


STOCKS aims at storing the analyzed datasets

Prepare N&S Libmn/

samples have 1 MAIN [project

Prepare N&S l_ibr*an/

Prepare N&S Libmn/

3 s:amp[es egat 3 different
developmental stages

datasets belong #o 1 (or wore)
s‘tuok/
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readifasta  read2.fastq

. RNA-seq pipel‘m

vV

3 sequencing Illumina Sequenc;ng
libraries for Assay: Paired-end
RNA-seq mul‘biple)(eo( RNA-seq
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readifosta  readafasta

multi-sample_ gene
count table: one dataset
wade of one csv file

3 RAW datasets, each
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Raw and derived datasets are listed under the same menu

STE@CKS : o)~ [
= I-inen (U EEEEL L LR
e [ Modified 17 Name Assay Studies Owner QcC Samples
Import datasets v ), : -
«w PROTOCOLS
O 2022-09-23 17:22:19 plate2well1 Awesome Sequencing MyStudy scholta PASSED plate2well1
Bs LAB NOTEBOOK
O 2022-09-23 17:22:19 metadata.txt Awesome Sequencing MyStudy scholta PASSED metadata.txt
B 4s5AYs 0O 2022-09-2317:22:19 XYZ_PE-DEMU_01_1_sequence.txt Awesome Sequencing MyStudy scholta PASSED XYZ_PE-DEMU_01_1_sequence.txt
@ DATASET MANAGEMENT @ | 0 3037.09.2317:22:19 plate1_well1-VF1.cz MyStudy scholta PASSED
Study 0O 2022-09-2317:22:19 movies Awesome Sequencing MyStudy scholta PASSED movies
Dataset Collections 0O 2022-09-23 17:22:19 metadata.txt MyStudy scholta PASSED
O  2022-09-23 17:22:19 XYZ_PE-DEMU_01_1_sequence.txt Awesome Sequencing MyStudy scholta PASSED XYZ_PE-DEMU_01_1_sequence.txt
DataFile 0O 2022-09-23 17:22:19 movies MyStudy scholta PASSED
Archive O 2022-09-23 17:22:19 plate1_well1-VF1.cz MyStudy scholta PASSED
O 2A%n AR An 47anan ; 18 ol Fii” nacern




Raw data processing made easy with Galaxy Link

[ [

No data duplication

ATAC-seq of wildtype or Dppa2 knockout ESC upon release of... | ® Clone [ £]Sync with Galaxy | =
Item details
D 2735409¢-3cc2-47a9-a7d7-799c7eb70695
Project VC20_007 CnR in Dppa2KO
Design biological replicate, genotype design
PubMed ID
Description X
Chromatin accessibility was assayed in wildtype or Dppa2 knockout ESC after 26 days of release of
the trigger imposed by epigenetic editing. Samples were collected in two clonal knockout and
wildtype lines after sorting at FACS of cells which maintained a repressive Esg1-tdTomato
(TOMneg) reporter expression after 26 days of DOX washout (release of the trigger).
Nr. of datasets 4
Archives
Modified 2021-05-11 11:56:49
Modified by girardot
Created 2021-05-05 14:34:19
Created by carlini
Owner carlini
Owned by Group Hackett Group
Permissions
View Edit Delete
Groups
Hackett Group v v
& Users
carlini v v v
girardot v v
Datasets & =

o E’ Group  Personal

[ ] 14~ of 4 Y1) ‘m
O Name |7 Description Type QC Samples
[w] KOB67dDWTOMneg_HG7WLBGXG_1 paired-end fastq PASSED KOB6_26dDW_TOI
O KOC77dDWTOMneg HG7WLBGXG_1 paired-end fastq PASSED KOC7_26dDW_TOr
O WT126dDW_HG7WLBGXG_1 paired-end fastq PASSED WT1_26dDW
O WT226dDW_HG7WLBGXG_1 paired-end fastq PASSED WT2_26dDW
Namelf Description Type QC Samples

https://galaxy.embl.de

= Galaxy

& e +Folder | +Datasets ~ | BExporttoHistory ~ | & Download | Woelete | @Detais (] include deleted

Libraries | Hackett Lab / VC20_007 ATAC-seq Dppa2KO

O Name Doscription Type

D [ HG7WLBGXG_VC20_006-VC20_007.205002698-1- uploaded fastasanger.gz file fastasanger.gz
1_Carlin_ane KOB7dDOX_1_seauence.txt gz

