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Abstract

To unravel the biological function of the widely used probiotic bacterium Lactobacillus Similar articles
rhamnosus GG, we compared its 3.0-Mbp genome sequence with the similarly sized genome  Characterization of th
of L. rhamnosus LCT05, an adjunct starter culture exhibiting reduced binding to mucus. Both pill [Appl Environ Mici

genomes demonstrated high sequence identity and synteny. However, for both strains, Mucosal adhesion pri
genomic islands, & in GG and 4 in LCT0S, punctuated the colinearity. A significant number of the [Appl Environ Mic
strain-specific genes were predicted in these islands (80 in GG and 72 in LC703). The GG-
specific islands included genes coding for bacteriophage components, sugar metabolism and
transport, and exopolysaccharide biosynthesis. One island only found in L. rhamnosus GG
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Table 1.
General genomic features of L. rhamnosus GG and LCT05 and selected Lactobacillus spp.
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established immunostimulatory effects (37), it is tempting fo speculate that the observed pilus
structures could function as immune stimuli that may support some health-promoting properties of L.
rhamnosus GG (17-19).

Materials and Methods l

L. rhamnosus GG and LC705 strains were manipulated, sequenced, and analyzed as described in
SI Text. The genomic sequences of strains GG and LC705 and the plasmid pLC1 have been
deposited in the European Molecular Biology Laboratory (EMBL) database under accession
numbers FM179322, FM179323, and FIM179324, respectively.

Detailed descriptions of methods for cloning, immunoblotting, adhesion assays, insertional mutant
construction, intervention trials, and immunogold electron microscopy are provided in S/ Text. The Gl
colonization study was approved by the Coordinating Ethics Committee for the Hospital District of
Helsinki and the Uusimaa region. Resected human intestinal tissue was the source of mucus, and its
recovery and use were approved by the Ethics Committee for the Hospital District of Southwest
Finland and with the fully informed written consent of the patients.
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structures could function as immune stimuli that may support some health-promoting properties of L.
rhamnosus GG (17-19).

Materials and Methods

L. rhamnosus GG and LCY05 strains wwated: seqguenced, and analyzed as described in
SI Text. The genomic sequences of strains GG and LC705 and the plasmid pLC1 have been
deposited in the European Molecular Biology Laboratory (EMBL) database under accession
numbers FM179322, FIM179323, and FM179324, respectively.

Detailed descrniptions of methods for cloning, immunoblotting, adhesion assays, insertional mutant
construction, intervention trials, and immunogold electron microscopy are provided in S/ Text. The Gl
colonization study was approved by the Coordinating Ethics Committee for the Hospital District of
Helsinki and the Uusimaa region. Resected human intestinal tissue was the source of mucus, and its
recovery and use were approved by the Ethics Committee for the Hospital District of Southwest
Finland and with the fully informed written consent of the patients.
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FW179322 .1 Lactobaci |lus rhamnosus GG whale zenome sequence, strain G5 (ATCC 53103)
TEOCCAAT TTAGAGGAGCTT TGGGCT TACCTGAA TGAT AAAT TOOGTGAA GAGT TGAGCRCAGT CGGT T
CAGEACAT GEAT TOAMACAGCDAN GOOGET CA AL TTGA GO AGAT A8 ACTOGE AL TCGAAGTACTTGD
TCTT TGO CAAGGERCT ACTRHGAGAAAA AT CT GETT ACCA AR GT GETGRAAGGCGT CT ATGAGT TT GRG
AATT AGARGT COAT COTGTOAT CA TGACCH A% G COAGT T GUAGCOCGEET TOOA CRCA TCAGCATCAAG
A COGE TGACGE TGAT GACCAL CAACTCACCT TT AAGECA AL A CECATT TA M TOCGALATATAGTTT
GACOGOTTORTGAT TGET AL AGGT AACCAAAT GROT G CECGGERGEECT TT AGCAGT AGCT GA GEUGCLT
GTACGECT TACAACCOECTETT TATT TACGGREECETTGECT TREEGE AGACGCAT TT Gb TGO FECE
CEEEAA TOTEETCT TGEAALAT A TOCOGETGCOAACATT A8 AT AT GT CA COAGCGAGAL TT TTGRCA A
GACT TCAT TAAT TCCATCCA A8 CA AL ACAGE AGAN CA AT TT CETOAA GAGT ACCGARATGT TGACTTG
TETTGETTGATGAT ATCCAATT CT TOGETGACAA AGARA GRCA CECA AGAA GAGT TCTTCOAT ACATTT A
TACATTGT ACGA AL AT AT GAAGCA A TTGT COTA ACCA GT GA TOAET OT GLOT A TGAGAT TCCCAMGT T
CAGEAA COTOTGGT ATCOCGEOT TCAATA AR GRACTA TOOGTT G OGTOAGCCCGUOGEAT CT TGAL ACT
GTATCGCCATCT TACGCAAT A0 AGCCAA TECA GAAGAT CT CAGT AT TOCGGE TGACAGGRTT TCTT ACH
TECT GEECAA AT TGALAGTA ACGET CUGT GA TCT T G AGHEGHGEETGET TCEEET TCAGECTTTT TCAAG
AT GEAGRE COAGGE CATCACAS COAGTT TA GRGECAGA TGRCA CT A A4 GLOOTT AL ACTOGA TGAT CIGT
oG CT G CoAT TCOE0A G TTCT CRAT GoGETOGESCA AA TATT TTCAAGTCACCGTT CAGEATC
B GO A A GOGGET TAAS CARATTGTCATT COCDGEECA A TOGRCA TATACT TA GRACGLGAGA T
ACCGACHE TAGDTT ACCGAL A TCEGCOAGE A8 TT GE0GE A AGAT CACACGAGTGTCAT TCAGERD
BCGE LR AT G TEEGTGECAT G COAGCA MGG AGAT TT A8 A8 CUACAT GT GETCEE ACTOCECAAT A
COTGAN AR AT OGTGET TAAT COAGTTGT GRACAA CT GoCA G AR CAGEACTT TT TGTCCOTATCAGTT &
COACAGET GEAT dh CTTCAT GATT TGCT GT TCCECA A GT T TCON CAGT TTGA ACACGEICCTATTACT
TTACTCT A A AGCT TTATAT TATATATATA AL ACGACGETA G GGAGGCTOTTATGA AL TT TACGAT TAC
CGATCOACAT TOTT GO AL ACCT TGAA TGATGT TT COCEGEECT AT TT G AGCE A ACC CRAT COCGAT T
TGACRGEETT i hh ATCETGCT CAAT GATACT GEACTAGT GO TGAGCGEET AGTGAT GETEACAT TTCGA
TEAGTCALCOAT TAACGCTGOT GA TGAAAGTA ACGATT TACH A TOGECA GOACTGGT GA AL TTGTGT T
COAGOECGCT TOTT GG o8 TCGT Ta 00 CEG0 TGO AG G0 COa T G G GT AGA4A GT &b A5G
ATTTTOAGACGETOAT TACT TOAGGAGCSTT COGAGT TTAGGE TT OGTGRAGAAGAT GOGAACAATT AT C
GOGTCTACCGERA A TTACCGUA GA TGAAGSCT TATCTGTTCOGECT GA TGTOTT ACGRCA ACTGAT TA A
Ci A4 COGT TATOGOCGTATCCA AT CAGEAA AGT CEGLCAA TTCT GA COGAEETGIA TT TAACGATT ACT
GOGE TORCT OGTT GOCGTT oG COGA TTCGCA TOGETTAT CECA ACGT ACTCTGACAT TACCAGCA G
AAGT AATATCGATT ACGA CATCAT CATT CUCGGT AA A8 GT CT G CA G ACTA AGTCGRAT GT TAGETGA
GATGTGACTA AL AT CoALAT TOGOAT TRLOGA GA AT CAGETATTAT TTGT AT TT GEACAL ACCGLGTTT
ATTOGGETTGOT T GAAGGCAL TT AT COAGACACRAGT CGACTT AT COCAACGT COAGCAAT ACGEAL G
CGAATT CEAT GRGRCHECACTGOT GECT TOCATT CAGSGEEEEGE G TT GOTGAGTOAGGE A GLAGTA &
AACGTGET GOGT TTAGTCCT CA ACAT TREDG GRAL AGAGCA ACCA TOTATGET A8 TT CRCCAGAT GT G
GEA TETOGE AGRA GTCT TAAGCT TT A% CA AGCT G COGETCAGES TOTRGEA AR TCTCCT TCAACCET G

TTACHT G AGGACGCGOT GOALGECT TT GECCAA ACAGCGAT TGAR GT TGACTT TA CGEEACCGET GLG
SCCAT TOACET TrarT TOC ACCTSAR S TA AR S S AGTT TATT O ST AT TS S TR SR ST T
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J Bacieriol. 2009 Dec;191(24):7630-1. doi- 10.1128B.01237-09. Epub 2002 Oct 8.

Complete genome sequence of the probiotic Lactobacillus
rhamnosus ATCC 53103.

Maorita H1: Toh H, Oshima K, Murakami M, Taylor TD, Igimi 5, Hattori M.

@ Author information

Abstract

Lactobacillus rhamnosus is a facultatively heterofermentative lactic acid bacterium and is
freguently isolated from human gastrointestinal mucosa of healthy individuals. L. rhamnosus
ATCC 53103, isolated from a healthy human intestinal flora, is one of the most widely used
and well-documented probiotics. Here, we report the finished and annotated genome
sequence of this organism.

PMID: 19320092 PMCID: PMC2786603 DOl 10.11280B.01257-09
Free PMC Article

[Indexed for MEDLINE]
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The complete genome sequence of Lactobacillus rhamnosus ATCC 53103 was determined by a whole-

genome shotgun strategy with the Sanger method. Genomic libraries containing 2-kb inserts were

constructed and sequenced, and 39,936 sequences were generated, giving 8.6-fold coverage from both
2)..

ends of the genomic clones. Sequence reads were assembled with the Phred-Phrap-Consed program |
Remaining gaps between contigs were closed by direct sequencing of clones. Prediction and annotation

of protein-coding genes were performed as described previously (5).

pod

The genome of L. rhamnosus ATCC 53103 consists of a circular 3,005,051-bp chromosome containing
2,834 predicted protein-coding genes and has no plasmid. Of all predicted protein-coding genes, we could
assign 1,939 (68%) to known functions, 610 (22%) as conserved hypothetical genes, and 285 (10%) as

novel hypothetical genes. This strain has a relatively high number of proteins involved in carbohydrate

and amino acid metabolism and transport and defense mechanisms, compared with other sequenced
intestinal lactobacilli. The genome encodes 28 complete phosphoenolpyruvate-carbohydrate
phosphotransferase-type transporter systems (PT5s) and 25 putative glycosyl hydrolases, which s
classified into 12 different carbohydrate-active enzyme families (hitp:/fwww.cazy org/). Of the 12 Help
alpha-L-fucosidase (GH29) and alpha-mannosidase (GH38) are not found in other sequenced intestinal
lactobacilli. Of the 28 PT3s, 12 are encoded by genes adjacent to glycosyl hydrolase genes and
transcriptional regulator genes, allowing localized transcriptional control. This organism carries 22

multidrug ABC transporters, eight antimicrobial peptide ABC transporters, and seven beta-lactamases,

cunnactinn ite hraad ranns af antihintic recistance The nennme coantainge 17 comnlets banocrnmnnnent
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contain imperfect repeats consisting of serine and alanine. The genes for both proteins could encode
mucin-like cell surface adhesives, because both genes are located adjacent to glycosyltransferase genes
(7). The presence of genes encoding proteins for a diverse number of fermentable sugars, a variety of cell
surface adherence proteins, bacteriocin biosynthetic proteins (LRHM_2289 to LRHM_2312), and bile salt
hydrolase (LRHM_0484) is likely to contribute to the organisms' gastric survival and promote interactions

with the intestinal mucosa and microbiota.

During the preparation of this article, the genome sequence (3,010,111 bp) of L. rhamnosus GG, the ’

original strain of L. rhamnosus ATCC 53103, was deposited in a public database (GenBank accession no.
FIM179322) (3). The genome of L. rhamnosus ATCC 53103 is 5 kb shorter than that of L. rhamnosus GG.
Furthermore, an alignment analysis of both genome sequences shows that the 8 89-kb region (genome
coordinates 618415 to 627294) of L. rhamnosus ATCC 53103 Is inverted.

Nucleotide sequence accession number.

The sequence data for the L. rhamnosus ATCC 53103 genome are available in DDBJ/GenBank/EMBL

under accession no. APD11548. E
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contain imperfect repeats consisting of serine and alanine. The genes for both proteins could encode
mucin-like cell surface adhesives, because both genes are located adjacent to glycosyltransferase genes
(7). The presence of genes encoding proteins for a diverse number of fermentable sugars, a variety of cell
surface adherence proteins, bacteriocin biosynthetic proteins (LRHM_2289 to LRHM_2312), and bile salt
hydrolase (LRHM_0484) is likely to contribute to the organisms' gastric survival and promote interactions

with the intestinal mucosa and microbiota.

