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Current Expression Data in RGD

Gene: Gjb2 (gap junction protein, beta 2) Rattus norvegicus

Annotation

RGD Manual Disease
Imported Disease - ClinVar
Imported Disease - CTD
Imported Disease - MGI
Imported Disease - OMIM

Array |Ds

Symbol: Gjn2

Name: gap junction protein, beta 2

RGD ID: 728891

Description: Enables gap junction channel activity. Involved in several processes, including cellular response to glucagon stimulus; decidualization; and n
projection; gap junction; and lateral plasma membrane. Used to study hepatocellular carcinoma and lung adenocarcinoma. Biomarker of aut
urethral obstruction. Human ortholog(s) of this gene implicated in Bar-Pumphrey syndrome; Vohwinkel syndrome; autosomal dominant kera
keratoderma-deafness syndrome. Orthologous fo human GJB2 (gap junclion profein beta 2); INTERACTS WITH 17alpha-ethynylestradiol: 1

Type: protein-coding

RefSeq Status:

Previously known as:

RGD Orthologs

VALIDATED
connexin 26; connexin e; connexin-26; Cx26; CXN-26; Cxne; gap junction beta-2 protein; gap junction channel protein connexin 26; gap juni

YA

Gene-Chemical Interaction = i “
Gene Oniology T :'x_ il
Alliance Genes | /H\ @ _l g “ 1 I
Refersnces g ~_~ W
References - curated
PubMed References
Latest Assembly: mRatBN7 2 - mRatBMNT 2 Assembly
Genomics Position: T (] 5 Genome Browsers
. Rat As: bl r Position (stran ource
Comparative Map Data mAE b JBrowse  NCBI UCSC Ensembl
Variants mRatBN7.2 15 ;?'_1)-26"-39” “31.278222 Rl imRatBN7.2 | mRatBN7.2
MIRNA Targst Status -
31,260 357 - 31,278 177
RatBN7 2 Ensembl 15 i3 Ensembl RatBN7.2 Ensembl
QTLs in Region (MAABNT.2) mea nsem ) nsem Ll P S
Markers in Region UTH_Rnor_SHR_Utx 15 I?’_?'25“72”’33'257'596 NCBI iRnor SHR :UTH Rnor SHR Utx
Expression UTH_Rnor_SHRSP_BbbUt_1.0} 15 i§.402.373.34.4os.349 NCBI | Rnor SHRSP!UTH Rnor SHRSP BbbUtx 1.0
RNA-SEQ Expressi .
i UTH_Rnor_WKY_Bbb_1.0 15 |3§ 660,503-32.666.480 '\ o) Rnor WKY | UTH Rnor WKY Bbb 1.0
Sequence Rnor_8.0 15 ;?'_7)'-377-313' 37394494 ucEl i Rnors. Rnor 6.0 m6 | Rnor.0
MNucleofide Sequences £
Rnor_6.0 Ensembl 15 (31377316 -37.383.277 | £poembi i Rnor6. m6 | Rnors.0
Reference Sequences (-) o
Protein Sequences Rnor_5.0 15 ;‘_1)-224-497'41 236203 yoEl  Rnors.a Rnor 5.0 m5 i Rnors.0
Reference Protein Sequences :
RGSC_v3.4 q5 (36,153,526 -36.159.490 e ipgec34 RGSC vaa m4 RGSC34
Protein Domaing )
Profein Struciures RESC_v31 15 i?-'sg-zzﬁ' 36173190 e
Transcripteme: -
ot cotors 5 I'_s_c;.sn.aﬁ 0STETTT o Celora
Additional Information Cytogenstic Map 15 ip12 NCBI
External Database Links JBrowse: View Region in Genome Browser (JBrowse)
MNomenclature History 10,000 31,262 500 31,27 Full-screen view
- - =
RGO Curation Motes RGD Rat (mRatBHN7.2) Genes and Transcripts |
XM_026083557  + il ]
i
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Current Expression Data in RGD

RNA-SEQ Expression
igh: = value ledium: en an

Low: Between 0.5 and 10 TPM Below Cutoff: < 0.5 TPM

alimentary part of circulatory endocrine exocrine hemolymphoid hepatobiliary integumental musculoskeletal nervous renal reproductive respiratory appendage
gastrointestinal system system system system system system system system system system system system
Medium 2 27 21 [ 21 34 23 3
Low 1 20 2 20 13 20 3 4 38 12 2z n 3
Belont 2 8 5 z 2 1 5