D [ HO7WLBGXG.VC20_006-VC20.007.205002698-1- uploaded fastasanger g fie fastasangergz
1_Carin_laneTKOB67DOX _2_sequence.1x.z

D [ HG7WLBGXG_VC20_006-VC20_007_205002698-1- uploaded fastasanger.gz file fastasanger.gz
1_Carlin_ane KOB67ADWTOMneg_1_sequence.tit.gz

D [ HG7WLBGXG_VC20_006-VC20_007205002698-1- uploaded fastasanger gz file fastasanger.gz
1_Carlin_ane TKOB67dDWTOMneg_2_ sequence .oz

D [ HG7WLBGXG_VC20_006-VC20_007_205002698-1- uploaded fastgsanger.gz file fastqsanger.gz
1_Carin_lane TKOB6mInusDOX_1_sequence.txt gz

D [0 HG7WLBGXG_VC20_006-VC20_007205002698-1- uploaded fastasanger.gz file fastasanger.gz
1_Carlin_laneTKOB6minusDOX_2._sequencetxt.oz

D [0 HG7WLBGXG_VC20_006-VC20_007_205002698-1- uploaded fastasanger.gz file fastasanger.gz
1_Carln_ane KOC77dDOX_1_sequence.txt gz

D [ HG7WLBOXO_VC20_006-VC20.007.20002698-1- uploaded fastasanger gz file fastasangergz
1_Carin_lane KOC77dDOX__2_sequence.1x.gz

D [ HG7WLBGXG_VC20_006-VC20_007.205002698-1- uploaded fastasanger.gz file fastasanger.gz
1_Carin_lane KOC77dDWTOMneg1_sequence txt.gz

D [ HO7WLBGXG.VC20_006-VC20.007.205002698-1- uploaded fastasangergz file fastasangergz
1_Carin_laneTKOC77dDWTOMeg_2_sequence.txtgz
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ayearago
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Manage

=
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-
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=
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Start ATAC-seq Standard WF

# Convert
© in Dataset

out_file1 (tabular)

# Concatenate 0 %

datasets

D Input dataset o x

output (input) O

D Input dataset 0 x

output (input) >

© Concatenate Dataset
© Dataset 1> Select

out_file1 (input)

# Remove o x
beginning

All jobs executed on ITS HPC

Analyzed Data

§ Datasets to export
© Collection to export

log (txt)

/# Sendto STOCKS © X




ing derived datasets back to STOCKS

History c+ms

search datasets

Unnamed history

7 shown, 29 deleted

00

37.61KB ®»e
;> 36:Sendto STOCKSo @ ¢ X
n data 32 and data 35
35: Pasteondata34and ® ¢ X
data 33
34: Remove beginningon ® ¢ X
data 32
33: Convert on data 32 (O 2
32: Concatenate datasets @ ¢ X
on data 2 and data 1
2: File2 (ORI 4
ST 763-48 7d8e52e7e
1line
format: txt, database: ?

uploaded txt file

B&Ow? L% J
More Data
1: File1 ® & x
1line
format: txt, database: ?

uploaded txt file

B&Ow? L%
New Data

\ 4

Paste on data 46 and data 45

Item details

ID
Description
Type

QC
Samples
Assay
Studies
Datafiles

Collections

4173b8a1-6069-4074-9bc8-55ffec50096b

generic

D1

Paste on data 46 and data 45.tabular

WAnnotations®

Galaxy History Name

Galaxy History ID

[ Edit ‘ [ ® Clone

http://localhost:8080:Unnamed history:scholt,

http://localhost:8080:72ad249754f05d26

Workflow Galaxy Workflow: Concat
Modified 2021-04-26 21:35:45

Modified by scholtal

Created 2021-04-26 21:35:38

Created by scholtal

Owner scholtal

Owned by Group

Computational Support Genome Biology

< Lineage

specimen €3 sample

DSM 17678

D1

assay = dataset ¥

File1 File2

Coritatenate datasets on data 2 and data 1

Remipve beginning ondata 44

Convert on data 44

Paste on datad6 and data 45

Under active dev

» Derived datasets are automatically linked to their parent
»The complete data structure is reproduced in STOCKS