During the preparation of this article, the genome sequence (3,010,111 bp) of L. rhamnosus GG, the
original strain of L. rhamnosus ATCC 53103, was deposited in a public database (GenBank accession no.
FIM179322) (3). The genome of L. rhamnosus ATCC 53103 is 5 kb shorter than that of L. rhamnosus GG.
Furthermore, an alignment analysis of both genome sequences shows that the 8 89-kb region (genome

coordinates 618415 to 627294) of L. rhamnosus ATCC 53103 Is inverted.

Nucleotide sequence accession number.

The sequence data for the L. rhamnosus ATCC 53103 genome are available in DDBJ/GenBank/EMBL

under accession no. APD11548.
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Biginformatics. 2007 Apr 15;23(8):1026-5. Epub 2007 Feb 19.

Gepard: a rapid and sensitive tool for creating dotplots on
genome scale.

Krumsiek J', Amold R, Rattei T.

# Author information

Abstract

Gepard provides a user-friendly, interactive application for the guick creation of dotplots. It
utilizes suffix arrays to reduce the time complexity of dotplot calculation to Theta(m™log n). A
client-server mode, which is a novel feature for dotplot creation software, allows the user to
calculate dotplots and color them by functional annotation without any prior downloading of
sequence or annotation data.

AVAILABILITY: Both source codes and executable binaries are available at
http://mips.gsf de/senvices/analysis/gepard

PMID: 17309896 DOI: 10.1093/bivinformatics/bh
[Indexed for MEDLINE]
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» The Genetic Transformation of
SYSTEM REQUIREMENTS Chlamydia pneumoniae.

Gepard requires the Java Runtime Environment Version 5.0 or later
(http://www.java.com/download/). | been tested on the following CONTACT
operating systems:

R +43 1 4277 7668
: ; Bh +43 142778

e Microsoft Windows XP and later

® Linux/Un*x systems contact.cube@univie.ac.at

® MacOS 10.x
DOWNLOAD
Please download the jar file if you want to run gepard on your computer
(lava needs to be installed). On MacOS, nagivate to your Downloads  JavaliERICA YA P—NENELE
folder and open the jar file via right-click. Confirm the execution of this
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SOURCE CODE
The scurce code is available in our GitHub repository gepard.
TUTORIAL

An offline version of the tutoria! is included in the downlocad package
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l Update dotplot |

>> Advanced mode |

3005050

AP011548.1 Lactobacillus rhamnosus ATCC 53103 DNA, c...

FM173322.1 Lactobacillus ...

Zoom: 8234 : 1
Word length: 10
Window size: 0
Matrix: DNA

0

FM173322.1 Lactobacillus rhamnosus GG whole...

vs., AP011548.1 Lactobacillus ...

GC ratio seql: 0.4663
GC ratio seq2: 0.4689
Program: Gepard (1.40 final)

3010110

2017283
|

|
l 1202117

Position: 2017330, 1202164

2017330
|

AGTCTAATGATGCGTCTAGTCAAATTACTCTAGGCTTGCTAATTACCCGAAATC GAAGAATACAARAGC CACACTTTTTTCGCACAA

GAGATTGATGACAGTTACAAGCAACTGGCGCTAARAGCTGCCGCCACACTTGATTTGCCGGTAGCAGCTGTCGACATTGTGATTG

|
1202164

2017376
|

|
1202210
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O: Advanced mode

(1DAdvanced mode,

£33 FM179322.1 Lactobacillus rhamnosus GG whole gen... vs. AP011548.1 Lactobacillus rhamnosus ATCC 53103 D... - Gepard

Sequence 1 (horizontal):
Iuments\201 9dh 51 5L B8 55 13E1\FM 179322 fastal

[] complementary Select file

Sequence 2 (vertical):
Iuments\201 9\#h 3 LB 35 128)\AP0 11548 fasta|

[ ] complementary Select file

| Update dotplot ]

>> Advanced mode

FM173322.1 Lactobacillus ...
Zoom: 8234 : 1
Word length: 10

vs., AP011548.1 Lactobacillus ...

GC ratio seql: 0.4663
Window size: 0 GC ratio seq2: 0.4663
Matrix: DNA Program: Gepard (1.40 final)

0 3010110
FM173322.1 Lactobacillus rhamnosus GG whole...

AP011548.1 Lactobacillus rhamnosus ATCC 53103 DNA, c...

3005050

Hor :
Mert:

Position: 3010110, 378764
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O: Advanced mode

£33 FM179322.1 Lactobacillus rhamnosus GG whole gen... vs. AP011548.1 Lactobacillus rhamnosus ATCC 53103 D... - Gepard

(DExport image T, 7 ILICREFT
BoENTEET, CITIE. @

FiglapngELTIRELZELT=, @OK

O

Seauences |

Sequence 1 (horizontal):
luments\2019%h 5 §LEA &5 12E\FM179322. 7a

[] complementary Select file

Sequence 2 (vertical):
uments\2019h 2 §LEA %% 128\AP011548. fa

[] compiementary Select file

l Update dotplot |

l << Simple mode |

[ Plot | Misc | Display |

Lower color limit:

[« L] [»]
Upper color limit:

Ll T o]
Greyscale start:

[« L] [»]

[] Reverse complementary alignment

Export image: "a

Il

3005050

AP011548.1 Lactobacillus rhamnosus ATCC 53103 DNA, c...

FM173322.1 Lactobacillus ... vs. AP011548.1 Lactobacillus ...

Zoom: 8234 : 1

Word length: 10
Window size: 0
Matrix: DNA

| o—
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P N-AIN):

[[Fig1a

DA WA F(I): || PNG image files (.png) -

#1F HIE

Export >

Position: 3010110, 0

® Dotplot successfully exported
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O: Advanced mode

@ FiglapngDH &,

£33 FM179322.1 Lactobacillus rhamnosus GG whole gen... vs. AP011548.1 Lactobacillus rhamnosus ATCC 53103 D... - Gepard

[ Sequences | =
Sequence 1 (horizontal):
[uments\2019\h 8L B 8 % 12E\FM179322. fal
[l complementary
Sequence 2 (vertical):
[umentsi2019h 3 §LE: &% 12E\AP011548. fa)
[ ] complementary Select file
| Update dotplot I
alle )
+3 -\ S9N
I << Simple mode I
[ Plot | Misc | Display |
Lower color limit:
[« L] [ »]
Upper color limit:
L] [in] [»]
Greyscale start:
[« L] [ »]
[:I Reverse complementary alignment =
Export image: 'DH
|

FM173322.1 Lactobacillus ...
Zoom: 8234 : 1
Word length: 10
Window size: 0
Matrix: DNA

GC ratio seql: 0.4663
GC ratio seq2: 0.4689

FM173322.1 Lactobacillus rhamnosus GG whole..

AP011548.1 Lactobacillus rhamnosus ATCC 53103 DNA, c...

3005050

Program: Gepard {1.40 final)

vs., AP011548.1 Lactobacillus ...

Hor - -
Mert: -

Position: 3010110, 0

HAZBEFREDESHE13(E

AP011548.1 Lactobacillus rhamnosus ATCC 53103 DNA, c...

3005050

FM179322.1 Lactobacillus ... vs. AP011548.1 Lactobacillus ...

Zoom: 8234 :
Yord lenzth:
Window size:
Matrix: DNA

0

FM179322.1 Lactobacillus rhamnosus GG whole...

GC ratio seql: 0.4663
GC ratio seq2: 0.4663
Program: Gepard (1.40 final)

3010110
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O: Advanced mode

£33 FM179322.1 Lactobacillus rhamnosus GG whole gen... vs. AP011548.1 Lactobacillus rhamnosus ATCC 53103 D... - Gepard — O X
— FM173322.1 Lactobacillus ... vs. AP011548.1 Lactobacillus ...
[ Sequences | Zoon: 8234 1 1
. - Word length: 10 GC ratio seql: 0.4663
Sequence 1 (horizontal):
( ) Yindow size: 0 GC ratio seq2: 0.4689
Iuments\2019\§h§\¥L§ﬁ§§13@\FM179322.fa| Matrix: DA Program: Gepard (1.40 final)

0 3010110
(] compiementary FM179322.1 Lactobacillus rhamnosus GG whale. ..

Sequence 2 (vertical):
[uments\20191h 3 5L B %% 1281\AP011548 1o

[] compiementary Select file

Update dotplot ]

|

AP011548.1 Lactobacillus rhamnosus ATCC 53103 DNA, c...

<< Simple mode I
Hor :© -
v : Mert: -
| Plot | Misc | Display
Coordinates
Start 1: 0
Stop 1: 3010110
Start 2: 0 3005050
o S Position: 0, 1778544
Auto zoom [] smali plots
Zoom:
Auto params &
Word length:
Window size:
Auto matrix =|
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O: Advanced mode

£33 FM179322.1 Lactobacillus rhamnosus GG whole gen... vs. AP011548.1 Lactobacillus rhamnosus ATCC 53103 D... - Gepard

D TlE2oDERFIEL (2. FBEL
[610000, 640000 bp]&ELELT=, @
Update dotplot,

. O X

Sequences

-~

=

Sequence 1 (horizontal):
luments\2019%h 5 §LEA &5 12E\FM179322. 7a

[] complementary Select file

Sequence 2 (vertical):
[uments\20191h 3 5L B %% 1281\AP011548 1o

) complementary

| Update dotplot

I << Simple mode I

1/ Piot | Misc | Display |

Coordinates
start 1: ls10000

Stop 1: 640000
Start 2: 610000
Stop 2: 6840000 |

Auto zoom [] smali plots
Zoom:

Auto params
Word length:
Window size:

Auto matrix

FM173322.1 Lactobacillus ... vs. AP011548.1 Lactobacillus ...
Zoom: 8234 : 1

Word length: 10 GC ratio seql: 0.4663

Window size: 0 GC ratio seq2: 0.4689

Matrix: DNA Program: Gepard (1.40 final)

0 3010110

FM173322.1 Lactobacillus rhamnosus GG whole...
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PRty o ey g
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Position: 0, 3005050
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O: Advanced mode
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£54 FM179322.1 Lactobacillus rhamnosus GG whole gen... vs. APO11548.1 Lactobacillus rhamnosus ATCC 53103 D... - Gepard

Sequences

Sequence 1 (horizontal):
|u ments\201935 WL EE 5 138 \FM 179322 74

|:| Complementary

Sequence 2 (vertical):
|u mients\201935 LB 5 130 AP0 11548, 7

|:| Complementary

‘ Update dotplot |

AL A

‘ << Simple mode |

Plot Misc Display

Lower color limit:

[« L] L]

Upper color limit:
|4 L] Iy

Greyscale start:
[ L] ]

|:| Reverse complementary alignment

Export image: 'PH

AP011548 .1 Lactobacillus rhamnoszus ATCC 53103 DNA, c...

FM173322.1 Lactobacillus ...
Zoom: 83 @ 1
Ward lenzth: 10
Pindow =ize: 0
Matriz: DNA

g10000
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GG ratio seql: 0.4815
GC ratio seq2: 0.4756
Program! Gepard (1.40 fimal)

640000

FM173322.1 Lactobacilluz rhamnosus GG whole g...

Fosition: 610000, 610000

Hor - -

Select file art: -
g10000
£40000

HAZBEFREDESHE13(E




O: Advanced mode

(DExport image, @Figlb.png
ELTHREF, QOK

£54 FM179322.1 Lactobacillus rhamnosus GG whole gen... vs. APO11548.1 Lactobacillus rhamnosus ATCC 53103 D... - Gepard

Sequences

FY

Sequence 1 (horizontal):
|u ments\201935 WL EE 5 138 \FM 179322 74

|:| Complementary Select file

FM173322.1 Lactobacillus ... w=. APOT1548.1 Lactobacillus ...

Zoom: 83 @ 1

Ward lenzth: 10 GG ratio =é
Pindow =ize: 0 GC oratio =ze
TPv— Matrix: DA Program: Gg

et - B10000

Sequence 2 (vertical):
|u mients\201935 LB 5 130 AP0 11548, 7

[ ] complementary Select file
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‘ << Simple mode |

Plot Misc Display

Lower color limit:
[« L] Iy

Upper color limit:
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Greyscale start:
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Export image: 'PH

£10000
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AP011548 .1 Lactobacillus rhamnoszus ATCC 53103 DNA, c...
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540000

Fosition: 610000, 610000

Export >

@ Dotplot successfully exported
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£54 FM179322.1 Lactobacillus rhamnosus GG whole gen... vs. APO11548.1 Lactobacillus rhamnosus ATCC 53103 D... - Gepard -

DA DERIAEFALAIZThTINSE
HIi&. FM179322(Z13 & 5 HYAP011548(1Z(F %

WEE N FET T-OZEERT nIE KLY,

x

GG ratio seql: 0.4815
GC ratio seq2: 0.4756

Program! Gepard (1.40 fimal)

ve, AP011048.1 Lactobacillus ...
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FM173322.1 Lactobacilluz rhamnosus GG whole g...
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| Seq Zoom: 83 : 1
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Pindow =ize: 0
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Upper color limit: E
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. == $E1%[238000, 244000 bp] CEREAMDITEND

&4 FM179322.1 Lactobacillus rhamnosus GG whole gen... vs. AP011548.1 Lactobacillus rhamnosus ATCC 53103 D.. - G EI Fﬁ h‘ﬁg b\ L) i LT: o

l/m |~ | FM173322.1 Lactobacillus... v=. AP0O11548.1 LactobsoTTios
Zoom: 17 1 1
: . Ward lenzth: 10 GG ratio =seql: 0.4708 Hor : -
8 1({h tal):
equence 1 (horizontal) Window =ize: 0 GO ratio sen?: 0.4883 rt:
|um&nt5\2l]1Mﬁ\iL@ﬁ%m@\FmT&Sﬂ.fﬁl Matrix: DA Program: Gepard (1.40 final)
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: 238000 244000
[] complementary FM179322.1 Lactobacil lus rhamnosus GR whole. ..