View RNA-SEQ Expression Data

Contact us: https://rgd.mcw.edu/rgdweb/contact/contactus.html
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Current Expression Data in RGD

RNA-SEQ Expression
High: > 1000 TPM value Medium: Between 11 and 1000 TPM
Low: Between 0.5 and 10 TPM Below Cutoff: < 0.5 TPM

alimentary part of circulatory endocrine exocrine hemolymphoid hepatobiliary inte
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gastrointestinal system system system system system system 5 EXpI'ESSiOH Data Report for gene Gjb2
Medium 2 2 21 ] il
F344/Ncir  female 14 days brain 7.0 TPM Rnor_5.0 13506920
Expression Data Report for gene Gjb2 | Fa44/Ncir female 1 months brain 7.0 TPM Rnor_6.0 13506920
Download Expression Dala F344iNctr  female 4 monins brain 7.0 TPM Rnor_5.0 13506920
F344/Nctr  female 1 years brain 6.0 TPM Rnor_6.0 13506920
F344/MNcir  female 14 days adrenal gland 03 TPM Rnor_5.0 13506920 F344/Ncir  male 14 days brain 2.0 TPM Rnor_6.0 13506920
Vi Ei:? :°: ;ema:e 1 ’“"“:S agrena: g:a”g gf ﬁm 2“0‘—:-3 712:32223 F344/Ncir male 1 months brain 7.0 TPM Rnor_6.0 13506920
o Ci emale 4 monins adrenal glan . nor_o.! .
F344/Ncir  female 1 years adrenal gland 0.2 TPM Rnor_6.0 13506820 F344/Ncir - male 4 monins bra?n 7.0 TPM Rnor 6.0 13506920
F44/Nctr male 14 days adrenal gland 02 TPM Rnor 6.0 13506920 FEENNET IER ) VRS ED L UENIETIOF0 TR 850602
F344/Ncir male 1 months adrenal gland 0.4 TPM Rnor_6.0 13506920 HotHsd:SD male 11 embryonic days brain 08 TPM Rnor_5.0 14995438
E344/Ncir  male 4 months adrenal gland 032 TPM Rnor_6.0 13506820 HotHsd:5D female 11 embryonic days brain 03 TPM Rnor_6.0 14995488
F344/Ncir male 1 years adrenal gland 04 TPM Rnor_6.0 13506920 HotHsd:5D femal . h
F344/MNcir  female 14 days brain 70 TPM Rnor_8.0 13506920 HotHed:SD male b o
F344/Ncir  female 1 months brein 7.0 TPM Rnor_6.0 13506520 HotHsd'SD fema|| S p eC I fl C O rg an SyS t e m
F344/Ncir  female 4 months TPM Rnor_5.0 13506920 HotHsd:'SD male
TR ENES LT al I @) rg an Syste ms LSOOI 00 HotHsd:SD male 13 embryonic days forebrain 8.0 TPMRnor_6.0 14995488
FaddiNtr male 14 days TPMRnor 6.0 13508920 HotHsd:SD male 13 embryonic days hindbrain 7.0 TPM Rnor_5.0 14995483
F344/Ncir male 1 months TPM Rnor_6.0 13506820 = T
Fad44/Ncr male 4 montns brain 70 TPM Rnor_60 13506920 HotHsd:SD female 13 embryonic days hindbrain 7.0 TPM Rnor_5.0 14995438
Fa44MNcr male 1 years brain 70 TPM Rnor 6.0 13506920 HotHsd:5D female 13 embryonic days forebrain 2.0 TFM Rnor_6.0 14995483
F3d4/Nctr  female 14 days heart 0.1 TPM Rnor_6.0 13506920 HotHsd:SD male 14 embryonic days brain 1.0 TPM Rnor_6.0 14995438
F344/Ncir  female 1 months heart 02 TPM Rnor_6.0 13506920 HotHsd:5D female 14 embryonic days brain 1.0 TPM Rnor_6.0 14995438
F344/MNcir  female 4 months heart 0.1 TPM Rnor_8.0 13506820 HotHsd:SD male 14 embryonic days forebrain 9.0 TPM Rnor_5.0 14995438
F344/Nctr  female 1 years heart 0.1 TPM Rnor_6.0 13506920 HotHsd:SD female 14 embryonic days forebrain 9.0 TPM Rnor_5.0 14995488
F344/Nclr  male 14 days heart 02 TPM Rnor 6.0 13506920 HotHsd:SD female 15 embryonic days brain 8.0 TPM Rnor_6.0 14995488
Ei:i:i: 2::: m:::E :::: g:l Im E:‘;{—:zg % HotHsd:SD male 15 embryonic days brain 2.0 TPM Rnor_6.0 14995488
F4Ncr male 1 years heart 01 TPM Rnor:a_o m HotHsd:SD male 15 embryonic days forebrain 7.0 TPM Rnor_5.0 14995438
F344/Ncr  female 14 days Kidney 200 TPM Rnor_6.0 13506920 HotHsd:SD male 15 embryonic days hindbrain 2.0 TPM Rnor_5.0 14995433
F344/Ncir  female 1 months kidney 450 TPM Rnor_6.0 13506920 HotHsd:SD female 15 embryonic days forebrain T.0 TPM Rnor_6.0 14995488
Fid44/Ncir female 4 months kidney 56.0 TPM Rnor_6.0 13506820 HotHsd:SD female 15 embryonic days hindbrain 20 TPM Rnor_6.0 14995438
F344/Ncir  female 1 years kidney 53.0 TPM Rnor_6.0 13506920 HotHsd:SD male 16 embryonic days forebrain 8.0 TPM Rnor_5.0 14995438
F344Mctr male 14 days lidney 3.0 TPM Rnor_8.0 13506920 HotHsd:SD female 16 embryonic days forebrain 3.0 TPM Rnor_5.0 14995488
F344/Ncir  male 1 months kidney 44.0 TPM Rnor_6.0 13506020 HotHsd:SD female 17 embryonic days forebrain 10.0 TPM Rnor_6.0 14995488
F3a4/Ncrr - male 4 months kidney 47.0 TPM Rnor 5.0 13506920 HoiHsd:SD male 17 embryonic days forebrain 100 TPM Rnor_6.0 14995488
FEAIET D ] RS Y 263 LEMIR 0I5 06920 HotHsd'SD female 18 embryonic days hindbrain &0 TPM Rnor 6.0 1499548
F344/MNcir  female 14 days lung 3.0 TPM Rnor_5.0 13506920
F344/Nctr  female 1 months lung 5.0 TPM Rnor_6.0 13506920
F344/Nctr  female 4 months lung 5.0 TPM Rnor_5.0 13506920