»The executed WF is saved as a protocol
» Links to Galaxy are maintained



Processed datasets can also be manually imported

From the main Menu From the Assay Page

Welcome, Sanjana Singh

ﬁ .% m Golgi Morphology Imaging and Photoactivation Plate 1 I + Adddata " EI Edit || @ Clone || © Sync with Galaxy H & Copy URL

Name Golgi Morphology Imaging and Photoactivation Plate 1 ‘) Annotations o e
v1.26.4 (2 v1.21.8)
ID dd0507b7-9f28-4ded-835b-7b5d05d517¢cb _
State REGISTERED Template X no
Import datasets
» —
Imaging Method confocal microscopy , fluorescence microscopy & Notes o

Import raw datasets O

Import datasets o Register datasets

» Loading derived datasets uses the same dataset loader, but simplified
* No Assay type selection nor Assay creation
e Datasets can optionally linked to individual samples
» Linking derived datasets to samples is highly recommended (when relevant)

= DATASET LOADER B ¢ = - Menu v G

Select Data Build datasets Verify Assign samples




Import multiple Dataset Collection at once

oy » STOCKS also offers a DatasetCollection to (manually) group datasets into meaningful sets

| e e.g. “bam files”, “segmentation maps”

| - Dataset » They are created when importing datasets
DataFile
Archive Dataset Builder © D 12 selected D 4not assigned ~ —
B Paired-end raw... X & Aligned reads X =+ Create collection A 4 [ 2 collections
Name Aligned reads @
Advanced collection controls
Number of datafile(s) per dataset -1 +
Processed file property @
Raw data @ (02} URI

File list filter @

Dataset name extractor

MIA-z]+) *(_[0-9]+) '8

® File nanfe mask @

Stage datasets to continue 3

Dataset Name Datafile 1
Filter @ RE
1 XYZ_01 XYZ_01_nodups.bam
2 XYZ_02 XYZ_02_nodups.bam
3 XYZ_03 XYZ_03_nodups.bam

4 XYZ_04 XYZ_04_nodups.bam




Linking processed datasets to parent datasets

movies

Item details

ID & * 197ac00b-3366-4907-b2ec-1749d26e1050
Description
Type & * generic
QC PASSED
Samples - —
Parent datasets
= W  1.Fragmented Plate3
- W 2. Fragmented plate2
= @ 3.Fragmented platel
Assay @ -

« Visualizing dataset - movies

A Assays 5@ Datasets (4@ @ Samples 1) @ Specimen (1) @

S % ¥ B W A ?2 C

A 501gi Morphology Imaging and Photoac

Hela GalNaC s Non-fragmented plate2

@ :cic ceiNac siUSOl Fragmented plate?

tivation Pla

A Golgi Morphology Imaging and Photoactivat

Everything

Fragmented plate2
1 Plate 1
Fragmented platel
late

Fragmented Plate3




STOCKS to support complex Multi-omics scenarios

RNA Extraction

Cell culbure 0, Sugtin Extraction

RNA-seq Protocol
RNA-seq Libro ry Nanopore Sequencing

DNA-seq Proto 2
DNA-sea Library
ﬂmim Sequenciwg
(mul‘tiele)cepl)

,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, >

ChIP-seq Library

FastQ Fles|

Protocol

lm'oe“e.d SO\MPIQ (eg Qe“s) Protocol

cell line=<x>
cell type=<y>
genctype={z>

OPTIONAL STEP: wicroscope; objective, 77
EM-Pe,ow(l/ s«mp[e

Light Microscopy Assay

dimensions, channels (targets, labels), microscope, objective)

| ROI_Physical_x=<..>
ROI_Physical_y=£.>

| ROI_Physical x=£.>
ROI_Physical_Y=<.>

Electron Microscopy Assay

ROI_Physical_x=4..>
| ROI_Physical _y=4.>

~<_  WorkFlow

AN
Derived
Dotaset

» Aggregate on common samples
» Dependent Datasets can be linked



Datafiles may have multiple copies (different locations)

» A paired-end datasets (== 2 datafiles) with two copies (hence 4 datafile copies)