Sequence 2 (vertical):
|u mients\201935 LB 5 130 AP0 11548, 7

|:| Complementary Select file

‘ Update dotplot |

A A

‘ << Simple mode |

W

[ Plot | Misc | Display |

Coordinates

AP011548.1 Lactobacillus rhamnosus ATCC B3103 DNWA, ...

Start 1: [3z000 |
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Auto zoom |:| Small plots

Zoom:
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Word length:

Window size:
Auto matrix |
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£54 FM179322.1 Lactobacillus rhamnosus GG whole gen... vs. APO11548.1 Lactobacillus rhamnosus ATCC 53103 D... - Gepard - O >

Sequences sl

Sequence 1 (horizontal):
|u ments\201935 WL EE 5 138 \FM 179322 74

|:| Complementary Select file

Sequence 2 (vertical):
|u mients\201935 LB 5 130 AP0 11548, 7

|:| Complementary Select file

‘ Update dotplot |
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‘ << Simple mode |
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[ Plot | Misc | Display |
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Zoom: 17 :
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Pindow =ize: 0
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GG ratio =seql: 0.4708 Hor - -
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!
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Stop 1: W
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Window size:
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&4 FM179322.1 Lactobacillus rhamnosus GG whole gen... vs. AP011548.1 Lactobacillus rhamnosus ATCC 53103 D.. - G

BN HHE., FEEICELLI=ERINDREYNT

Sequences

FY

Sequence 1 (horizontal):
|u ments\201935 WL EE 5 138 \FM 179322 74

|:| Complementary Select file

Sequence 2 (vertical):
|u mients\201935 LB 5 130 AP0 11548, 7

Select file

|:| Complementary

‘ Update dotplot |
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‘ << Simple mode |

[ Plot | Misc | Display |

Coordinates

Start 1: [3z000 |
Stop 1: W
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Stop 2 W
Auto zoom |:| Small plots
Zoom:
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Word length:
Window size:
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Pindow =ize: 0
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11:Fig. 2a

seqinrT Ry 2OV b
seqinr/ ©w4r—=¥(Charif et al., Bioinformatics, 2005)%DdotPlotii#iE AL\ T By 70w +E1ER.

« W11 : FigZa
EEBkELT O Fy RJTOY R TT
seql <- “ACTCGTAGTCTATCATACGA" #1 2eh DR EECTI = 157 (BLdllk)
seq2 <- “ACTCGTAGTCTATCATACGA™ #2 2eh DR EACT = 155 (Brillk)
out_f <- "Fig2a.png"” #0277 A IBFIEE L Tout fICHEHN
param_fig <- c(300, 308) #2774 )LD ENRE SN T IEE (E I E P
#FABG AT - VEQD-F )
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#2771 ICFRF(png 7 7 1 IL)
png(out_f, pointsize=13, width=param_fig[1], height=param fig[2])#LH 7 7 1)L 0&

par(mar=c(@, @, @, 8)) #F. £ L. AOIETHE (1) ##F
dotPlot(s2c(seqgl), s2c(seq2), xlab="", ylab="")#7 0O+ |
dev.off() #HF 7T

HAZBEFREDESHE13(E

53




11:Fig.
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@Fig2a.pngMTETNBILXT T,

seqinrT Ry 2OV b

seginr/ §w4r—<(Charif et al., Bicinformatics, 2005)(DdotPlotf8ix AT Ry 70w MEERL.

« W11 : Fig2a
EFIKELD Y hFOY hTY

"ACTCGTAGTCTATQR
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out f <- "Fig2a.png"
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library(seginr)

#2771 ICFRF(png 7 7 1 IL)
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dev.off()
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« W12 : Fig2b
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library(seginr)
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&l Lactobacillus rhamnosus GG - Er - X +

« > C 0N O RESNTELWEE | bacteria.ensemblorg/Lactobacillus_rhamnosus_gg/Info/Index i | -] 8

Login/Register
MMER | BLAST | Tools | Downloads | Documentation | More ¥ §&) - Lactobacillus rhamnosus Q

Lactobacillus rhamnosus GG

Lactobacillus rhamnosus GG
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Provider European Nucleotide Archived? | Taxonomy 1D 568703 ¢
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9 Information and statistics

Genome assembly: ASM2650v1 Gene annotation
I
0 Mare information and statistics - — What can | find? Protein-coding and nen-coding genes, splice hpt
—- variants, cDNA and protein sequences, non-coding RNAs. lacZ aCCD
.
I'!'l Download DNA sequence (FASTA) - . :
Example region 0 ore about this gensbuild ple gene
h U e E LI BTEam E TS l!'l Download genes, cDMAs, ncRNA, proteins - FASTA - GFF3
Update your old Ensembl |Ds e l
Comparative genomics % ‘ <
What can | find? Gene families based on HAMAP and PANTHER classification. Example transcript
0 Mare about comparative analyses L
Variation
0 Phylogenetic overview of gene families i . .
This species currently has no variation database. However you can process your own
variants using the Variant Effect Predictor:
Variant Effect Predictor v, ’u
(&,
Ensembl Bacteria release 42 - Dec 2018 @ EMEL-EB| -
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« > C 0N O RESNTELWEE | bacteria.ensemblorg/Lactobacillus_rhamnosus_gg/Info/Index w

MMER | BLAST | Tools | Downloads | Documentation | More ¥

Lactobacillus rhamnosus GG

Lactobacillus rhamnosus GG

Lactobacillus rhamnosus GG

Provider European Nucleotide Archived | Taxonomuy 1D 568703 <

(1DEnsembl Bacteria® . @)L.
rhamnosus GGDR— , QEDH 5

e
Login/Register

- Lactobacillus rhamnosus Q

[JToNBIFAILERILELEDNOTY

Search Lactobacillus thamnosus GG...

« W13: Ensembl Bacteria : Cunningham et al., Nucleic Acids Res., 2019

e.g. is1 or FM179322:17235-18251 or synthetase

o Lactobacillus rhamnosus GG

About Lactobacillus rhamnosus GG

AUSFILZ I FAILENEVLDTELTVWEY., S0 C

9 Information and statistics

o released2d)7 ) LhEHI T 7). : ASM2650vi.fa ($I3MB)
o released277 /57— 37 )l : ASM2650v1.gff3 (§72MB)

Genome assembly: ASM2650v1

I O—-RTE3LEDICLTNET.,

0 More information and statistics R =

—a
-

l Download DNA sequence (FASTA)
= Example region

ﬁ Display your data in Ensembl Bacteria

Comparative genomics
What can | find? Gene families based on HAMAP and PANTHER classification.

0 Mare about comparative analyses

0 Phylogenetic overview of gene families

Ensembl Bacteria release 42 - Dec 2018 @ EMEL-EB|

What can | find? Protein-coding and nen-coding genes, splice TpT
variants, cDNA and protein sequences, non-coding RNAs. lacZ aCCD

0 Mare about this gensbuild ple gene

l!'l Download genes, cDNAs, ncRNA, proteins - FASTA - GFF3 ™ —
% Update your old Ensembl |Ds '.~l o

Example transcript

Variation

This species currently has no variation database. However you can process your own
variants using the Variant Effect Predictor:

Variant Effect Predictor v, ’u
(&,
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NHEDBD1DTHAHDSRALT, Qr
Lactobacillus RNA-seq] C. ®F—7T—FRE&E%E,

e(-j Home - SRA-N

« > C O
= NCBI Resources ¥ How To V)

CBl X -+

# https:)//www.ncbi.nlm.nih.gov/sra/

Sign in to NCBHI

v ||Lactobacillus RNA-seq
Advanced

SRA

Sequence Read Archive (SRA) makes biological sequence data available to the research
community to enhance reproducibility and allow for new discoveries by comparing data sets.
The SRA stores raw sequencing data and alignment information from high-throughput
sequencing platforms, including Roche 454 GS System®, lllumina Genome Analyzer®,
Applied Biosystems SOLiD System®, Helicos Heliscope®, Complete Genomics®, and Pacific

Getting Started Tools and Software

How to Submit

Download SRA Toolkit

Log_ in to SRA (for updating and troubleshooting SRA Toolkit Documentation

submissions)

Log.in to Submissio

SRA-BLAST
n Portal (for submitting

sequence data)

SRA Run Browser

SRA Documentation SRA Run Selector

Download Guide

SRA Fact Sheet (.pdf)

Related Resources
Submission Portal

Trace Archive

dbGaP Home
BioProject

BioSample

HAZBEF=
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61




14:SRA
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~

pgun

Z

& Lactobacillus RMA-seq - SRA- N X 4

&« C Y & https//www.ncbi.nlm.nih.gov/sra/?term=Lactobacillus+RNA-seq r a

& NCBI Resources ¥ How To (¥

Sign in to NCBI

SRA SRA v | Lactobacillus RNA-seq

[ scorch

Create alert  Advanced

Access Summary = 20 per page -
Controlled (32)
Public (656)
View results as an expanded interactive table using the RunSelector. Send

Source results to Run selector
DNA (215)
RMA (473)

Search results
Other
aligned data (51) Items: 1 to 20 of 688 Page (1 | of 35
Clear all

BACTERIA

Show additional filters 1. 1 L5454 (454 GS) run: 80,474 spots, 20.1M bases, 11.7Mb downloads

Accession: SRX5295446

BACTERIA
2. 115454 (454 GS) run: 79,901 spots, 20M bases, 11.8Mb downloads
Accession: SRX5295445

BACTERIA
3. 115454 (454 GS) run: 80,017 spots, 20M bases, 11 6Mb downloads
Accession: SRX5295444

BACTERIA
4. 1LS454 (454 GS) run: 80,080 spots, 20M hases, 11.7Mb downloads
Accession: SRX5295443

Help
Send to:=  Filters: Manage Filters

Results by taxon

Top Organisms [Tree]
Lactobacillus plantarum (1.32)
Lactobacillus acidophilus (55)
Lactobacillus (472}
Lactobacillus animalis (47)
Homo sapiens (47)

All other taxa (352)

More...

Mext= | Last==

F

Search in related databases

Access
Database - all
public cogtrolled

BioSample 1 n
BioProject 14 115
dbGaP 2 2
GEQ

Datasets il i
Find related data il
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0 OEMNMINMEIZHGST=, @T RV, EEBEH
14 . SRA [Zsubmission# ELNDIZEH D=5, QT —2DFE

- FAHVFIR T —A(Transcriptome or Gene expression)
£ (Lactobacillus RNA-seq) AND bic X+ ’Gﬁ)élkhflﬁiﬁﬂéhfl,\é, @gblj‘ybbfﬂéo

C Or 8 https://www.ncbi.nlm.nih.gov/bioproject/?term=(Lactobacillus%20RNA-seq)%20AND%20... 3¢ e

:'j NCBI Resources (] How To ¥ Sign in to NCBI
BioProject BioProject v ‘{Lactobacillus RMNA-seq) AND bioproject_sra[filter] NOT bioproject_g | @
Create alert  Advanced Browse by Project attributes Help

Project Types Display Settings: - Filters: Manage Filters
Primary

submission (14) Summary, 20 per page, Sorted by Default order Send to: - . N

Find related data

Data T:""FES ) ) Database: Select v
Other (2) See also 198 genomes matching your organism search

Transcriptome (10)

Project Data
1 Search resfllts

SRA(14)
GED DataSets (6) Items: 14 _ =
Search details
Scope ({"Lactohacil lus”[Orzanisn] OR
Multi-isolate (T) ) RMi-seqdl] Fields]) AND
) S 1. Project data type: Raw sequence reads bioproject sralfilter] NOT
MU”"S_D?C'ES (4) Scope: Multispecies bioproject _gap[filter] p
Other (1) Heilongjiang Bayi Agricultural University
Organism Accession: PRINA483366 |D: 483366 Search See more..
Groups
Bacteria (12) How Lactobacillus plantarum Shapes its Transcriptome in Response to
Fungi (1) 2. Contrasting Habitats ent activity =
Other vertebrates (1) Taxonomy: Lactobacillus plantarum Turn OF Clear
Project data type: Transcriptome or Gene expression
Clear all Scope: Multiisolate et P
della Pianta e degli Alimenti - Di.S.S.P.A. Dipartimento di §cienze del Suolo, Universitg | 1 Prowsing activity is empty
Show additional filters Accession: PRJNA4TS032 1D: 475032
Lactobacillus rhamnosus strain:SCT-10-10-60 -
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& How Lactobacillus plantarum Sh: X +

< C { & https:y//www.nchi.nlm.nih.gov/bioproject/475032

& NCBI Resources ¥ How To (¥

BioProject BioProject v

Advanced Browse by Project attributes

Display Seftings: =

How Lactobacillus plantarum Shapes its Accession: PRINA4T5032

Transcriptome in Response to Contrasting Habitats

Triplets of Lactobacullus plantarum strains were isolated from nine contrasting
habitats. More...