https://rgd.mcw.edu/rgdweb/contact/contactus.html

Current Expression Data in RGD

mmm

EXPR ATLAS 20,972
EXPR-ATLAS 3 313
GEO 4 448
GEO 1 75
EXPR-ATLAS 1 51
"3 888 EXPR-ATLAS 1 116

31 studies
21,975 records
Approximately 32,000 individual expression values per record

Contact us: https://rgd.mcw.edu/rgdweb/contact/contactus.html
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Data Re-mapping

Gene Expression Omnibus (GEQO) Accession Viewer — Meta data curation Phase 1
N Sequence Read Archive (SRA) Repository — Raw read retrieval with SRAtoolkit
4 X N
Raw reads — FASTQ paired reads Basic Assessment of submitted files: raw
a0 Quality control: FastQC, FastQ  |-=---~- fastq quality measures, species verification
‘B Screen
7] \, S . .
o Align reads against two rat reference
o 7 ~ genomes: Rnor 7.0 and mRatBN7v2,
Phase 2 o Alignment — STAR utilize 2-pass mapping for more
b Quality control: Multiac | accurate alignment. Assessment of
o \ J alignment scores, mapping rates, and
multi-mapping
o0
E ______ Identify expressed transcripts, estimate
g Transcript quantification — RSEM transcript and gene abundances, and
8 generate wig files for visualization.
¥
i —
(1)
=)
£
V Data Import and Visualization — TPM values, graphical
-
Phase 3 £ visualization of expression, searchable on meta-data terms.
|5
()
=
x

Dobin A, Davis C, Schlesinger F, Drenkow J, Zaleski C, Jha S, Batut P, Chaisson M, Gingeras T: STAR: ultrafast universal RNA-seq aligner. Bioinformatics 2012, Jan:29(1): 15-21

