $

[ B S I WV R W ¥

(Fimmy3) : S segkit stats test R1.fastq N IEE—HTJ'I\EH flﬂ
test Rl.fastqg: fastx: bad fastg format 7[‘3{%955& :mug/\a%

(Fimmy3) : S segkit stats test R2.fastqg j;{l_—‘—t_-j}ﬁiz; ;Ié\ IAI |
test R2.fastqg: fastx: bad fastg format X }'&:J:E -

x4
S5
o

SRS


https://bioinf.shenwei.me/seqkit/

Fastq S R/

SRX25765751: PAR-CLIPseq for tG3BP1-259-466 binding RNA
1 ILLUMINA (llumina Hiseq 1500) run: 12.4M spots, 619 4M bases, 184.3Mb downloads

Design: N/A
Submitted by: Ruijin Hospital Affiliated to Shanghai Jiao Tong university school of medicine

Study: PAR-CLIPseq for C-terminal truncated G3BP1 binding RNA
PRJNA1149923 « SRP527431 + All experiments = All runs

Sample: overexpressing tG3BP1-259-466-Flag
SAMN43265621 « SRS22402420 + All experiments = All runs
Organism: Homo sapiens

Library:
Name: SZG2021-G3BP1-2
Instrument: lllumina HiSeq 1500
Strategy: RIP-5eq
Source: TRANSCRIPTOMIC
Selection- RANDOM PCR
Layoui: SINGLE

Runs: 1 run, 12 4M spots, 619.4M bases, 184 3Mb
Run # of Spots

SRR30305312 12,388,794

# of Bases Size Published
619.4M 184 3Mb 2024-08-20
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gzERFEE K/ fastq R/NA1EE4+

M reads (MZTRRE A K)
G #IEE (FHEZL 16=1,000,000,000%F %)
Gb, Mb: (Xf#K/N: 1Gb=1024Mb)

byte

e AR FERENNFE



llumina 4, Xim:
F117. @F X,
@LH00348:184:22CLIHLT4:

Fastofg =\

Read 1 ¢

xx¢_R1.fastq ¥ 5
1 @LHOB®348:184:22CLIHLT4:3:1101:2400:1042 1:N:0:GCGGTATT+CCAATCAC :
2 ANCGGAACCACAAGAAGGTTTCATCCTTGAGGACACACCAGCGGCGTTTCCAAGAGTTCATCAGGCCACCT}
3 +
4 I#IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII;
5 @LHOB348:184:22CLIHLT4:3:1101:7611:1042 1:N:0:GCGGTATT+CCAATCAC <
6 CNAAGATCAAAAAGAAAGAAGACTCTAATAATATCAGAAATGAAAGAGGAGACATTATAGCTGATACCAAA&
7 +
8 I#IIIQIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII'
9 @LHOB348:184:22CLIHLT4:3:1101:9214:1042 1:N:0:GCGGTATT+CCAATCAC A
10 GNCAAACACTTTGAATGCATTGAGTATGGTTTCCTCAGGGTCTGCTCCCTTAAGTTTCTCCCCAAACATTG}
11 +
12 I#IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII}
13 @L.HOB348:184:22CLIHLT4:3:1101:11010:1042 1:N:0:GCGGTATT+CCAATCAC E
14 TNTCCACCGCGGCCCGCCTGTCTTCCAGGATGTCCTTCCGGCTGTTCCAGGACTCGGCGTCAGGCCGCCCC’
15 +

s s F#J}IEFIITPITLIIF{?DEILDLFTILPIII{FETTI[IIFTFBTPETPTFIFTF{fIJFILFII’TPU

readl, read?2, fastqX{HEE4THRET—
i FR B (Y =5

il‘{éj(\,éf SRA—_]'1|:|/;_,\ /\

#2171 MEHFIHEER, ATCONZ R, BHFHEESTILT
E317 + (HEMXHSETE—THES, AERXE—1+)
B4fT SR TREER—

%read

runs, flow cellZg=,

xx_R2.fastq ¥ Rea d 2 ;
1 @LHOO348:184:22CLIHLT4:3:1101:2400:1042 2:N:0:GCGGTATT+CCAATCAC {
2 AAGCAGTGGTATCAACGCAGAGTACGGGGGCGTGACTCTGTGTACAGCTGTGTCACTCTGCCATATTTCCACA€
3 + /
4 TIITITITTTITITITITTITTITTITITTIITIITITTITITIITITITIITITITITTITTITITIITIITITIITIINTY
5 @LHOO348:184:22CLIHLT4:3:1101:7611:1042 2:N:0:GCGGTATT+CCAATCAC 3
6 AAGCAGTGGTATCAACGCAGAGTACGGGGGTTTTATGTTTTAGTTT ATGTGTCTAAGAATGTATCCATTTCTT
7 +
8 I[IIII[IIIIIII[IIII[IIIIIII[IIII[IIIIIII[IIII[IIIIIII[IQIQ[IIIIIII[IIII[II
9 @LHOB348:184:22CLIHLT4:3:1101:9214:1042 2:N:0:GCGGTATT+CCAATCAC
10 ATGGACCAGAACAGGGATGGCTTCATCGACAAGAACGATCTGAGAGACACCTTTGCTGCCCTTGGGCGTGTGAK
11 +
12 IIIIII[IIIIIIIIIIII[IIIIIII[IIIIIIIIIIII[IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIP
13 @LHOB348:184:22CLJHLT4:3:1101:11010:1042 2:N:0:GCGGTATT+CCAATCAC
14 GTTTCTTGAAGCAGGATAAGTATGAGTGTCATTTCTTCAACGGGACCGAGCGGGTGCGGTTCCTGCACAGAGAC

15

+

PG FTARPEGETF AT T IAF VTR F PV FLELF TP R LTI F R AL T 7 F s TA T LA F T FRLF F vpr,f

| indexEK KR (4FRE)

1:N:0:GCGGTATT+CCAATCAC

EFIET R T ABRE N ANR R

NEW AL REFATEARRE, P IATT DR SR AR H B 58 A A9 1%

SUHR: f#[Efastq.gz, #1017

BT FIMTIRA— L EUEE

—X N, FHENFREENREE (ASCIEBRR<, 4020, Q30KE)

AMAY?