Accession PRINA4TED32; GEO: GSE115448

. . - Taxonomy
Data Type  Transcriptome or Gene exprassion NavigaTe Across

Scope Multiizolate

Organism Lactobacillus plantarum [Taxonomy 10: 1590]

Bacteria; Firmicutes; Bacilli; Lactobacillales; Lactobacillaceas;
Lactobacillus; Lactobacillus plantarum

Publications  Filannino P et a/, "How Lactebacillus plantarum shapes its
transcriptome in response to contrasting habitats.”, Environ
Microbiol, 2018 Oct 5;20(10):3700-3716

Submission  Registration date: 7-Jun-2018
della Pianta e degli Alimenti - Di.5.5.P.A, Dipartimento di
Scienze del Suolo, Universita degli Studi di Bari “Aldo Moro”

Relevance Industrial

Send to: -

See Genome
Information for
Lactobacillus
plantarum

309 additional

projects are related

by arganism.

ID: 475032 BioSample

Related information

Genome

GEO DataSets
PubMed

SRA

Recent activity =
Turn ©ff Clear

B How Lactobacillus plantarum
Shapes its Transcriptorm BioFroject

Q, (Lactobacillus RNA-seq) AND
bioproject_sraffiltar] NO' BioFroject

See more...
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:j How Lactobacillus plantarum Sh: X +

QYT ILEIF36 LS ELEDTEBS, DB
FTBIZITELEHEZTELNDT

Galaxy £ TZE1T

%)o 1O-ﬁ‘-ﬁ®/\o_:)':$§@]o

< C { & https:y//www.nchi.nlm.nih.gov/bioproject/475032
transcriptome in response to contrasting habitats ", Environ
Microbiol, 2018 Oct 5;20(10%:3700-3716
Submission  Registration date: 7-Jun-2018
della Pianta e degli Alimenti - Di.5.5.P.A, Dipartimento di
Scienze del Suolo, Universita degli Studi di Bari “Aldo Moro”
Relevance  Industrial
Project Data:
Number
Resource Name of Links
SEQUENCE DATA
SRA Experiments 36
PueLicaTions
PubMead 1
OTHER DATASETS
BioSample 36
GEO DataSets 1
* GEOQ Data Details
Parameter Value
Data volume, Supplementary Mbytas 1
* SRA Data Details
Parameter Value
Data volume, Gbases 144
Data volume, Mbytes 57383

MBEIRT CEET

w

| X

B O

Q, (Lactobacillus RNA-seq) AND
bioproject_sra[filter] NO gioProject

See more...
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15:L. rhamnosus GG

:j [Lactobacillus RMNA-seq) AND bic X +

C Or & https://www.ncbi.nlm.nih.gov/bioproject/?term=(Lactobacillus%20RNA-seq)%20AND%20... & a

-.—'-j NCBI Resources ¥ How To [~ Sign in to NCBI
BioProject BioProject v | (Lactobacillus RNA-seq) AND bioproject_sralfilter] NOT bioproject g |
Create alert  Advanced Browse by Project attributes H#
Project Types Display Settings: Filters: Manage Filters
Primary
submission (14) Summary, 20 per page, Sorted by Default order Sendto:~ .
Find related data
Data Types ) ) Database: | Select hd
Other (2) See also 198 genomes matching your organism search

Transcriptome (10)

Project Data
1 Search results

SRA(14)

GEQ DataSets (56) Items: 14 5 ' detail .
earch details

Scope H”Lac:tnhac:ilI[us”[Organiﬂ] OR

Moncisolate (2) RMA-seq of Lactobacillus plantarum LY-T8 Lactobacillus[&11 Fields]) &ND

Multi-isolate (T) d . RMi-zeq[41] Fields]) AND

Multi-species (4)
Other (1)

Organism
Groups

Bacteria (12)
Fungi (1)
Other vertebrates (1)

Clear all

Show additional filters

Project data type: Raw sequence reads
Scope: Muliispecies

Heilongjiang Bayi Agricultural University
Accession: PRJNA483366 |D: 483366

How Lactobacillus plantarum Shapes ifs Transcriptome in Response to

Contrasting Habitats
Taxonomy: Lactobacillus plantarum

Project data type: Transcriptome or Gene exprassion

Scope: Multiisolate

della Pianta e degli Alimenti - Di.S.5.P.A, Dipartimento di Scienze del Suolo, Universita

Accession: PRINA4TS032 |D: 475032

Lactobacillus rhamnosus strain:SCT-10-10-50

bioproject_sralfilter] NOT

hioproject_gap[filter] p
Search See more...
Recent activity =

Turn Off Clear

Your browsing activity is empty.
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RNA-seqT—3ZHRLI=DTH v, ZEFEZILZ

15 : L rhamnOS MDRNA-seqT—ARIZEFBL-RIZ.UI7LURT /L

Slj [Lactobacillus RNA-seq) AND bic X +

- C O

BESZEIGLTLD DA, AL ZEFRICLEL

& https://www.ncbi.nlm.nih.gov/bioproject/?term=(Lactobacillus%20RNA-seq)%20AND%20...

Bilophila wadsworthia worsens high-fat diet-induced metabaolic
5. Impairments in inflammation dependent and independent manners
[bacterial gene expression]
Taxonomy: uncultured bacterium
Project data type: Transcriptome or Gene expression
Scope: Mulilisolate
ILTOO Pharma
Accession: PRJNA445875 1D: 445875

RMA-seq analysis of Lactobacillus at acidic siress

6. Taxonomy: Lacrobacillus rhamnosus GG
Project data type: Transcriptome or Geng,
Scope: Mulilisolate
Computational and Synthetic Biology Lafioratory, Depariment of Biotechnology, Kaorea |
Accession: PRINA418802 1D: 419802

ion

Lactobacillus plantarum
7. Global transcriptional responses to oxidative stress conditions in
lactobacillus plantarum
Taxonomy: Lactobacillus plantarum
Project data type: Transcriptome or Gene expression
Scope: Mulilisolate
College of Food Science and Mutritional Engineering, China Agricultural University
Accession: FRINA3BT288 |D: 387288

Candida albicans
8. Antifungal defense of probiotic Lactobacillus rhamnosus GG is mediated
by blocking adhesion and nutrient depletion
Taxonomy: Candida albicans
Project data type: Transcriptome or Gene expression

Scope: Mulilisolate
MET. Fraunhofer |GE

* B O

[l
E
®
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15: L. rhamnosus G(

= RMA-seq analysis of Lactobaci x +

< C { & httpsy//www.ncbi.nlm.nih.gov/bioproject/419802

& NCBI Resources ¥ How To (¥

CAERLDR—DITRUVFET , £(F
EDBITIEODHT-YICIRERXIE

HAHO-M. CCTIER K540,

| X

Sign in to NCBI

BioProject BioProject v

Advanced Browse by Project attributes

Display Seftings: =

Send to: -

RNA-seq analysis of Lactobacillus at acidic stress  Accession: PRINA419802  1D: 419502

To understand ftranscriptional regulation of probiotic bacteria under acidic
condition, RNAseq analysis was carried out over different growth conditions
Cwerall design: Comparison of acidic (pH4) and neutral (pH7) conditions by
differentially expressed ganes

Accession  PRJNA419802; GEO: GSE107337
Data Type  Transcriptome or Gene expression
Scope Multiisolate

Organism Lactobacillus rhamnosus GG [Taxonomy |D: 568703]

Bacteria; Firmicutes; Bacilli; Lactobacillales; Lactobacillaceas;
Lactohacillus; Lactobacillus rhamnosus; Lactobacillus rhamnosus GG

Submission  Registration date: 25-Nowv-2017
Computational and Synthetic Biology Laboratory, Department
of Biotechnology, Korea University

Relevance  Industrial

Project Data:

See Genome
Information for
Lactobacillus
rhamnosus

NaviGATE ACROSS

74 additional
projects are related
by arganism.

Related information =

BioS

Genome

GEQ DataSets

SRA

Taxo

Rec

O W O

Help

ample

nomy

ent activity =
Tum Off Clear

RMA-seq analysis of
Lactobacillus at acidic s BioProject

SRA Links for BioProject
{Select 475032) (36) SRA

How Lactobacillus plantarum
Shapes its Transcriptom BioProject

(Lactobacillus RMA-seq) AMD
bioproject_sraffilter] NO' BicProject

See more...
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= | x

= RMA-seq analysis of Lactobaci x +
< C { & httpsy//www.ncbi.nlm.nih.gov/bioproject/419802 i (3]
= NCBI Resources ¥ How To [¥) Sign in to NCBI
BioProject BioProject v |  Search

Advanced Browse by Project attributes Help
Display Seftings: = Send to: -

Related information =

RNA-seq analysis of Lactobacillus at acidic stress  Accession: PRINA419802  ID: 419802 BjgSample

To understand transcriptional regulation of probiotic bacteria under acidic See Genome Genome
condition, RNAseq analysis was carried out over different growth conditions Information for GEO DataSets
Cwerall design: Comparison of acidic (pH4) and neutral (pH7) conditions by Lactobacillus
differentially expressed genes rhamnosus SRA
Taxonomy
Accession  PRJNA419802; GEO: GSE107337
. . 74 additional
Data Type  Transcriptome or Gene expression projects are related Recent activity -
by arganism.
Scope Multiizolate Tum Off  Clear

RMA-seq analysis of

Organism Lactobacillus rhamnosus GG [Taxonomy |D: 568703] Lactobacillus at acidic s 2w
SioFroject

Bacteria; Firmicutes; Bacilli; Lactobacillales; Lactobacillaceas;

Lactobacilus; Lactobacillus rhamnosus; Lactobacillus rhamnosus GG SRA Links for BioProject

o f T (Select 475032) (36) SRA
Submission  Registration date: 25-Nowv-2017

Computational and Synthetic Biology Laboratory, Department
of Biotechnology, Korea University

How Lactobacillus plantarum
Shapes its Transcriptom BioProject

O W O

(Lactobacillus RMA-seq) AMD
bioproject_sraffilter] NO' BicProject

Relevance  Industrial

Project Data: See more...
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= RMA-seq analysis of Lactobaci x +

< C { & httpsy//www.ncbi.nlm.nih.gov/bioproject/419802

= NCBI Resources ¥ How To [¥)

Y. FEMISEASTULCGRIZELELT =,

* B O

Sign in to NCBI

BioProject BioProject v

Advanced Browse by Project attributes

Display Seftings: =

RNA-seq analysis of Lactobacillus at acidic stress  Accession: PRINA4195802

To understand ftranscriptional regulation of probiotic bacteria under acidic
condition, RNAseq analysis was carried out over different growth conditions

Cwerall design: Comparison of acidic (pH4) and neutral (pH7) conditions by
differentially expressed ganes

Accession  PRJNA419802; GEO: GSE107337
Data Type  Transcriptome or Gene expression
Scope Multiisolate

Organism Lactobacillus rhamnosus GG [Taxonomy |D: 568703]

Bacteria; Firmicutes; Bacilli; Lactobacillales; Lactobacillaceas;
Lactohacillus; Lactobacillus rhamnosus; Lactobacillus rhamnosus GG

Submission  Registration date: 25-Nowv-2017
Computational and Synthetic Biology Laboratory, Department
of Biotechnology, Korea University

Relevance  Industrial

Project Data:

Send to: -

See Genome
Information for
Lactobacillus
rhamnosus

NaviGATE ACROSS

74 additional
projects are related
by arganism.

ID: 419802 BioSample

Help
Related information =
Genome
GEQ DataSets
SRA
Taxonomy
Recent activity =

Tum Off Clear

RMA-seq analysis of
Lactobacillus at acidic s BioProject

SRA Links for BioProject
{Select 475032) (36) SRA

How Lactobacillus plantarum
Shapes its Transcriptom BioProject

O W O

(Lactobacillus RMA-seq) AMD
bioproject_sraffilter] NO' BicProject

See more...
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= RMA-seq analysis of Lactobaci x +

< C { & httpsy//www.ncbi.nlm.nih.gov/bioproject/419802

& NCBI Resources ¥ How To (¥

BioProject BioProject v

Advanced Browse by Project attributes

Display Seftings: =

Send to: -

RNA-seq analysis of Lactobacillus at acidic stress  Accession: PRINA419802  1D: 419502
To understand transcriptional regulation of probictic bacteria under acidic See Genome
condition, RNAseq analysis was carried out over different growth conditions Information for
Overall design: Comparison of acidic (pH4) and neutral (pH7) conditions by Lactobacillus
differentially expressed ganes rhamnosus
Accession  PRJNA419802; GEO: GSE107337
74 additional
Data Type  Transcriptome or Gene expression projects are related
by arganism.