Li B, Dewey C: RSEM: accurate transcript quantification from RNA-Seq data with or without a reference genome. BMC Bioinformatics 2011 (12), 323
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GEO Rat Expression Accession Assessments

_ o Submitted Genome Assembly n=800
* 1,135 Rat Expression Studies imported to RGD 100
Expression Curation Tool 350 3%
. . 300 234
* 800 studies reviewed 250
200 140
150
100
50 I % 24 55 9 7 3
0 [ | | - — - —
© » 3 [ el < N o [ &
S Q S S Q 2 ) S
' . < < & 8‘3’% (,5;\0 ~<\°& &é\ @OO \\e’b
Data Types Reported in Submitted Data n=800 ¢ &
250 234
200 141
150
100 a4 20 20 Rat Expression Data in GEO Publication
50 15 6 2 2
0 | | O - —
< 5 \s & N
& <<<2§ S Qg& & & SRR O
o

Other: Differential expression, methylation, UMI, etc.
SuperSeries: multiple data types are often provided
NA: unknown, conflicts from what is stated as submitted data type

= Published = Null

Contact us: https://rgd.mcw.edu/rgdweb/contact/contactus.html
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Metadata Curation - Project Level

‘Wound regeneration deficit in

rats correlates with low
Geo Accession Id: GSE97047 Study Title: morphogenetic potential and PubMed Id: 29317265 Select status:
distinct transcriptome prefile of
epidermis

View Samples

GEO Tissue Id:
PubMed Id: 29317265 Pub Med IDs: ‘ ‘
Tissue: skin Tissue Id: Vertebrate Trait Id: [ Tree

Vertebrate Trait Id: Tree

Clinical Measurement:

Clinical Measurement: firee

Strain Id:

Strain: No strains imported! Strain Id: | Tree
liLine: i liLine Id:
cellLine No cell lines imported! cellLine cellLine Id:
cellType: r‘ﬁiﬁ iiii iiﬂiﬁi iﬁ “ﬁ i | Tree Culture Duration: /ﬁ
cellType Id:
Age: Age (in days) Low: Lov: Age (in days) High: . )
ge {in days) Life Stage:
Dembryonic [ neonatal D\veanling
X Djuvenile & aqut O aged
sex:
Select Sex: Curator Notes:
i
Experimental Conditions I Experimental Conditions
Experimental *Accld
Condition 1 —
Ont Tree
surgical manipulation
Min Value Max Value Unit Min Dur Max Dur Application Method *Ordinality Motes
‘ ‘ o | | | ‘ |smg\e full thickness excisional wound | ‘1 ‘ |Nc wound dressing was applied
| secs | |secs ]
Min Value Max Value Unit Min Dur Max Dur Application Method *Ordinality Motes
‘ | ‘ ‘ hd ‘ ‘ ‘slngle full thickness excisional wound ‘ |1 | |NC wound dressing was applied |
[secs | [secs v
| | L~ | | | | [1 I |
| secs | | secs -]
MEDICAL Contact us: https://rgd.mcw.edu/rgdweb/contact/contactus.html

COLLEGE
OF WISCONSIN


https://rgd.mcw.edu/rgdweb/contact/contactus.html

Metadata Curation - Project Level

Accession Display

Soope:[5ai__v] Fermati Fos_v]

Summary

Series GSES7047 Query Datasets for

Stats Public on Jan 03, 2018

Titie Sioune regeneration debot i rats correistes mith low morshogenes|
ana distine transoriptome profie of epidermis

Organisens 3 Rattus rorvegicor

Experment type.

ing by high throughput sequenxing

amant: 20 accession: (5T

scrstomes from rat and mouse wounds,

Total RHA was i
ncisded rat ang m
" &

Subrmission date  Mar 27, 2017
Last update date  May 15, 2019
Contact name
E-mail(s)
shona

epartment Oevelopmenta and
Street address 84 Heath Sciences Rosd
cay Invine

State/provace  Catfornia

Zie/postal code 326097

Courtry usa

Co Biology

Rattus morvegicus)
1
2

et

Rat_

t_epidermis_rept

epidarmia_rep3

52550354 Rat)

a1

IFE_rept
FE_rep2

GSES7047_Mouse_TPM.txt.g2
GSEO7047_Rat_TOM.txt g2

Raw dsts e avadable in SRA

mitie o

%1 MEDICAL

Geo Accession Id:

GEO

PubMed Id:

Tissue:

Strain:

cellLine:

cellType:

Age:

Experimental Conditions

GSE97047

29317265

skin

No strains imported!