3_TAG_RNASeq_RAL-303_10-12h_HOY46BGXX_1 @ Edit

& Groups

Furlong Group v
& Users
cannavo (4 v v
Datafile copies -
-3 Q ’ Group Personal |
1-4+ of 4 Y- oM
O URI |7 Assays Short name Peek Datafile Version
O /filerarchive/gbcs/embase_archive_51-girardot-Various_publis... 3_TAG_multi_RNA_Seq2_HOY46BGXX_1 3_TAG_RNASeq_RAL-303_ — 1: 3_TAG_RNASeq_RAL-303_10-12h_LIB18703_RBA17928_1.t
O ffilerarchive/gbcs/embase_archive_51-girardot-Various_publis... 3_TAG_multi_RNA_Sec {_1 3_TAG_RNASeq_RAL-303_ — 1: 3_TAG_RNASeq_RAL-303_10-12h_LIB1870 2
O /g/furlong/STOCKS/Data/Assay/sequencing/2015/2015-01-08-...  3_TAG_multi_RNA_Seq2_HOY46BGXX_1 3_TAG_RNASeq_RAL-303_ — 1: 3_TAG_RNASeq_RAL-303_10-12h_LIB18703_
O /g/furlong/STOCKS/Data/Assay/sequencing/2015/2015-01-08-... 3_TAG_multi_RNA_Seq2_HOY46BGXX_1 3_TAG_RNASeq_RAL-303_ — 1: 3_TAG_RNASeq_RAL-303_10-12h_LIB18703_RBA17928_2.txt.

» Tracking copies is important:
* to save space by deleting useless copies
e All copies of human data must be deleted when project ends
e STOCKS has a concept of primary copy (cannot be deleted but in special situations)




Data can be archived to free space

ST@)CKS

development

v1.27.0 (@ V1

Import datasets v

.24 LABE NUOIEBOOK
8 ASSAYS

DATASET MANAGEMENT L]

Study
Dataset Collections

Dataset

O Ol O O Ol 0O O

DataFile

:

» Old data is packed in an archive and copied to Tape
» All metadata remains live and searchable

Name |7

3TFill_Wilkening_DKFZ
3Tfil_YJR141W_woth_charlie_Boone_lab

76

genotypes_experiment_archive

All_Avner_Data_01_June_2020
All_CAGE_PRO-cap_and_IncRNA_from_schor_and_males
All NGS Data till July 2020 - Ephrussi Group

2016-01

Archive_2014-0

Archive_5TagSeq_fromGrave

CB_index_failed

Danmiinct AarehININ

» Ultimately handled by ITS
» Taping cost apply (see ITS)

1-10 ~

URI

/filerarchive/gbcs/
/filerarchive/gbcs/
ffilerarchive/gbcs/
/filerarchive/gbcs/
/filerarchive/gbcs/
ffilerar
ffilerarchive/gbcs/
/filerarchive/gbcs/

ffilerarchive/gbcs/

filavavehivinlabee

of 29

Projects

NGS data till July 2020 -

Studies

ohrussi Group @ view 56 items

E’ Group = Personal
Y - 9mMB
Nr. of datasets
15
8
18
492
468

129

Archive_2014-07_2016-01

Datasets

O Name |7

O 3T_cytRNA-Aniso-RII_lane1
O 3T_cytRNA-Aniso-R-I_lane1
O 3T_cytRNA-DMSO-RIII_lane1
O 3T_cytRNA-DMSO-R-II_lane1
O 3T_cytRNA-DMSO-R-I_lane1
O AM-GFP_lane8

O AM-parental-1_lane8

0O AM-parental-2_lane8

O AM-parental-3_lane8

Datafile copies

O ffilerarchive/gbcs/embase_archive_46-biohentze-Archive_201...

O ffilerarchive/gbcs/embase_archive_46-biohentze-Archive_201...

Description

Type

paired-end fastq
paired-end fastq
paired-end fastq
paired-end fastq
paired-end fastq
paired-end fastq
paired-end fastq
paired-end fastq

paired-end fastq

Assays

[ ean |[@cone [

Copy URL

Delete Datasets

Q‘ P cowr  Personal

1-10 v of 114 Y1) -om:

Qc Samples Parent datasets Assay
NA 3T_cytRNA-Aniso-RIl 3T_C2R8HA
NA 3T_cytRNA-Aniso-R-| 3T_C2R8HA
NA 3T_cytRNA-DMSO-RIII 3T_C2R8HA
NA 3T_cytRNA-DMSO-R-II 3T_C2R8HA
NA 3T_cytRNA-DMSO-R-| 3T_C2R8HA
NA AM-GFP CAVKHACX
NA AM-parental-1 C4VKHACXY
NA AM-parental-2 C4VKHACX
NA AM-parental-3 CAVKHACX>