Scope Multiisolate

Organism Lactobacillus rhamnosus GG [Taxonomy |D: 568703]

Bacteria; Firmicutes; Bacilli; Lactobacillales; Lactobacillaceas;
Lactohacillus; Lactobacillus rhamnosus; Lactobacillus rhamnosus GG

Submission  Registration date: 25-Nowv-2017
Computational and Synthetic Biology Laboratory, Department
of Biotechnology, Korea University

Relevance  Industrial

Project Data:

Related information '

BioSample
Genome

GEO DataSets
SRA

Taxonomy

Recent activity =
Turm Off Clear

RMA-seq analysis of

SRA Links for BioProject

How Lactobacillus plantarum

O W O

(Lactobacillus RMA-seq) AMD

bioproject_sraffilter] NO' BicProject

See more...

Lactobacillus at acidic s BioProject

(Select 475032) (36) SRA

Shapes its Transcriptom BioProject
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= RMA-seq analysis of Lactobaci x

< C { & httpsy//www.ncbi.nlm.nih.gov/bioproject/419802

Organism Lactobacillus rhamnosus GG [Taxonomy |D: 568703]

Bacteria; Firmicutes; Bacilli; Lactebacillales: Lactobacillaceas;
Lactobacillus; Lactobacillus rhamnosus; Lactobacillus rhamnosus GG

Submission  Registration date: 25-Nowv-2017

Computational and Synthetic Biology Laboratory, Department
of Biotechnology, Korea University

Relevance  Industrial

Project Data:

Resource Name

SEQUENGE DATA
SRA Experimants
OTHER DATASETS
BioSample
GEO DataSets

* GEO Data Details

Parameter

Data volume, Supplementary Mbytas
* SRA Data Details

Parameter

Data volume, Ghases
Data volume, Mbytes

Number
of Links
9
9
1
Value
1
Value
9
LR34

O @ p

= | X

* B O

RMA-seq analysis of -
Lactobacillus at acidic 5 BicProject

SRA Links for BioProject
{Select 475032) (36) SRA

How Lactobacillus plantarum
Shapes its Transcriptom BioProject

(Lactobacillus RNA-seq) AND
bioproject_sraffilter] NO BicProject

See more...

~
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& SRA Links for BioProject (Select - X = —Q’éﬂﬂ?%bfb\%)d)ff55&¥llﬂ"ﬁ’f‘%éo 357‘:\
@lllumina MiSegM WLV TWNAZ EEHh M5,

< C Or @ https://www.ncbi.nim.nih.gov/sra?linkname=nbioproject_sra_all&f
Resources (] How To ¥ Sign in to NCBI
SRA SRA al  search_
Advanced Help
Access Summary = 20 per page - Send to:=  Filters: Manage Filters
Public (9)
Source Send results to Blast Find related data —
RNA (8) Database: | Select v
Clear all Links from BioProject
Items: 9

Show additional filters "

GSM2864949: pH7_ CCG repd; Lactobacillus rhamnosus GG, RNA-Seq

F

Recent activity

1. 1 ILLUMINA (lllumina MiSeq) run: 8456 623 spots, 425M bases, 267 .3Mb downloads Tum OFf  Clear
Accession: SRX34224 Q, SRA Links for BioProject
{Selact 419802) (%) SRA

GSM2864948: pHT7_CCG rep2; Lactobacillus rhamnosus GG, RMA-Seq
2. 1T ILLUMINA (lumina MiSeq) run: 2.6M spots, 1.3G bases, 810.6Mb downloads
Accession: SRX3422368

BioSample for BioProject
{Select 419802) (3)  BioSamole

RMA-seq analysis of
Lactobacillus at acidic s BioProject

GSM2864947: pHT _CCG repl; Lactobacillus rhamnosus GG; RMNA-Seq
3. 1T ILLUMINA (lumina MiSeq) run: 3.1M spots, 1.6G bases, 957.5Mb downloads
Accession: SRX3422367

SRA Links for BioProject
(Select 475032) (36) SRA

W o @ p

How Lactobacillus plantarum
Shapes its Transcriptorm BioProject

GSIM2864946: pH4 _24h rep3d; Lactobacillus rhamnosus GG, RNA-Seq
4. 1 ILLUMIMA (Numina MiSedq) rum: 1.8M spots, 901.5M bases, 564Mb downloads

Accession: SRX3422366 See more.
https:/fwww.nebinlm.nih.gov/portal/utils/pageresclverfogifrecordid=5c53dad839a66e5fTaefdeb3 -
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GSM2864949: pH7_CCG rep3; Lactobacillus rhamnosus GG; RNA-Seq Tb\éo @Egpl‘ix H/Z%#F'Cﬂ hﬁ;@fﬁ&\ @

T ILLURMINA (MNumina MiSeq) run: 846 623 spots, 425M bases, 267 .3Mb downloads

Accession: SRX 3422369 24hﬁ5@‘fﬁ 0) ?—QEH&'T% L/-C L \é : &75‘\*) 75\ é

GSM2864948: pHT _CCG rep2; Lactobacillus rhamnosus GG, RNA-Seq

2. 1 ILLUMINA (lNumina MiSeq) run: 2.6M spots, 1.3G bases, 810.6Mb downloads -
Accession: SRX3422368
GSM2864947: pHT_CCG repl; Lactobacillus rhamnosus GG, RMA-Seq

3. 1 ILLUMIMA (lllumina MiSeq) run: 3.1M spots, 1.6G bases, 957.5Mb downloads
Accession: SRX3422367 -

GSM2864946° pH4_24h rep3; Lactobacillus rhamnosus GG, RNA-Seq |
4. 1 ILLUMIMA (Hlumina MiSeq) run: 1.8M spets, 901.5M bases, 564Mb downloads
Accession: SRX3422366

5. 1 ILLUMIMA (llumina MiSeq) run: 3.9M spots, 1.9G bases, 1.2Gb downloads -
Accession: SRX 3422365

GSM2864944° pH4_24h repl; Lactobacillus rhamnosus GG, RMA-Seq
6. 1 ILLUMIMA (lllumina MiSeq) run: 1.4M spots, 590.4M bases, 428.8Mb downloads
Accession: SRX3422364 ~

GSM2864943: pH4_1h rep3; Lactobacillus rhamnosus GG; RNA-Seq D
7. 1 ILLUMIMA (lllumina MiSeq) run: 1.8M spots, 383.8M bases, 562.8Mb downloads
Accession: SRX3422363

GSM2864942° pH4 1h rep2; Lactobacillus rhamnosus GG; RNA-Seq
8. 1 ILLUMINA (lllumina MiSeq) run: 1.5M spots, 738.2M bases, 467.2Mb downloads -
Accession: SRX3422352

GSM2864941: pH4_1h repl; Lactobacillus rhamnosus GG; RNA-Seq
S 1 ILLUMINA (lumina MiSeq) run: 301,126 spots, 151.2M hases, 94.2Mb downloads
Accession: SRX3422361 >
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Overall design: Comparison of acidic (pH4) and neutral (pHT) cond Article types Format: Summary » Sort by: Most Recent = Send to~  Filters: Manage Filters
) . an: P P P Clinical Trial
differentially expressed ganes Review Sort by:
Customizs .. Search re
Best match
Text Items: 2
Accession  PRINA419802; GEO: GSE107337 availability
Abstract
Data Tvpe Transcrivtome or Gene expression Free full text Global Trahscriptomic Analysis and Function Identification of Malolactic
Yp P P Full text 1. Enzyme Pathway of Lactobaeillus paracasei L9 in Response to Bile
< Multisol Stress Find related data =
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J Microbiol Biotechnol. 2018 Cct 28,28(10):1604-1613. dei: 10.4014jmb.1807_.07033.

Transcriptional Response and Enhanced Intestinal Adhesion Ability of
Lactobacillus rhamnosus GG after Acid Stress.

#) Author information

Abstract

Lactobacillus rhamnosus GG (LGGE) is a probiotic commonly used in fermented dairy products. In this
study, RNA-sequencing was performed to unravel the effects of acid stress on LGG. The transcriptomic
data revealed that the exposure of LGG to acid at pH 4.5 (resembling the final pH of fermented dairy
products) for 1 hor 24 h provoked a stringent-type transcriptomic response wherein stress response-
and glycolysis-related genes were upregulated, whereas genes involved in gluconeogenesis, amino acid
metabolism, and nucleotide metabolism were suppressed. Notably, the pilus-specific adhesion genes,
spalC, and spafF were significantly upregulated upon exposure fo acid-stress. The transcriptomic resulis
were further confirmead via quantitative polymerase chain reaction analysis. Moreover, acid-stressed
LGG demonstrated an enhanced mucin-binding ability in vitro, with 1 log more LGG cells (p < 0.05)
bound to a mucin layer in a 95-well culture plate as compared to the control. The enhanced intestinal
binding ability of acid-stressed LGG was confirmed in an animal study, wherein significantly more viable
LGG cells (= 2 log CFU/g) were observed in the ileumn, caecum, and colon of acid-stressed LGG-treated
mice as compared with a non-acid-stressed LGG-treated control group. To our knowledge, this is the
first report showing that acid stress enhanced the intestine-binding ability of LGG through the induction
of pili-related genes.
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Lactobacillus rhamnosus GG SpaC
pilin subunit binds [Anim Sci J. 2016]
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Transcriptional Response and Enhanced Intestinal Adhesion Ability of
Lactobacillus rhamnosus GG after Acid Stress.

#) Author information

Abstract

Lactobacillus rhamnosus GG (LGGE) is a probiotic commonly used in fermented dairy products. In this
study, RNA-sequencing was performed to unravel the effects of acid stress on LGG. The transcriptomic
data revealed that the exposure of LGG to acid at pH 4.5 (resembling the final pH of fermented dairy
products) for 1 h or 24 h provoked a stringent-type transcriptomic response wherein stress response-
and glycolysis-related genes were upregulated, whereas genes involved in gluconeogenesis, amino acid
metabolism, and nucleotide metabolism were suppressed. Notably, the pilus-specific adhesion genes,
spalC, and spafF were significantly upregulated upon exposure fo acid-stress. The transcriptomic resulis
were further confirmead via quantitative polymerase chain reaction analysis. Moreover, acid-stressed
LGG demonstrated an enhanced mucin-binding ability in vitro, with 1 log more LGG cells (p < 0.05)
bound to a mucin layer in a 95-well culture plate as compared to the control. The enhanced intestinal
binding ability of acid-stressed LGG was confirmed in an animal study, wherein significantly more viable
LGG cells (= 2 log CFU/g) were observed in the ileumn, caecum, and colon of acid-stressed LGG-treated
mice as compared with a non-acid-stressed LGG-treated control group. To our knowledge, this is the
first report showing that acid stress enhanced the intestine-binding ability of LGG through the induction
of pili-related genes.
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RMA-seq analysis of Lactobacillus at acitNc stress

View: Project XML Study XML

Download: Project XML Study XML

Name Submitting Centre Organism

RMA-seq analysis of Lactobacillus at acidicComputational and Synthetic Biology Lactobacillus rhamnosus GG

stress Laboratory, Department of Biotechnology,
Korea University

Secondary a sion(s)

SRP125628

Description

To understand transcriptional regulation of probiotic bacteria under acidic condition, RMAseq analysis was carried out over

different growth conditions Overall design: Comparison of acidic {pH4) and neutral (pH7]} conditions by differentially
expressed genes
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| O Bulk Download Files | A (If the downloader app doesn't open, please try using Firefox to launch it.)
Download: |1 - |8 of 9 results in  TEXT
Select columns
Showing results 1 - 9 of 9 results '
Study Sample Secondary Experiment Run Tax ID Scientific Instrument Library FASTQ FASTQ
accession accession sample accession accession name model layout files files
accession (FTP) (Galaxy)
PRIMA419802 SAMMOB0S98216 SRS52714081 SRX¥3422361 SRR6322562 568703 Lactobacillus Illumina PAIRED File 1 file 1
rhamnosus  MiSeq
GG
PRIMNA419802 SAMMOB098215 SRS52714083 SRX3422362 SRR6322563 568703 Lactobacillus  Illumina FAIRED
rhamnosus  MiSeq
GG
PRIMA419802 SAMMOBOSB214 SRS52714082 SRx3422363 SRR6322564 568703 Lactobacillus Illumina PAIRED
rhamnosus  MiSeq
GG
PRINA410802 SAMNOS0OB213 SRS2714084 SRX3422364 SRR6322565 568703 Lactobacillus Illumina PAIRED File1  File 1
rhamnosus  MiSeq File2  File2
GG
-

HAZBEFREDESHE13(E 86



W19: 4 H>oa—K

https:/fwww.ebi.ac.uk/ena/dats

< cC O &

Mavigation

Read

| () Bulk Download Files

x  +

Files

European Bioinformatics Institute [GB]

Portal

o L.

TlIx@%0Jv,

DOFBADY 2 IENSEFASTQI7AILES DO
—KTZ5h . @Bulk Download FilesZF|FHT A&
T—{EYH0—FLTED

https://www.ebi.ac.uk/ena/data/view/PRINAA 19802

Attributes

Parent Projects

f the downloader app doesn't open, please try using Firefox to launch it.)

