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GSA Submission #IEi$3z
*Alias 5l
RARGRRIERH GSA &R
* Data Released

EEAERE AL R, BERXA (yyyy-mm-dd)

Experiments 3CIE
Meta Information SEEEAER

* Platform AFEE&

MEFFEUARMNFNES

AFTE Ems

454 GS

454 GS 20

454 GS FLX

LS454
454 GS FLX Titanium

454 GS FLX+

454 GS Junior

AB 310 Genetic Analyzer

AB 3130 Genetic Analyzer

AB 3130xL Genetic Analyzer

Capillary Technologies AB 3500 Genetic Analyzer

AB 3500xL Genetic Analyzer

AB 3730 Genetic Analyzer

AB 3730xL Genetic Analyzer

AB 5500 Genetic Analyzer

AB 5500xI Genetic Analyzer

AB 5500x-WI| Genetic Analyzer

AB SOLID 3 Plus System

AB SOLID 4 System
ABI Solid

AB SOLID 4hq System

AB SOLID PI System

AB SOLID System 1.0

AB SOLID System 2.0

AB SOLID System 3.0

BGISEQ-100

BGISeq BGISEQ-1000

BGISEQ-500

CapitalBio Company BioelectronSeq 4000




Bionano Genomics

BioNano IRYS

BioNano SAPHYR

Complete Genomics

Complete Genomics

DAAN GENE

DA8600

Helicos BioSciences Corporation

Helicos HeliScope

HYK Genetic

HYK-PSTAR-IIA

llumina

lllumina Genome Analyzer

lllumina Genome Analyzer I

lllumina Genome Analyzer lIx

lllumina HiScanSQ

lllumina HiSeq 1000

lllumina HiSeq 1500

lllumina HiSeq 2000

lllumina HiSeq 2500

lllumina HiSeq 3000

lllumina HiSeq 4000

lllumina HiSeq X Ten

lllumina MiSeq

lllumina MiniSeq

lllumina Nextseq 500

lllumina Nextseq 550

lllumina iSeq 100

lllumina NovaSeq 5000

lllumina NovaSeq 6000

lonTorrent

lon Torrent PGM

lon Torrent Proton

Oxford Nanopore

MinION

GridION

Berry Genomics

NextSeq CN500

PacBio SMRT

PacBio RS

PacBio RS Il

PacBio Sequel

*Alias LI R

R RGIE RN E R Experiment &R

“Title #RRERAFR

A AARAERZ R B P IR IERAE SR
*Project accession FiBIIEF3IS

T #3715 BioProject [B]HY X B X &

* Sample accession FiIBHAFETIS



BT #3715 Bio Sample [E]f < Bt X &

* Library Construction/Experiment design SEI& % i+ Fn 5lg

RTEEENSRIERITMRBEIFAER, TaERZMFEMBRIAT EFEFET

Library XEFR

FA T4 3T EE IE 731 T30 P B M LAY SRR AR A4 A BT BE X P 45 A EfTa 2
Library name X E®&
X EH B R
* Strategy RH&
S EE RO $ AR FN SR B

BAR R iR ER

WGS 3F PCR ¥ &£ £ F 2B RIREHUN F AR
WGA S EFARTUNFRAR

WES ST FREALNIFF AR

WXS HNE FHFRE X el B (E 2B AU R R
RNA-Seq S RANMENNF AR
miRNA-Seq /v RNA BIBEHL R R

WCS SR EARBENNFRAR

CLONE ETEFEARERNFRA
POOLCLONE RAEEMEEHENFREAR
AMPLICON Overlapping PCR 8 RT-PCR =40 F AR
CLONEEND TR (5/3HFAE) MFERA
FINISHING KIEEMFRAR

ChIP-Seq FERBRIEMNFRAR
MNase-Seq MNase ;HtEEZEMFRA.
DNase-Hypersensitivity ABBUBRAL SN F AR