No cell lines imported!

No cell types imported!

Experimental *Accld
Condition 1
XCO:0000165
Ont Tree
surgical manipulation
Min Value Max Value
Experimental *Accld
Condition 2
XCO:0000099
Ont Tree
control condition
Min Value Max Value

Study Title:
RGD
Pub Med IDs:
Tissue Id:
Vertebrate Trait Id:

Clinical Measurement:

Strain Id:

cellLine Id:

cellType Id:

Age (in days) Low:

Select Sex:

Public Notes:

Add Condition

Wound regeneration deficit in
rats correlates with low
morphogenetic potential and
distinct transcriptome profile of
epidermis

|

external inte;
UBERON.0001003 ont Trod===p> | | st s

skin epidermis

VT.0011025 Ont Tree

skin ribonucleic acid amount

CMO:0003932 Ont Tree

epidermis ribonucleic acid level

RS:0000681

Ont Tree

Ont Tree

Male

o 2]
o [}
II
N

| Update Status |

PubMed Id: 29317265 Select status: | Loaded
Search: |skin epidermis I
skin epidermis (UBERON:0001003)
Annotations: Kat (0) Mouse: () Human (0) Chiackilla (1) Benobe: (0) Dog: (0)
‘Sauunrel (0) Pig. (0) Naked Mole-rat (0) Green Moaker: (0}

(B cutes cpithelium + * B
6 skin of bod + % @

=| | [ 9 xctnomchum + %

Culture Duration:

Age (in days) High:

Curator Notes:

Life Stage:
Demhwumc [ neanatal D\veaming
Djuvenne B aduit Daged

View Samples

4
Unit Min Dur Max Dur Application Method *Ordinality Motes
¥ ‘ | | | ‘Single full thickness excisional wound | ‘1 ‘ ‘No wound dressing was applied
[secs v | secs |
Units Min Dur Max Dur Application Method *QOrdinality Notes
L~ | | | \ | [1 | |
[secs ~| | secs |

Contact us: https://rgd.mcw.edu/rgdweb/contact/contactus.html
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s e

[HOK

SEARCH

Scope:

Status
Title
Sample type

Source name
Organism

SITE MAP |

NCBI > GEO > Accession Display

Sample GSM2550549

o8 Type (Sourcel: Sl Typs 10 (Curated)

anmm

le Leve

Format: Amount:

Public on Jan 03, 2018
Rat_dermis_rep3
SRA

Rat wound dermis
Rattus norvegicus

Characteristics

tissue: skin

tissue compartment: dermis
skin status: Skin wound
Stage: Scab detachment day 1

Extraction protocol

Extracted molecule

total RNA

Whole tissue was homogenized using Prec
with beta-mercapto ethanol to preserve RN/
using Rneasy micro kit as per manufacturer
DMAse treatment. Total RNA was eluted in

optimal RIN scores were considered for librar
SMART-seq2 was performed on total RNA as
10 ng and 100 ng total RNA was used for RT.
for 12 and 10 cycles, respectively and tagm
20 ng cDNA using the Nextera DNA Sa
Fragments were amplified for 8 continuou
single-end (86bp and 43bp) on a MNextSeq

(Illumina).

| Curation

Stage: Scab detachment day 1
Extracted molecule totat RNA

Extraction protocol Whole tissue was homogenized using Precellys i
with beta-mercapto ethanol to preserve RNA integ
using Rneasy micro kit as per manufacturer's sug
DNAse treatment. Total RNA was eluted in molect
optimal RIN scores were considered for library preg
SMART-seq2 was performed on total RNA as desc
10 ng and 100 ng total RNA was used for RT. Resul
for 12 and 10 cycles, respectively and tagmentati
20 ng cDNA using the Nextera DNA Sample
Fragments were amplified for 8 continuous cycl
single-end (86bp and 43bp) on 2 NextSea 500 1l