Download: |1 - |8 of 9 results in  TEXT

Select columns

Showing results 1 - 9 of 9 results

Study Sample Secondary Experiment Run Tax ID Scientific

accession accession sample accession accession name

accession

PRINA419802 SAMMOB098216 SRS52714081 SRX3422361 SRR6322562 568703 Lactobacillus
rhamnosus
GG

PRINA419802 SAMNOB098215 SR52714083 SRX¥3422362 SRR6322563 568703 Lactobacillus
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GG
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L=
PRINA410802 SAMNOB028216 SRS2714081 SRX3422361 SRR6322562 5 WP https:/ S ebiac ik
PN =g AT, Ty - LTHELA B fE PR - S ST el RE A R FR O P OZ A TR
fTENT T, SRR TE R SHRIEIRESZMH. COFIr =BT TLTUEE,
PRIMA419802 SAMNOB0OS98215 SR52714083 SRX3422362 SRR6322563 5 - G . B i . . —
1 [ EER OB TE LIRS ORI =23 DT SREe T LG D)
PRINA410802 SAMMNOBS0G8214 SRS52714082 SRX3422363 SRR6322564 5 6 F A ) m ALH
e A
GG
PRINA410802 SAMNOB008213 SRS2714084 SRX3422364 SRR6322565 568703 Lactobacillus Illumina PAIRED File1 Filel
rhamnosus  MiSeq Filez File2
GG

HAZBEFREDESHE13(E
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EEAHA—KL=LVD T, DSelect All

-+ Eps: /AW 5§ ENA FTP Downloader X
<« C
Mavigation Local Download Folder: Browse
Create Subfolder for each accession:
(D Bulk Do
Remote Files
Download:
FASTQ X || Submitted || SRA
Select colum pownload Accession MName Size Progress MD5 QK
2 2 2 2 -
Showing re SRRG322562 SRR6322562_1.fastg.gz 51.34 MBE
SRRG322562 SRR6322562_2.fastg.gz 56.90 MB
Study . SRRG6322563 SRR6322563_1.fastg.gz 253.52 MB
accession
SRRG6322563 SRR6322563_2.fastg.gz 283.153 MB
SRRG3225604 SRR6322564_1.fastg.gz 304,99 MB
PRINA41980] SRR6322564 SRR6322564 2. fastq.gz 338.13 MB
SRRG322565 SRR6322565_1.fastg.gz 230.36 MB
SRRG6322565 SRR6322565_2.fastg.gz 255.91 MB
PRINA41980)
SRRG3225656 SRR6322566_1.fastg.gz 050.83 MB
SRRG3225656 SRR6322566_2.fastg.gz 724.50 MB
PRINA41980| SRRG322567 SRR6322567_1.fastg.gz 300,99 MB
RRG322567 SRR6322567_2.fastg.gz 336,74 MB
PRINA41980| | Select All
Back Start Download
BAEBEFRHEDESFE13E
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Back

Start Download

R d > N N =
" D24 A—FLTHRI6GBTT .
> S s A RN I =k =)
N o
= . N RlE, @QFHO—KT BG5MEIERE
I
= /
- o x|
TS g | ENA FTP Downloader — X
< &
Mavigation Local Download Folder: Browse
Create Subfolder for each accession:
(D Bulk Do
Remote Files
Download:
FASTQ X SRA
Select columl pownload Accession MName Size Progress MD5 OK
22562 22562 7 P
Showing re v SRR5322562 SRR6322562_1.fastg.gz 51.34 MB
v SRR5322562 SRR6322562_2.fastg.gz 56.90 MB
Study . v SRR56322563 SRR6322563_1.fastg.gz 253.52 MB
accession
v SRR6322563 SRR6322563_2.fastg.gz 283.15 MB
v SRR5322564 SRR6322564_1.fastg.gz 304.99 MB
PRINA41980) v SRR6322564 SRR6322564 2. fastq.gz 338.13 MB
v SRRG6322565 SRR6322565_1.fastg.gz 230.36 MB
v SRR6322565 SRR6322565_2.fastg.gz 255.91 MB
PRINA41980]
v SRR5322566 SRR6322566_1.fastg.gz 650.68 MB
v SRR5322566 SRR6322566_2.fastg.gz 724.50 MB
PRINA41980| v SRR6322567 SRR6322567_1.fastg.gz 300.99 MB
v SRR6322567 SRR6322567_2.fastg.gz 336.74 MB
PRIMNA41980 Deselect All 18 FASTQ files selected. Total size: 598 GB
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19:4H>Aa—k

- PHPS//UY g i ENA FTP Downloader . »
< Cc
Mavigation Local Download Folder: Browse
Create Subfolder for each accession:
O Bulk Do
Remote Files Select download location e
Download: FASTO X | Submitted | SRA <« v « TATRT » GSE107337 v GSE107337MHEE 2
Select columl pownload Accession EE - =L TANA - 1-= o 5 Ok
. SRRG6322562 ~ &
Showing re v B pc ~ E2 Tl EFDE Es
v SRRG6322562 =
~ceession v SRR6322563 B 3D7TITTH RS T SEE FBYEtA.
v SRR6322563 ¥ Fovo-F
v SRR6322564 B FA7byT
PRINA41980| [/ SRR6322564 = MAVE
= E9Fy
v SRR6322565 _ = s
v SRR6322565
PRINA41980 74N | GSE107337
v SRRG6322566
v SRR6322566 JAIA-0ER ool
PRINA41980] v SRR6322567 SRR6322567_1.fastq.qz 300.99 MB
v SRRG6322567 SRR6322567_2fastg.gz 336.74 MB
PRINA41980| Deselect All 18 FASTO files selected. Total size: 5.98 GB
Back Start Download
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(1Start Download

i https:/fwenn

< &

Mavigation

(D Bulk Do

Download:

Select colum

Showing re

Study
accession

PRIMNA41980

B ' EMA FTP Downloader

Local Download Folder:

Create Subfolder for each accession:

Remote Files

FASTO X
Download
v

a AN AN AN AN AN AN AN AN AN LS

Deselect All

Back

submitted || SRA

Accession
SRRE322562
SRRE6322562
SRRE6322563
SRR6322563
SRRE6322564
SRR6322564
SRRE6322565
SRR6322565
SRRE6322566
SRR6322566
SRRE322567
SRR6322567

Ci¥lsers¥kadota¥Desktop¥GSE107337

MName
SRR6322562_1fastg.gz
SRR6322562_2fastg.gz
SRR6322563_1fastg.gz
SRR6322563_2 fastg.gz
SRR6322564 _1fastg.gz
SRR6322564 2 fastg.gz
SRR6322565_1fastg.gz
SRR6322565_2 fastg.gz
SRR6322566_1fastg.gz
SRR6322566_2 fastg.gz
SRR6322567_1fastg.gz
SRR6322567_2fastg.gz

18 FASTQ files selected. Total size: 598 GB

Size
51.34 MB
56.90 MB
253.52 MB
283.15 MB
304,99 ME
33813 MB
230.36 MB
25591 MB
650.58 MEB
T24.50 MB
200.99 MEB
336.74 MB

~0-

Start Download

Browse

Progress

MD5 OK
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19:4H>Aa—k

gy a—R-

i | - = O >
- PS5 ENA FTP Downloader _ X
<« C
Mavigation Local Download Folder: CH¥Users¥kadota¥Desktop¥G5E107337 Browse
Create Subfolder for each accession:
(D Bulk Do
Remote Files
Download:
FASTQ X || Submitted || SRA
Select colum pownload Accession MName Size Progress MD5 QK
22562 22562 v
Showing re v SRRG6322562 SRR6322562_1.fastg.gz 51.34 MBE 1
v SRRG6322562 SRR6322562_2.fastg.gz 56.90 MB B
Study . v SRRE6322563 SRR6322563_1.fastg.gz 253.52 MB B
accession
v SRRE6322563 SRR6322563_2.fastg.gz 283.153 MB i
v SRRG6322564 SRR6322564_1.fastg.gz 304,99 MB i
PRINA41980) v SRR6322564 SRR6322564 2. fastq.gz 338.13 MB p |
v SRRE6322565 SRR6322565_1.fastg.gz 230.36 MB R
v SRRE6322565 SRR6322565_2.fastg.gz 255.91 MB B
PRINA41980)
v SRRG6322566 SRR6322566_1.fastg.gz 050.83 MB B
v SRR6322566 SRR6322566_2.fastg.gz 724.50 MB B
PRINA41980| v SRRG6322567 SRR6322567_1.fastg.gz 300,99 MB B
v SRR6322567 SRR6322567_2.fastg.gz 336,74 MB B
PRINA41980| Deselect All 18 FASTQ files selected. Total size: 5.98 GB
Back t Downloac Stop Download
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20: Rl In451

R ZN 15 0D 3& H #258 T

.a—

B | ENA FTP Downloader — ped
Local Download Folder: C¥Users¥kadota¥Desktop¥GSE107337 Browse
Create Subfolder for each a...
Remote Files
FASTQ x | Submitted | SRA
Downlo...  Accession Name Size Progress MD5 ...
v SRR6322562 SRR6322562_1.fastq.gz s1i34ve N ©
v SRR6322562 SRR6322562_2 fastq.gz 5600 vE R
v SRR6322563 SRR6322563_1.fastq.gz 253.52 MB
v SRR6322563 SRR6322563_2 fastq.gz 283.15 MB
v SRR6322564 SRR6322564_1fastq.gz 304.99 MB
v SRR6322564 SRR6322564_2fastq.gz 338.13 MB
v SRR6322565 SRR6322565_1.fastq.gz 230.36 MB
v SRR6322565 SRR6322565_2 fastq.gz 255.91 MB
v CRPRAIDICAA CRRAIIICAEA 1 factm mr AL 20 RAR ol
£ »
Deselect All SRR6322562_1.fastq.gz downloaded.
Back Stop Download
BARIBEFREOESE13ME
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20: Rl In451

|EADUO—RNTETTH5E ODEBELI-FHILEA

(2. gzip EHEBFASTQ I 7 A ILEENEH 18D TEET,

B | ENA FTP Downloader

Local Download Folder:

C¥Users¥kadota¥Desktop¥GSE107337

Create Subfolder for each a...

Remote Files

MName
Jnnu::r:/__}uu_.:.la:-lq.gz

SRR6322567_1.fastq.oz
SRRE6322567_2.fastq.gz
SRRE6322568_1.fastg.gz
SRRE6322568_2.fastg.gz
SRR6322569_1.fastg.gz
SRRE6322569_2 fastg.gz
SRRE6322570_1.fastg.gz
SRR6322570_2 fastq.gz

Size
e, U IVID

300.99 MB
336.74 MB
525.84 MB
587.34 MB
430.22 MB
486.67 MB
141.62 MB
159.59 MB

18 files have been successfully downloaded.

FASTQ *% | Submitted | SRA

Downlo...  Accession
v SRRUIEEI0U
v SRR6322567
v SRR6322567
v SRR6322568
v SRR6322568
v SRR6322569
v SRR6322569
v SRR6322570
v SRR6322570

£
Deselect All
Back

Browse

Progress

Start Download Stop Downloac

X

=
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20 : R TI4A

CAERRLTT , BEDNLERLANIRIET
AR MO TSI EMNTHMYFET,

B | ENA FTP Downloader

Local Download Folder:

Create Subfolder for each a...