Bisulfite-Seq T AR S5 F 3R

Tn-Seq BEETIRALENEFRA

EST CDNA AR By SR F AR
FL-cDNA CDNA 1R B £ FF i AR

CTS RERARZ M F R A

MRE-Seq AL BURR PR 1) 1% Y] BEI R AR
MeDIP-Seq FRE{L DNA e MR AR
MBD-Seq RENATNFRNEZENFREAR
Synthetic-Long-Read KIFKMFRE A

ATAC-seq Fa R RENF AR

ChIA-PET ChIA-PET BE33 RimAR M F A
FAIRE-seq EANATIRBETRERPEERN DNA HITEE, 2FIBTES

AR IREVAR E DNA BIMIFR AR




Hi-C FEFMRBRMVFRAR, HPFEYRRCHZEIRG SEEES
=, [FSamEFaics DNA EEE S, REHITEENRF
ncRNA-Seq JESRTD RNA SR AR
RAD-Seq PRA&ITMEAL=FE S DNA 5 F AR
RIP-Seq RNA RIZTUEMMEIZENFHA(BIE CLIP-Seq. HITS-CLIP 1
PAR-CLIP)
SELEX BHEEHNEFRGHLEAR
ssRNA-seq RN
Targeted-Capture B EEHON R AR
Tethered Chromatin Conformation | & FRAISRIBIKMFHA
Capture
Other HAbRUCRMF AR
*Source AR
R SR AR SRR A Y
RAKR
GENOMIC EEH
TRANSCRIPTOMIC ER4AE
METATRANSCRIPTOMIC iR
METAGENOMIC REFEE
SYNTHETIC AR DNA
VIRAL RNA 753 RNA
OTHER Hith, RIBERITARMAIRIFRAR
*Selection LY AR EHE
= RER TERIAERIESFN/EE SR F R R
SHWHRIEHE e
unspecified JEFER MR
RANDOM BB
PCR FI B E S 140X M REEE I T 1%
RANDOM PCR T ARG B 5| X AR T ik
RT-PCR Fi%%%5% PCR FiAffi%
HMPR T EREALER BREI M H L FIE (Hypo-methylated partial restriction
digest)
MF FAEFFiE (Methyl Filtrated)
CF-S Cot-filtered B¥E /MR NEE L DNA FRIFiE (Cotfiltered
single/low-copy genomic DNA)
CF-M Cot-filtered FFEE S E F4A DNA AR FiE (Cot-filtered moderately
repetitive genomic DNA)
CF-H Cot-filtered S EE M EFLH DNA SR FFiE (Cot-filtered highly

repetitive genomic DNA)




CF-T Cot-filtered B #EIERFE DNA SR & (Cotfiltered theoretical
single-copy genomic DNA)

MDA ZEERIIE (multiple displacement amplification, MDA) Fi
REHL 5 | FNFRY G LIRSS R ER DNA KA

MSLL Methylation Spanning Linking Library

cDNA CDNA i

chiP S RRETUESRAR (Chromatin immunoprecipitation)

MNase HEKEAZERES (MNase) Bt

DNAse PR EAZPEIZEREE (MNase) iEfk

Hybrid Selection

FIMFESE CR)

Reduced Representation

BEERBIME A RA/NERE S, B TR ENERBEUET EHH
iV =2

Restriction Digest

PRI AYIEERA T DNA 53

5-methylcytidine antibody

Rt 5-met FiRiE AL DNA B

MBD?2 protein methyl-CpG binding

domain

MBD2 EHEE-CpG L& iHix

CAGE T rERERIEFFE (Cap-analysis gene expression)
RACE FRIBBIRIE 1 (Rapid Amplification of cDNA Ends)

size fractionation

Physical selection of size appropriate targets

Padlock probes capture method

IMEBREHBRIR S

Poly-A

polyA E&EiHik

other

Hith, RIGERISARMBTHIEF

*Layout M EETS

MR BREZREEEXER
*Insert size (bp)
BARBRKE

Nominal size (bp)

AKE

Nominal standard deviation (bp)

EIARERE

Run JF&K R

General Information MFRNEXEFR

* Alias R RS &
RAZRGHEERE R Run B

* Run data file type ##EJHE!