1-10 v of 158 Y- -

Short name Peek Datafile Version

MOV10_C258FACXX_8

hnRNPC_C281TACXX_8

C258FACXX_ICLIPMOV10_ —

C281TACXX_iICLIPANRNPC  — 1: C281

1: C258FACXX_iCLIPMOV10_13s

00

TACXX_iCLIPhnRNPC_13s0(




Smart Dataset Archiving

= & STUDIES e = - Menu v @ Batch Archive Items
ST C KS > Stud‘es v
© New Study v &
62 Datasets (92 datafiles selected, 60 archivable) 32 datafiles cannot be archived and will be ignored. -
- 1 -
252 (@200 B 1-29 v of 29 (5 selected) ol o
dfbff58
O Nr. of datasets Name B B *
B O X
0 my new study on the fly
Load data v B O x
10 Yad Hi-C 6-8h (2017) . .
& CONSUMABLES v 10 Yad Hi-C 2-4h (2017) - N
o v. 10 Yad HiC 16-18h (2017) ] x
¢ SPECIMEN Total Size 675 GB
v 22 BITSHeart_ChlIPseq_all
.
\/ HQUIPHMENT 12 BiTSHeart FAIRE Archive Information ¢ incicares arequired fiett)
Name * Billing Details *
i STORAGE EQUIPMENT 0O 14 BiTS_4-6h _ em ame illing Details
& BIOMATERIALS oo e s - em Description
O o BiTS_6-8h — em In this archive, we have 60 datafiles of size - 675 GB from the following
B LAB NOTEBOOK s
D 0 BITS—2-4h - em 1. Yad Hi-C 6-8h (2017) - gbcs-dev.embl.de/stocks/master/304e679f-d4c8-46a5-b325-cf3a63a21846
. A A1 o3 A AP A s el A7 AR 44 RO LA~ AOAADAAON A p
W PROTOCOLS O o Drosophila melanogaster strain sequencing — em O Ignore datafiles which are already backed-up/scheduled for a backup
8 Assavs 0o MedakaChiP - Lyl 1. Tape space will be billed to your group
i 2. Archiving is an asynchronous operation that can take up to a few days to complete
€ DATA MANAGEMENT ° 0o BiTS_K9me2-3 - em 3. Once the archive is finished, deletion options will be available
=
O o Nau_ChlIP-seq — em O I understand and confirm the above information is being cross-checked! *
* Studies
O o MZT_GROSeq — em
Clos

» Send Datasets to tape by selecting Studies or Projects
» Datasets have a new copy on tape
» Datasets can be deleted from disks after archiving

* This removes the main copy of the datasets

e The tape copy is immutable and cannot be deleted; kept for 10 years
» Already archived can be skipped