Remote Files

FASTQ % | Submitted

Downlo...  Accession
v SRRUIEEI0U
v SRR6322567
v SRR6322567
v SRR6322568
v SRR6322568
v SRR6322569
v SRR6322569
v SRR6322570
v SRR6322570

£
Deselect All
Back

SRA

18 files have been successfully dq

C:¥Users¥kadota¥Deskto

MName
.::r\r\u::.cr_..:ruu_.:.la:-tq.gz

SRR6322567_1.fastq.oz
SRRE6322567_2.fastq.gz
SRRE6322568_1.fastg.gz
SRRE6322568_2.fastg.gz
SRR6322569_1.fastg.gz
SRRE6322569_2 fastg.gz
SRRE6322570_1.fastg.gz
SRR6322570_2 fastq.gz

HAZBEFREDESHE13(E

— X
| M s | GSE107337 — O X
771) [N SN @
A > GSE107337 v O  GSE10733.. P
£ ) =302 H4X @
* -
BB SRR6322562_1.fastq.gz  2019/02/02 9:51 52,570KB  WInRAR =&
@0 = SRR6322562_2.fastq.gz 2019/02/02 9:59 58,262 KB WInRAR ==
wmpc 3B SRR6322563 1fastqgz 2019/02/02 10:03 259,607 KB WinRAR £E
 : BB SRR6322563 2.fastq.gz  2019/02/02 10:51 289,949KB WinRAR EE
b BB SRR6322564 _1fastq.gz 2019/02/02 10:55 312,309KB  WIinRAR EE
" Sl SRR6322564 2fastq.gz 2019/02/02 11:36 346,247 KB WIinRAR EE
= @B SRR6322565 1fastq.gz 2019/02/02 11:39 235891 KB WinRAR =&
B! @B SRR6322565 2fastqgz  2019/02/02 12:09 262,052 KB WinRAR &
=t @B SRR6322566_1fastqgz 2019/02/02 12:30 666,507 KB WiInRAR =&
Bt 3B SRR6322566_2fastqgz 2019/02/02 12:43 741,892 KB WInRAR &
)3 BB SRR6322567_1fastq.gz 2019/02/02 12:50 308215KB  WIinRAR =&
©.\ 3B SRR6322567_2fastq.gz 2019/02/02 12:54 344,822 KB WInRAR EE
B BB SRR6322568_1.fastq.gz  2019/02/02 13:09 538457 KB WIinRAR EE
B SRR6322568 _2fastq.gz  2019/02/02 13:16 601436 KB WinRAR =&
B SC @ sRR6322569 1astqgz  2019/02/02 13:23 440541 KB WInRAR S&
Wb x 3B SRR6322569 2fastqgz 2019/02/02 13:38 498347 KB WInRAR EE
3B SRR6322570_1.fastq.gz  2019/02/02 13:40 145018 KB WinRAR =&
BB SRR6322570_2fastq.gz  2019/02/02 13:41 163425 KB WInRAR =&
18 BOEE == | g7




- DALBELT. QKRBT BELBYET A, O

2 1 : 9& E& Wu FTIZRQEHELTINSA, CORIFXMEFSALTHE

CRBMNBYIRSNEL =, HFEYERBMLZFELDHEDE

EREDTERMIZH 20— FTHEWERNET,

MPSI | ENA FTP Downloader
< &
Mavigation Local Download Folder: C¥Users¥kadota¥Desktop¥GSE10733 ] Browse
Create Subfolder for each accession:
(D Bulk Do
Remote Files
Download:
FASTQ X nitted | SRA
Select columl pownload Accession MName Size Progress MD5 OK
Showing re v SRRE322562 SRRE322562_1fastgqgz 51.34 MB 4
v SRR6322562 SRR6322562_2fastq.gz 56.90 MEB 4
Study
T v SRRE322563 SRRE6322563_1fastq.gz 253.52 MB
v SRRE6322563 SRR6322563_2fastq.gz 283.15 MB
v SRRE322564 SRRE6322564 1fastqgz 304.99 MB
PRINA41980j v SRR6322564 SRR6322564_2 fastq.gz 338.13 MB
v SRRE322565 SRRE6322565_1fastq.gz 230.36 MB
v SRRE6322565 SRR6322565_2fastq.gz 25591 MB
PRINA1580
v SRRE322566 SRR6322566_1fastq.gz 650.28 MB
v SRR6322566 SRR6322566_2.fastq.gz 724,50 MB
v SRRE322567 SRRE322567_1fastq.gz 300.99 MB
v SRR6322567 SRR6322567_2fastq.gz 336.74 MB
PRINA41980( | Deselect All Downloading stopped due to an error. '
Back Start Download
AAH RS2 EOERELSE 98
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W22 BR L= DX IR 1

https:/fwww.ebi.ac.uk/ena/dats

< c 0

Mavigation

8@ European Bioinformatics Institute [GB]

x

+

Read Files

Portal

https://www.ebi.ac.uk/ena/data/view/PRINA419802

Attributes

Parent Projects

| O Bulk Download Files | A (If the downloader app doesn't open, please try using Firefox to launch it.)

Download: |1 - |8 of 9 results in  TEXT

Select columns

Showing results 1 - 9 of 9 results

Study Sample Secondary Experiment Run Tax ID Scientific

accession accession sample accession accession name

accession

PRINA419802 SAMMOB098216 SRS52714081 SRX3422361 SRR6322562 568703 Lactobacillus
rhamnosus
GG

PRINA419802 SAMNOB098215 SR52714083 SRX¥3422362 SRR6322563 568703 Lactobacillus
rhamnosus
GG

PRIMA419802 SAMMOBOSB214 SRS52714082 SR¥3422353 SRRG6322584 568703 Lactobacillus
rhamnosus
GG

PRINA419802 SAMNO8S8098213 SRS52714084 SRX3422364 SRR6322565 568703 Lactobacillus
rhamnosus
GG

Instrument
model

Iurmina
MiSeq

Iumina
MiSeq

Iumina
MiSeq

urmina
MiSeq

~0~

Library
layout

PAIRED

PAIRED

PAIRED

PAIRED

FASTQ
files

(Galaxy)
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— SRAdb/ S —SEFIALT
W22: KB LT 18 B D3 2 e e

» W22 : SRAdD : Zhu et al., BMC Bioinformatics, 2013 VA—KTACENTEET
[REw>(Bang et al., ] Mmrobml Biotechnol., 2018)MEEM/MSGSE107337= N (C. SRPIZsozsoro
EDENCVET, LIED->C. CCCTEET BDESRP125628"ERNET, [(RT)IEEELHIEEMT] D
[-> O | NGS | E2HIEE | FASTQ or SRA | SRAdb(Zhu_2013)] @ BIFE3UE EEFNICRAILTT.
param <- "SRP125628" #E0 {8 7= L'SRA IDZIEE
#W B Ny T —DE0O—F
library(SRAdb) #/ % v T — DD AAH
#RI T
#sqlfile <- "SRAmetadb.sqlite" #EEIT CA<TEH L4, FRIZFHLADO-—FLTHS "SR
sqlfile <- getSRAdbFile() #EATCDSRAmetadb sQLiteT7 7L & H D O— KL TEH

sra_con <- dbConnect(sQLite(), sqlfile)s#FHF L7dlL»

#AIE (EE T 1 O EEHRT)
hoge <- sraConvert(param, sra_con=sra_con)#param T$5E L.7-SRA IDIZ{FEET & study (SRP...), S
hoge #thoge M & & Fim
#hoge{TH|DF|Z &C A — SN FH|EFTREIE TS,
#hoge$runTIEE L 72SRRY S8 F ZIDMIFASTQ T 7

HASZE(FASTQ D 7-T)L(MEF D O0— F)
getFASTQfile(hoge$run, sra con=sra_con, srcType='ftp')#hoge$runTIEE L /-SRRO = 0EFE 2 IDDA

AAsEEesxnensism  ORAdb:Zhu et al, BMC Bioinformatics, 14: 19, 2013 100



15 5 DX I 2

DD ER TSRAmetadb.sqlite &

L\ST7/ILERHO0—KT 3

FRICHEEBREADMINYET,

W22 LBRLT=

* W22 : SRAdb : Zhu et al.,

BMC Bioinformatics, 2013

[RE#&(Bang. et al., ] Mmrobml Biotechna =1 = 2 A= CRDAAEennl=T=
EDEBENWTWEY, ULEMAST. T TIEE| ‘R RGui (64-bit) - b X
(12 0O | NGS | EcPIEE | FASTQ or SR 77¢), @2 mE  zofe  /fvr-3  94uFy  ALT
param <- "SRP125628" G EEE EIEIE
B e r— O — K ‘R R Console = ol <™
library(SRAdb) | A
anyDuplicated, append, as.data.frame, basename, cbhind, colMeans,
#ﬁﬁﬁﬂﬂi colnames, colSums, dirname, do.call, duplicated, eval, ewvaldg,
#cglfile <- "SRAmetadb.saglite" Filter, Find, get, grep, grepl, intersect, is.unsorted, lapply,
?F.l + db .l' q lengths, Map, mapply, match, mget, order, paste, pmax, pmax.int,
5q 1le <- g¢ SRAdQDF1 E(} . poin, pmin.int, Position, rank, rbind, Reduce, rowMeans,
sra_con <-:jbC0nnect(SQL1te(), 1fi] rownames, rowSums, s=sapply, setdiff, =sort, table, tapply, union,
. L o o unigque, unsplit, which, which.max, which.min
AR (EBTH 1 O EEHzT)
hoge <- sraConvert(param, sra_con=srq =NRSNC/f0T -3 RCurl ZO-FPTT
hoge ERENT T =3 bitops FO-PMPTT
Setting options('download.file.method.GEOquery'="auto')
Setting options ('GECQuery. inmemcory.gpl '=FALSE)
| R . > $ETIE
#78 (FASTQY 7 1L DS VO — F) > #sqlfile <- "SRAmetadb.sqlite" $BRITTACTEL FIEFsss
getFASTQf1ile(hoge$run, sra con=sra c . sglfile < c.;_t::_:dhf__.;_.] :R M sRAmetadh SQLite P LA s
URL 'https://=23.amazonaws.com/starbuckl/sradb/SEimetadk. sgqlite.gz' ®FELTS
Content type 'binary/octet-stream' length 2660684574 bytes (2537.4 MB)
downloaded 2537.4 MB
Unzipping. ..
W
£
AARIBEEFEEOESHFEL3E 101




L] (IDDRASearchiE E £ T. @Accession
E = N S
23 _ D RA DIZFTTGSE107337 T, @)Search

[ DRA Search x + - = X
< C 0 B <1, TLVELSE(S | ddbj.nig.acjp/DRASearch/ 2% ¢ ()

2 DRASearch P Search Home © DRA Home
Accession : |GSE107337
Organism : | StudyType : v
CenterName : | Platform : v
Keyword : |

Show |20 v records Sort by | Study v | Search || Clear |

Data Last Update 2019-02-01
Statistics
Released Entries
Type Count

Submission 1112526

Study 178800

Experiment 5504151

Sample 4947100

Run 6227253

Organism Study Type Center Name

# Organism Name Study # Study Type Study # Center Name Study

1 Homo sapiens 16356 1 Other 69729 1 BioProject 108088

2 Mus musculus 13445 2 Whole Genome Sequencing 56641 2 GEO 29441

3 soil metagenome 5530 3 Metagenomics 26156 3 DOE - JOINT GENOME INSTITUTE 2590

4 Zea mays 3281 4 Transcriptome Analysis 24085 4 UMIGS 2557

5 Ponulus trichocarna 3064 5 Ponulation Genomics 802 5 1GI 2365 hd
AARIBEEFEEOESHFEL3E
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DEItevkLEE As

N
[ Result List - DRA Search x + - = X
< C 00 O FESNTWEWNEE | ddbj.nig.acjp/DRASearch/query?acc=GSE1073378&show=20&sort=Study % a8
2 DRASearch P Search Home © DRA Home
Accession : (GSE107337 |
Organism : | StudyType : | v
CenterName : | Platform :
Keyword : |
v | Search || Clear

Sort by | Study

Show records

Search Results ( 0 studies )

Website policy | © DNA Data Bank of Japan
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H 5 5 >
L] DKeywordDIZFF TGSE107337 T, @Searchd”
24 . DRA L. B3DEYRLET , DSRP125628% ") v
[ Result List - DRA Search x + - = X
< C 0 O FESNTWEWES | ddbjnig.acjp/DRASearch/query?keyword=GSE107337&show=20 W e :
2 DRASearch P Search Home © DRA Home
Accession : |
Organism : | StudyType : v
CenterName : | Platform : v
Keyword : GSE107337
Show |20 v |records Sort byYStudy v| | Search || Clear |
Search Results ( 3 records ) << < |1 / 1|Page|| > || >> |

document type:experiment(1) study(l) submission(1)
organism:Lactobacillus rhamnosus GG(3)

# META_FILE
SRA633931.submission.xml

ACCESSION STUDY

<?xml version="1.0" encoding="UTF- .
1 e = o SRA633931 SRP125628 oi Laf:;pbatmllus Analysis (rEhSmnosus 0 GEO
GSE107337" broker . at acidic stress =e
SRA633931.study.xml
-0rg/2001/XMLSchema-instance”> RNA-seq analysis .. Lactobacillus
2 <STUDY center_name="GEO SRP125628  SRP125628 of Lactobacillus Hp rhamnosus 0 GEO
alias="GSE107337' t acidic st Analysis GG
accession="SRP125628"> at acidic stress b
<IDENTIFIERS> <PRIMARY
SRX3422361
SRX3422362
SRAB33931.experiment.xml SRX3422363
; Lactobacillus rhamnosus GG; RNA- SRX3422364 RNA-seq analysis Transcriptome Lactobacillus
Seq</TITLE> <STUDY_REF SRX3422365 SRP125628 of Lactobacillus Analvsis rhamnosus 0 GEO
accession="SRP125628" SRX3422366 at acidic stresg ~ —SNAYsIS GG
refname="GSE107337 SRX3422367
SRX3422368 h

RNA-seq analysis

STUDY_TITLE STUDY_TYPE ORGANISM BASES SUBMITTED CENTER_NAME

Transcriptome

Lactobacillus

HAZBEFREDESHE13(E
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DAL TSRP125628MDR—IJIZRUET,

24 :DRA

[ Result List - DRA Search X

[ SRP125628 - DRA Search X +

C 00 @ FESNTWWEWES | ddbjnig.acjp/DRASearch/study?acc=SRP125628

2DRASearch

Study Detail

Title

Study Type

Abstract

Description

Center Name

RNA-seq analysis of Lactobacillus at acidic stress
Transcriptome Analysis

To understand transcriptional regulation of probiotic bacteria under acidic
condition, RNAseq analysis was carried out over different growth conditions
Overall design: Comparison of acidic (pH4) and neutral (pH7) conditions by
differentially expressed genes