RTRRZFIHEO RN, RITEBRRZBRATIRNT:

HiEAkE XHYR#A EEHEF
Fastqg format fastq.gz Yes
fq.9z
fastq.bz2
fq.bz2
BAM format .bam Yes
HDF5 format .bax.h5 Yes
.bas.h5
Reference_FASTA fasta.gz, .fa.gz Yes

Data Blocks JFREHERES

Fastq format (as an example)

FASTQ BR—##iE THEMFY (BEREEFT)) URMBENHREITFNHNXEER. FIIMRE
SHEFA— ASCI F54RT

* File Name for Forward IF i3 #4432

R (28, BREREHR) LARHE—N, THEITRE. EFHF. 5. 9=, HERH
¥, X33 gzip #1 bzip2 E4E1%3, PacBio RFIMFN AT LA tar 1830, TIEZ 7_Zip 5 tar £ 48
St

* MD5 for Forward file IE[Eif3{F MD5 75

MD5 KR Z—1 32 M EFHNFERHFEFHH. Mac M Linux RERNAR, REERMEBITHSIT
"md5sum"(Linux) B "md5"(Mac OX){ERI4 X MD5 4. Windows Fl RiA T EE = HIEF AR
%= MD5 5.

* File Name for Reverse [ E3#%

HExXHE (28, BRAREHR) LARHE—N, THEITRE. EFF. 5. 9=, HERH
¥, {32 gzip #1 bzip2 [E4EHET, PacBio RFVMF{LAT L% tar 483, TES 7_Zip & tar [£47
Xt

* MD5 for Reverse file K[=3%3 {4 MD5 15

MD5 KR Z2— 32 N EFNFERYFEFFE. Mac M Linux RERNAR, REERMEBITHST
"md5sum"(Linux) B¢ "md5"(Mac OX){ERI4E X MD5 4. Windows Fl RiA T EE = HIEF A AL

4 7= MD5 5.

BAM format (as an example)
BAM 1N E L ZE SAM XN ZHFIBR, B—MAYHG EZERMEZHEERR. AR EH

7


http://www.ebi.ac.uk/ena/submit/read-file-formats#fastq_format
http://www.ebi.ac.uk/ena/submit/read-file-formats#bam_format

FEE /), TEZRTHEHERERS, BRI (REM) FiEz.

1)

2)

* Reference Assembly Name or Accession
* Assembly Name or Accession
SEFIBRFIIS
*Web URL of the Reference Assembly
SE[F5I3 R BRI
* File Name for bam
BAM 3T #4455 F] A1 SAMtools 3B . BAM BISZHE&IER A .bam
* MD5 for bam file
MD5 &I 22— 32 NERFNFEHMFFHE. Mac # Linux REMA R, RBERMEITH
£17"'md5sum"(Linux) 3 "md5"(Mac OX){E R[4 s MD5 5, Windows R P N8 E =512
Fr 7 g4 7= MD5 15,
* Local Assembly file
* select one reference file you have uploaded/submit new reference file
EFE RTINS EFIINRZHNESEFT
* Reference file name &EFFXHR
SEFIIXHATR
* MD5 for reference file &334 MD5 5
MD5 ¥ 2 —1 32 M EFMNFEHFTFHE. Mac # Linux RERNAR, REEAMIEITH
£17"'md5sum"(Linux) 3 "md5"(Mac OX){E R[4 sk MD5 #5. Windows A R N8 E =512
Fr 7 gE4 7= MD5 3.,
* File Name for bam BAM X%
124 bam CHZFR
* MD5 for bam file bam 3% MD5 g
MD5 I8 2 —1 32 NEFHNFERHFFMHE. Mac M Linux REMB R, REAERIEITH
£17"'md5sum"(Linux) 8 "md5"(Mac OX){@ A4 B MD5 #&. Windows B P41 FEi 8= /5712

FAEeSE = MD5 3.