Datafiles are always listed, even when oftline

ST@CKS

Q ’ Group Personal

e 1-10 v of 16 Y (2)- -9¢me i
1270 (8 v
O b Name 17 ¢ URI Filetype Datasets Deletec
Import datasets v X mnase No
§ ASSAYS O 0d944013 000000000-A2839_MNaseEDTA_13s5000141-1-1_Chabbert_lan... No file copy online fastq 000000000-A2839:MiSeqSe01_1 X no
O 26a6228¢ 000000000-A2839_MNaseEDTA_13s5000141-1-1_Chabbert_lan... No file copy online fastq 000000000-A2839:MiSeqSe01_1 X no
& DATASET MANAGEMENT °
O 2ea72270 A2EKD_MnaselLlB121912_12s008126-1-1_Adjalley_lane112s00... No file copy online fastq A2EKD:MiSeqSe01_1 X no
Study
(] 99feades A2EKD_MnaseLIB121912_12s008126-1-1_Adjalley_lane112s00... No file copy online fastq A2EKD:MiSeqSe01_1 X no
Dataset Collections
O 9bc82948 CENAKACXX_TIGR_MNase_15s009387-1-1_Mikhaylichenko_lan... /g/furlong/STOCKS/Data/Assay/sequencing/2015/2015-03-13-... fastq CENAKACXX:700169_6 X no
Dataset
_ O Se9e54a4 C8Y21ACXX_RAI1-PHF14-K27ac_165004082-1-1_Serandour_la...  /g/noh/STOCKS/Data/Assay/sequencing/2016/2016-06-28-C8Y... fastq ChIPMnaseH3K27acD0_C8Y21ACXX_lane3 X no
DataFile
O 1a57f813 C8Y21ACXX_RAI1-PHF14-K27ac_165004082-1-1_Serandour_la...  /g/noh/STOCKS/Data/Assay/sequencing/2016/2016-06-28-C8Y... fastq ChIPMnaseH3K27acD8_C8Y21ACXX_lane3 X no
Archive
O 76366445 HGLLLBGXX_genS5_MNase_16s000049-1-1_Schiklenk_lane1134... /g/haering/ngsdata_lib/2016-01-19-HGLLLBGXX/lane1/LIB209... fastq genSMN_LY1349N1_HGLLLBGXX lane1 X no
GBCS - 2018-present - E % & O 3¢1323dd HGLLLBGXX_gen5_MNase_16s000049-1-1_Schiklenk_lane1134... /g/haering/ngsdata_lib/2016-01-19-HGLLLBGXX/lane1/LIB209... fastq genSMN_LY1349N2_HGLLLBGXX lane1 X no
n ShANN1AK HGIL I BGYY ornG MNacs 166000049-1-1 Schiklank lana1134 {elhasrina/nocdara 1ih/2016.01-18-HGI 11 RGXY/ana1/l IR209 fastn senGMN | Y1349N2 HGLLLRGYY lanal ¥ nn




Preparing data for public repository submission

* Data submission == Study submission

* Make sure to have a study containing all the datasets to submit

* Give a good name and description (will be public)
* Set the design terms; which also hint at necessary sample annotations

* Annotate your samples according to the study design
 Make sure all samples’ relevant fields are filled

* Link protocols to your samples (all the way up to specimen)
* Make sure each protocol has a summary (no format, few sentences)
* Growth protocol is always mandatory
e Extraction protocol is always mandatory for omics
* NGS Library preparation is always mandatory for sequencing

* One ready get in touch with GBCS

e Get in touch a few weeks before you want to submit your paper
e Get in touch at project start if you use human samples




Data Submission as done today

Usual submission steps (after initial discussion):
* Annotate samples
e Curate samples (e.g. merging redundant samples)

L —  STOCKS Ul
* Linking protocols

* Visualization of the complete Study Graph
* Export MAGETAB O
S stocks arrayexpress-export export.xlsx <studyid>
. STOCKS CLI (uses REST API)
* Transfer Files _
e Create local links to files https://git.embl.de/grp-gbcs/stocks-python-client
* FTP or Aspera
* Email the MAGE-TAB to annotare _

(/g/funcgen/galaxy/conda-envs/stocks—client) galaxy@spinoza:/g/funcgen/embase_submissions/kaesper_april2@21/rail/fastq$|stocks list datafilecopies 6ae41773-1245-4e12-95a3-1ae9379a26a5 ——query_param "page_size=max" | jg -r '.results[]|[.uri] | @tsv' | awk '{system("ln -s "$1)}
Filter by UUID: 6ae41773-1245-4e12-95a3-1ae9379a26a5 (study)
(/g/funcgen/galaxy/conda—envs/stocks—-client) galaxy@spinoza:/g/funcgen/embase_submissions/kaesper_april2021/rail/fastq$ 1s -1