/‘\
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BEDBOITHEITIE

e Q=-10 log10(P)

* PEBEIRBI M RMR, REMERREL (base calling
algorithm) FHRHT % M5 SR

Phred Quality Score Probability of incorrect base call Base call accuracy
10 1in 10 90%
20 1in 100 99%
30 1in 1000 99.9%

40 1in 10,000 99.99%



ASCIIRE 3=

ASCII 15 |3 #IFRF| ASCII {H #E#HIFRF | ASCIT {H |34 FRF ASCII B ¥ HIF5F
0 NUT 32 (space) 64 (] 96 S
1 SOH 33 ! 65 A 97 a
2 STX 34 » 66 B 98 b
3 ETX 35 # 67 c 99 c
4 EOT 36 $ 68 D 100 d
5 ENQ 37 % 69 E 101 e
6 ACK 38 & 70 F 102 £
T BEL 39 5 71 G 103 g
8 BS 40 ( 79 H 104 h
9 HT 41 ) 73 I 105 i
10 LF 42 * 74 J 106 j
11 VT 43 + 75 K 107 K
12 FF 44 5 76 L 108 1
13 CR 45 - 77 M 109 n
14 SO 46 3 78 N 110 n
15 SI 47 . 79 0 111 0

16 DLE 48 0 80 P 112 p
1t DCI 49 1 81 Q 113 q
18 DC2 50 2 82 R 114 r
19 DC3 51 3 83 X 115 s
20 DC4 52 4 84 T 116 t
21 NAK 53 5 85 U 117 u
22 SYN 54 6 86 v 118 v
23 TB 55 7 87 W 119 W
24 CAN 56 8 88 X 120 X
25 EM 57 9 89 Y 121 y
26 SUB 58 : 90 Z 122 z
27 ESC 59 : 91 [ 123 {
28 FS 60 < 92 / 124 |
29 GS 61 = 93 1 125 }
30 RS 62 > 94 - 126 &
31 us 63 ? 95 — 127 DEL

iR RIZESE T EMASCIED
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GEO TR IR T

* sratoolkit F#{ ( https://github.com/ncbi/sra-tools/wiki/01.-
Downloading-SRA- Toolk|t)

* prefetch -X 200G SRR1234656 -0 SRR1234656
* fastg-dump --split-files -F SRR1234656

KR SRAXHF T SR Ei%



llumina vs &K

xx_R1.fastq ¥ f
1 @LHOO348:184:22CLJHLT4:3:1101:2400:1042 1:N:0:GCGGTATT+CCAATCAC z
2 ANCGGAACCACAAGAAGGTTTCATCCTTGAGGACACACCAGCGGCGTTTCCAAGAGTTCATCAGGCCACCT)
3 + i
4 I#IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII§
5 @LHOO348:184:22CLJHLT4:3:1101:7611:1042 1:N:0:GCGGTATT+CCAATCAC 4
6 CNAAGATCAAAAAGAAAGAAGACTCTAATAATATCAGAAATGAAAGAGGAGACATTATAGCTGATACCAAQ}
i + 2,
8 I#III9IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIﬁg
9 @LHO0348:184:22CLJHLT4:3:1101:9214:1042 1:N:0:GCGGTATT+CCAATCAC :

10 GNCAAACACTTTGAATGCATTGAGTATGGTTTCCTCAGGGTCTGCTCCCTTAAGTTTCTCCCCAAACATTG}
11 +
12 I#IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII}
13 @LHO0348:184:22C1LJHLT4:3:1101:11010:1042 1:N:0:GCGGTATT+CCAATCAC E
14 TNTCCACCGCGGCCCGCCTGTCTTCCAGGATGTCCTTCCGGCTGTTCCAGGACTCGGCGTCAGGCCGCCCC/
15 +

/rﬁhfFﬁﬁqﬁjU{WM}UFUFHFUFHHWWNEUDWFUWFH}UWH7P7UTW”}U

mHE
TR E st
M Pt s

kkkk*)k

BT AEXRESNE, WiluminaE &M

huada Ri.fastg ®

15

7
.
@E250026663L1CO01R00100000637/1 £
CGAGAACGTATTCACCGTAGCGTAGCTGATCTACGATTACTAE
+
DDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDD?
@E250026663L1CO01R00100000646/1
CGGATGACTTGTGAATAGCGGTGAAATTCCAATCGAACCTGGR
+
DDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDD@
@E250026663L1CO01R00100000797/1
GGGGTTGCGCTCGTTGCAGGACTTAACCGAACATCTCACGAC?

+ &
DDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDE
@E250026663L1CO01R00100000848/1 7

TCGCCATATTGCTTCTCTTTGTACCGACCATTGTAGCACGTG}
+

/a?E’/hﬁPDD““UD”U“PDWWHDWDDD“ﬂPnﬁﬂﬁﬂﬂﬂDﬂﬂDﬁﬂqﬁD“Dﬁ

__llumina | X

*kkk

*k*k
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