Sample GSM2550555

Status
Title
Sample type

Source name
Organism
Characteristics

Public on Jan 03, 2018
Rat_IFE_rep2
SRA

Rat inter-follicular epidermis
Rattus norvegicus

tissue: skin

tissue compartment: epidermi
skin status: Normal skin
Stage: Adult

Contact us: https://rgd.mcw.edu/rgdweb/contact/contactus.html

Sex (Curated:  Age (Sourcel: Age (m dayslLow (Curated): Age lin days) High (Curstedl: Ln-.hm[cwmj Public Notes Curator Wotes:  Statusihction: 18 Ao 1: ordr 20 Acciz o
- e — = = =) e ]
= et
Sy s
e
T — @ =]
Gene Expression Omnibus - f—
GEO Publications FAQ MIAME Email GEO o
T S— 5 e
Not logged in | Logi C
GEO accession: [GsM2550549 |65
Load Samples
Gene Expression Omnibus
SEARCH | SITE GEOQ Publications FAQ MIAME Email GEO
NCBI > GEO > Accession Display @ Not logged in | Login &
Scope: [Sef v Format: [HTML v ] Amount: [quick v| GEO accession: =
Sample GSM2550550
Status Public on Jan 03, 2018
Title Rat_epidermis_rep1 .
Gene Expression Omnibus
Sample type SRA -
HOME | SEARCH  SITE Mal GEO Publications FAQ MIAME Ei
Source name Rat wound epidermis NCBI = GEQ = Accession Display Not logged ir
Organism Rattus norvegicus
Characteristics tissue: skin
tissue compartment: epidermis .
skin status: Skin wound Scope: [ self ~v| Format: [HTML ~]| Amount: [Quick v | GEO accession: [GSM2550555 E

Query DataSets for GSM2550555
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Summary of Curation Status

* Metadata for 101 studies have been loaded to the database via the new Expression
Curation Tool.

e 529 categorized for future curation.
» 24 categorized not for curation (due to lack of information or species).

* We have notified GEO of 15 publications that are associated with GEO Accession IDs
but not displayed on the interface.

* We have connected to 21 authors for data clarifications on aspects such as strain,
data type, sample to experimental condition relationship.
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Data Re-mapping

/o Z /; Gene Expression Omnibus (GEQ) Accession Viewer — Meta data curation Phase 1
S Sequence Read Archive (SRA) Repository — Raw read retrieval with SRAtoolkit

e , ™)

Raw reads — FASTQ paired reads Basic Assessment of submitted files: raw
Quality control: FastQC, FastQ fastq quality measures, species verification
kS(:reen

Align reads against two rat reference
7 genomes: Rnor 7.0 and mRatBN7v2,
Alignment — STAR utilize 2-pass mapping for more

Quality control: MultiQC accurate alignment. Assessment of
\ alignment scores, mapping rates, and

multi-mapping

Phase 2

oo
=
[74]
(7]
)]
9
o
=
e
Q
-
o

Y
E Identify expressed transcripts, estimate
g Transcript quantification — RSEM transcript and gene abundances, and
8 generate wig files for visualization.
[
(%]
©
T o .
L Data Import and Visualization — TPM values, graphical
Phase 3 £ visualization of expression, searchable on meta-data terms.
| .
)
(%]
>
¥

Dobin A, Davis C, Schlesinger F, Drenkow J, Zaleski C, Jha S, Batut P, Chaisson M, Gingeras T: STAR: ultrafast universal RNA-seq aligner. Bioinformatics 2012, Jan:29(1): 15-21

Li B, Dewey C: RSEM: accurate transcript quantification from RNA-Seq data with or without a reference genome. BMC Bioinformatics 2011 (12), 323

=
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Data Remapping QC —

No hits ‘ ‘ ‘ ‘ ‘
Multiple hits / multiple genomes
Human y X .
One hit / multiple genomes 1T Lt
MW Multiple hits / one genome

One hit / one genome

Mouse

Norvegicus ‘

Rratusiiz s tie s quelsy
RrattusUS
Drosophila I o

Wingett SW and Andrews S. FastQ Screen: A tool for multi-genome mapping and quality control [version 2; - L ————

referees: 4 approved]. F1000Research 2018, 7:1338

STAR: Alignment Scores RSEM: Mapped reads [ |

s R _ . s
SN S IR _

SAMN3208022

SAMN32080226_STARpass2

—— | Suz080227 . .
5M 10M 15M 20M 25M 30M 0 2.5M M S5M 10M 12.5M SM 7.5M oM
¥ Rears Reads Andrews S. FastQC: a quality control tool for
® Uniquely mapped @ Mapped to multiple loci  © Mapped to too many loci ® Aligned uniquelytoagene @ Aligned to multiple genes high throughput sequence data. 2010.
@ Unmapped: too short @ Unmapped: other @ Filtered due to too many alignments @ Unalignable reads .
Available from:
Ewels P, Magnusson M, Lundin S, Kaller M: MultiQC: Summarize analysis results for multiple tools https://www.bioinformatics.babraham.ac.uk
and samples in a single report. Bioinformatics (2016) [projects/fastqc
WEN
‘U MEDICAL Contact us: https://rgd.mcw.edu/rgdweb/contact/contactus.html
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Data Re-mapping Evaluation