total 48

lrwxrwxrwx 1 galaxy gbcs 156 Apr 28 15:24 => /g/noh/NGS_Library/2016-83-10-C8K33ACXX/lane6/LIB21152_RBA20535/fastq/C8K33ACXX_RNAD12-KORAIlex4_16s001173-1-1_Serandour_lane6RNAES129D12cll_sequence.txt.gz
lrwxrwxrwx 1 galaxy gbcs 156 Apr 28 15:24 —> /g/noh/NGS_Library/2016-03-10-C8K33ACXX/lane6/LIB21153_RBA20536/fastq/C8K33ACXX_RNAD12-KORAIlex4_16s001173-1-1_Serandour_lane6RNAES129D12cl2_sequence.txt.gz
lrwxrwxrwx 1 galaxy gbcs 156 Apr 28 15:24 —> /g/noh/NGS_Library/2016-83-10-C8K33ACXX/lane6/LIB21151_RBA20534/fastq/C8K33ACXX_RNAD12-KORAIlex4_16s001173-1-1_Serandour_lane6RNAES129D12cl4_sequence.txt.gz
lrwxrwxrwx 1 galaxy gbcs 156 Apr 28 15:24 —> /g/noh/NGS_Library/2016-83-10-C8K33ACXX/lane6/LIB21149_RBA20532/fastq/C8K33ACXX_RNAD12-KORAIlex4_16s001173-1-1_Serandour_lane6RNAES129D12cl5_sequence.txt.gz
lrwxrwxrwx 1 galaxy gbcs 156 Apr 28 15:24 —> /g/noh/NGS_Library/2016-83-10-C8K33ACXX/lane6/LIB21150_RBA20533/fastq/C8K33ACXX_RNAD12-KORAIlex4_16s001173-1-1_Serandour_lane6RNAES129D12clé_sequence.txt.gz
lrwxrwxrwx 1 galaxy gbcs 156 Apr 28 15:24 -> /g/noh/NGS_Library/2016-83-10-C8K33ACXX/lane6/LIB21148_RBA20531/fastq/C8K33ACXX_RNAD12-KORAIlex4_16s001173-1-1_Serandour_lane6RNAES129D12cl8_sequence.txt.gz
lrwxrwxrwx 1 galaxy gbcs 154 Apr 28 15:24 —> /g/noh/NGS_Library/2016-03-10-C8K33ACXX/lane7/LIB21146_RBA20529/fastq/C8K33ACXX_RNAD8-KORAIlex4_16s001174-1-1_Serandour_lane7RNAES129D8cll_sequence.txt.gz
lrwxrwxrwx 1 galaxy gbcs 154 Apr 28 15:24 —> /g/noh/NGS_Library/2016-03-10-C8K33ACXX/lane7/LIB21143_RBA20526/fastq/C8K33ACXX_RNAD8-KORAIlex4_16s001174-1-1_Serandour_lane7RNAES129D8cl2_sequence.txt.gz
lrwxrwxrwx 1 galaxy gbcs 154 Apr 28 15:24 —> /g/noh/NGS_Library/2016-03-10-C8K33ACXX/lane7/LIB21144_RBA20527/fastq/C8K33ACXX_RNAD8-KORAIlex4_16s001174-1-1_Serandour_lane7RNAES129D8cl4_sequence.txt.gz
lrwxrwxrwx 1 galaxy gbcs 154 Apr 28 15:24 —> /g/noh/NGS_Library/2016-03-10-C8K33ACXX/lane7/LIB21145_RBA20528/fastq/C8K33ACXX_RNAD8-KORAIlex4_16s001174-1-1_Serandour_lane7RNAES129D8cl5_sequence.txt.gz
lrwxrwxrwx 1 galaxy gbcs 154 Apr 28 15:24 —> /g/noh/NGS_Library/2016-03-10-C8K33ACXX/lane7/LIB21140_RBA20523/fastq/C8K33ACXX_RNAD8-KORAIlex4_16s001174-1-1_Serandour_lane7RNAES129D8clé_sequence.txt.gz
lrwxrwxrwx 1 galaxy gbcs 154 Apr 28 15:24 => /g/noh/NGS_Library/2016-03-10-C8K33ACXX/lane7/LIB21142_RBA20525/fastq/C8K33ACXX_RNAD8-KORAIlex4_16s001174-1-1_Serandour_lane7RNAES129D8cl8_sequence.txt.gz

(/g/funcgen/galaxy/conda-envs/stocks-client) galaxy@spinoza:/g/funcgen/embase_submissions/kaesper_april2e21/rail/fastq$ [l




The STOCKS REST API enables interoperability

e STOCKS REST API available

 allow integration with other tools e.g. Galaxy and LOOL
e automate data registration e.g. GC Bridge
e STOCKS GUI communicates with the server only using the API

e Write your own client !
* CLI available

* also uses the REST API
e extract study information into MAGE-TAB

* Integration with the ITS DMA (soon):
e Datasets created in STOCKS are pushed to DMA
* Will also allow import from DMA
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Thank you for your attention

Questions ?

Matthias Monfort

Nayeem Reza