# Genes in raw data file
generated by RGD workflow

# Genes in submitted raw
data file

Filtered to common genes
{Rattus_norvegicus.mRatBM7.2.109.gtf)

Filtered to common genes
(Rattus_norvegicus.mRatBMN7.2.109.gtf)
15,860

RGD mean TPM =0
(expressed genes)

GEO mean TPM >0
(expressed genes)

v
v

Li X: GSE220261 Available from: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE220261

"

Contact us: https://rgd.mcw.edu/rgdweb/contact/contactus.html
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Data Re-mapping Evaluation

Li X: GSE220261 Available from: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE220261

4L, BB
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Data Re-mapping

Gene Expression Omnibus (GEO) Accession Viewer— Meta data curation Phase 1
7N Sequence Read Archive (SRA) Repository — Raw read retrieval with SRAtoolkit
s X N
Raw reads — FASTQ paired reads Basic Assessment of submitted files: raw
a0 Quality control: FastQC, FastQ  |-=---~- fastq quality measures, species verification
‘B Screen
7] \, S . .
o Align reads against two rat reference
o 7 ~ genomes: Rnor 7.0 and mRatBN7v2,
Phase 2 o Alignment — STAR utilize 2-pass mapping for more
b Quality control: Multiac | accurate alignment. Assessment of
o \ J alignment scores, mapping rates, and
multi-mapping
o0
E ______ Identify expressed transcripts, estimate
g Transcript quantification — RSEM transcript and gene abundances, and
8 generate wig files for visualization.

Data Import and Visualization — TPM values, graphical
visualization of expression, searchable on meta-data terms.

Phase 3
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Dobin A, Davis C, Schlesinger F, Drenkow J, Zaleski C, Jha S, Batut P, Chaisson M, Gingeras T: STAR: ultrafast universal RNA-seq aligner. Bioinformatics 2012, Jan:29(1): 15-21

Li B, Dewey C: RSEM: accurate transcript quantification from RNA-Seq data with or without a reference genome. BMC Bioinformatics 2011 (12), 323
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JBrowse?2

Data « Analysis & Visualization « Diseases « Phenotypes & Models « Pathways Community «

Enter Search Term. .. Q, Advanced Search (OLGA}

. OPEN FAC

Chr15 = Filter tracks x SELECT

= < > Chr15:31,259,501..31,267,261 Q @ [776kep Q —@— Q ¥ Tracks «e
Chr15 31,260,000 31,261,000 31,262,000 31,263,000 31,264,000 31,265,000 31,266,000 31,267,000 DRefereﬂce sequence (MRatBN7.2 (Rat)) -+
# X Rat mRatBN7.2 (m7) Genes and Transcripts # »

— i 0 d . | | | | A Disease Related Tracks +=»

.— —
I .

Gjb2 ¥ Epigenetics e

¥ Gene Models ==+

# X mMRatBN7.2.ENAKidneybam ~ Ensembl Gene Features .
[JEnsembl (MRatBN7.2.110) Features
[JEnsembl (mRatBN7.2.110) Model =+

~ NCBI Gene Features «=»

Rat mRatBN7.2 (rn7) Genes and Transcripts =+
[JRrat mRatBN7.2 (rn7) Genes Only «=
[JRrat mRatBN7.2 (rn7) Protein Domains «««

¥ Gene-Chemical Interaction Tracks «-

Ji * QTLs v

¥ RNA-Seq +

¥ MRatBN7.2.ENA Kidney.bam ««-
[ mRatBN7.2.ENA. Liver.bam +=-
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https://github.com/GMOD/jbrowse-components
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Thank you

L

\
Special CTC-RG meeting attendee

deadline extension is October 13,
2023

RGD.Community@mcw.edu
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