GEO

Website policy | ©@ DNA Data Bank of Japan

W

I Search Home

Navigation

) Submission
. Experiment

. Sample

SRA635931

SRX3422361
SRX3422362
SRX3422363
SRX3422364
SRX3422365
SRX3422366
SRX3422367
SRX3422368
SRX3422369
SRS52714081
SR52714082
SR52714083
SRS52714084
SRS2714085
SR52714086
SR52714087
SRS2714088
SRS52714089

= O X
e :
" DRA Home

ETP

HAZBEFRE

DEH 5 13[E
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L] (DAccessionDIZ T TSRP125628T. (@Search,

25:DRA

[ Result List - DRA Search X [ DRASearch X + B = X
€ > C 0 © RESNTWEVESE | ddbj.nigacjp/DRASearch/ ¥ ()
2 DRASearch b Search Home © DRA Home
Accession : SRP125628
Organism : | StudyType : v
CenterName : | Platform : v
Keyword : |
Show |20 v |records Sort by Study v| | Search || Clear |
Data Last Update 2019-02-01
Statistics

Released Entries
Type Count

Submission 1112526
Study 178800

Experiment 5504151
Sample 4947100

Run 6227253
Organism Study Type Center Name
# Organism Name Study # Study Type Study # Center Name Study
1 Homo sapiens 16356 1 Other 69729 1 BioProject 108088
2 Mus musculus 13445 2 Whole Genome Sequencing 56641 2 GEO 29441
3 soil metagenome 5530 3 Metagenomics 26156 3 DOE - JOINT GENOME INSTITUTE 2590
4 Zea mays 3281 4 Transcriptome Analysis 24085 4 UMIGS 2557
5 Ponulus trichocarna 3064 5 Population Genomics 802 5 JGI 2365 hd
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" A D ALREL TSRP125628 D R—UIZRUET,
W25:DRA @FASTQHE LUSRAT7 A JLEBICE IR itEH
: TWENZERDHUET,

O X
[ Result List - DRA Search X [ SRP125628 - DRA Search X +
< C 00 @ REESNTWVEWERS | ddbj.nig.acjp/DRASearch/study?acc=SRP125628 Yr e :
. DRASearch b Search Home " DRA Home
Study Detail Navigation
Title RNA-seq analysis of Lactobacillus at acidic stress Submission SRA633931 FTP
Study Type Transcriptome Analysis Experiment SRX3422361
To understand transcriptional regulation of probiotic bacteria under acidic SRX3422367
Abstract condition, RNAseq analysis was carried out over different growth conditions SRX3422363
Overall design: Comparison of acidic (pH4) and neutral (pH7) conditions by SRX3422364
differentially expressed genes SRX3422365
Description SRX3422366
Center Name GEO SRX3422367
SRX3422368
SRX3422369
Sample SRS2714081
SR52714082
SRS2714083
SRS2714084
SRS2714085
SRS2714086
SRS2714087
SRS2714088
SRS2714089
Website policy | @ DNA Data Bank of Japan
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MDGEOD . @GSE107337MOR— ., @ TR E)

26:EERTH A

5: GEOQ Accession viewer X +

&« C O & https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE107337 ke

Gene prn_ssu::-n Omnibus

GEOQO Publications

SITE MAp

HOME | SEARCH
NCBI = GEO > Accession Display

MIAME | Email GEO ‘

Not logged in | Login

Scope: Format: | HTML ¥ | Amount: GEOQ accession: |GSE10?33? | <

Query DataSets for GSE107337

Series GSE107337

Status Public on Nov 29, 2017
Title RNA-seq analysis of Lactobacillus at acidic stress

Organism Lactobacillus rhamnosus GG
Experiment type  Expression profiling by high throughput sequencing
Summary To understand transcriptional regulation of probiotic bacteria under acidic

condition, RNAseq analysis was carried out over different growth conditions

Comparison of acidic (pH4) and neutral (pH7) conditions by differentially
expressed genes

Owverall design

Choi I, Oh 5
Has this study been published? Please login to update or notify GEOQ.

Contributor(s)
Citation missing

Submission date
Last update date
Contact name

Nov 25, 2017
Jan 24, 2018
kucsbl submitter
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" J DZD&H=YETHE, @More

W26 . 5_'% %ﬁj_—“ -ij ,r ‘*/ FHLTHUTILETDORTR,

— Ll X
F:; GEOQ Accession viewer X +

C O @& https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE107337 W e :
City Seoul -
State/province Seoul
ZIP/Postal code K5013
Country South Korea
Platforms (1) GPL24302 Illumina MiSeq (Lactobacillus rhamnosus GG)
Samples (9) GSM2864941 pH4_1h repl
H More...

GSM2864942 pH4_1h rep2
GSM2864943 pH4_1h rep3

Relations
BioProject PRINA419802
5RA SRP125628
Download family Format
SOFT formatted family file(s) SOFT
MINIML formatted family file(s) MINIML
Series Matrix File(s) TXT @
Supplementary file Size Download File type/resource I
GSE107337_RPKM.csv.gz 21.1 Kb (ftp)(http) CSV
GSE107337_RawCounts.csv.gz 20.8 Kb (ftp)(http) CSV

Raw data are available in SRA
Processed data is available on Series record

MLM | NIH | GEO Help | Disclaimer | Accessibility
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X
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- . .
= GEO Accession viewer

C O @& https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE107337

Platforms (1) GPL24302 Illumina MiSeq (Lactobacillus rhamnosus GG)

Samples (9) GSM2864941 pH4_1h repl
dless... GSM2864942 pH4 1h rep2

GSM2804943 pH4_1h rep3

GSM2864944 pH4_24h repl

G5SM2864945 pH4_24h rep2

GSM2804946 pH4_24h rep3

GSM2864947 pH7_CCG repl

G5M2864948 pH7_CCG rep2

GSM2864949 pHY7_CCG rep3
Relations
BioProject PRINA419802
SRA SRP125628
Download family Format
SOFT formatted family file(s) SOFT
MINIML formatted family file(s) MINIML
Series Matrix File(s) TXT 2

Size Download
21.1 Kb (ftp)(http)
20.8 Kb (ftp)(http)

Supplementary file
GSE107337_RPKM.csv.gz
GSE107337_RawCounts.csv.gz
Raw data are available in SRA

File type/resource
csv
Csv

A+
F = ok
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> - JSLAB13_Tablel.xlsx - Excel
JrAll k=L BA A=Y+ B T4 BB FBRr AT Q BEFIAR
Al - Jr
A B C D | |
1 |
2 HUFILE SRRID  U—FF(ERIDH) 71 X forward(B) F7-1)LH A2 (reverseldl])
3 pH45 lhrepl  SRR6322562 301,126 53.833.728 59.662.336
4 pH4.5 1lhrep2 SRR6322563 1.470.,602 265.838.592 296,910,848
3 | pH4.5 lhrep3  SRR6322564 1.760.461 319.807.488 354.,557.952
6  pH4.5 24hrepl SRR6322565 1,375.368 241.553.408 268,341,248
7 | pH4.5 24hrep2 SRR6322566 3.869.,088 682.504.192 759.697.408
8 pH4.5 24h rep3 SRR6322567 1,795,874 315.613.184 353.099.776
2 | pH7 CCGrepl SRR6322568 3.005.834 551.383.040 615.870.464
10 pH7 CCGrepl SRR6322569 2,570,876 451.117.056 510,308,352
11 pH7 CCGrep3 SRRG6322570 846,623 148.500.480 167.350.272
172
Sheetl ® P
ScrollLock EH M = + 100%

BAILEE

o

ik

=:&\0)Eﬁ%13@
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[ZIE. 10fZELL EDE LD H B,

> - JSLAB13_Tablel.xlsx - Excel

JrAll k=L BA A=Y+ B T4 BB FBRr AT Q BEFIAR
Al - Jr

A B C D E
1 |
2 HUFILE SRRID  U—FE(H{RIDA) eIl 12 forward) Z77-1ILH A X (reverse{d])
3 pH45 lhrepl  SRR6322562 301,126 53.833.728 59.662.336
4 pH4.5 1lhrep2 SRR6322563 1.470.,602 265.838.592 296,910,848
3 | pH4.5 lhrep3  SRR6322564 1.760.461 319.807.488 354.,557.952
6  pH4.5 24hrepl SRR6322565 1,375.368 241.553.408 268,341,248
7 | pH4.5 24hrep2 SRR6322566 3.869.,088 682.504.192 759.697.408
8 pH4.5 24h rep3 SRR6322567 1,795,874 315.613.184 353.099.776
2 | pH7 CCGrepl SRR6322568 3.005.834 551.383.040 615.870.464
10 pH7 CCGrepl SRR6322569 2,570,876 451.117.056 510,308,352
11 pH7 CCGrep3 SRRG6322570 846,623 148.500.480 167.350.272
172

Sheetl ® P

ScrollLock EH M = + 100%
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" AT, TEb Dl e

W28 :GSM2864941 (DGSM2864941% 4594

— Ll X
F:; GEOQ Accession viewer X +
C O @& https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE107337 W e :

Platforms (1) GPL24302 Illumina MiSeq (Lactobacillus rhamnosus GG)
Samples (9) GSM2864941 pH4_1h repl
dless... GSM2864942 pH4 1h rep2

GSM2804943 pH4_1h rep3

GSM2864944 pH4_24h repl

G5SM2864945 pH4_24h rep2

GSM2864946 pH4_24h rep3

GSM2864947 pH7_CCG repl

GSM2864948 pH7_CCG rep2

GSM2864949 pHY7_CCG rep3
Relations
BioProject PRINA419802
SRA SRP125628
Download family Format
SOFT formatted family file(s) SOFT
MINIML formatted family file(s) MINIML
Series Matrix File(s) TXT @

Supplementary file Size Download File type/resource

GSE107337_RPKM.csv.gz 21.1 Kb (ftp)(http) CSV
GSE107337_RawCounts.csv.gz 20.8 Kb (ftp)(http) CSV
Raw data are available in SRA -
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m (1DGSM2864941 DR—U[ZF8 8L FE L 1=,

28:-GSM2864941 QP ILR—UTEIHKE,

Fj GEOQ Accession viewer X +

&« C O & https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM2864941 Yr

Ce0

Gene Expression Omnibus

HOME | SEARCH | SITE MAP GEO Publications FAQ MIAME Email GEO —'

GEO help: Mouse over screen elements for information.

Scope: Format: | HTML ¥ | Amount: GEOQ accession: |GSM2864941 | G

Sample GSM2864941 Query DataSets for GSM2864941
Status Public on Nov 29, 2017

Title pH4_1h repl

Sample type SRA

Source name whole transcriptome

Organism Lactobacillus rhamnosus GG

Characteristics ph: 4
Extracted molecule total RNA

Extraction protocol TruSeq RNA Sample Preparation Kit (Illumina) was used.
RMNA libraries were prepared for sequencing using standard Illumina protocols

Library strategy RNA-Seq
Library source transcriptomic
Library selection  cDNA
Instrument model Illumina MiSeqg

NCBI = GEO > Accession Display Not logged in | Login

HAZBEFREDESHE13(E
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S
W28:GSM2864941

-+

F:; GEOQ Accession viewer X

< c o0

Source name whole transcriptome

Organism Lactobacillus rhamnosus GG
Characteristics ph: 4
Extracted molecule total RNA

Extraction protocol

Library strategy RNA-Seq
Library source transcriptomic
Library selection  cDMNA

Instrument model Illumina MiSeq

DZDH-YETHEIT HE. @Data processing
FERMNARODNET, UIT7LURT /I LELT. B
NC 0131981 MF|HESNh TWNBZEnhHhMNYET,

& https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM2864941

TruSeg RNA Sample Preparation Kit (Illumina) was used.
RMNA libraries were prepared for sequencing using standard Illumina protocols

U X

w B 6 :

Data processing

making RPKM values.

Base-calling by the MiSeq platform
Alignment by Bowtie software
Using R packages for DEG analysis
Genome_build: Lactobacillus
NC_013198.1)

from edgeR for every samples.

Read data were aligned on the reference genome sequence.
DESeq and edgeR package in the Bioconductor/R packages were used for

rhamnosus GG (ATCC 53103,

Supplementary_files_format_and_content: CSV file of normalized RPKM value

RefSeq ID:

Submission date  MNowv 25, 2017
Mowv 29, 2017

kucsbl submitter

Last update date
Contact name

E-mail kucsbl.group@gmail.com

Organization name Korea University

Department Department of Biotechnology -
AARIBEEFEEOESHFEL3E
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" SN
W29 : BowtiecRPKM

(Dmapping (alignment)|Z[EBowtiehMEHNTH
). @QRPKM®DE kI IEedgeRAI LN TLY
HEEMTIVET , CCTIEDESeqb EMN
TWET M, BIDEZATlLedgeROALMNE
N TULN G- TDESeqld EMBAL TLVET

F:; GEOQ Accession viewer X +
< C O @ https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSVIZGoAIAT
Source name whole transcriptome
Organism Lactobacillus rhamnosus GG

Library

Characteristics
Extracted molecule
Extraction protocol

Library strategy

source

Library selection
Instrument model

ph: 4
total RNA

TruSeg RNA Sample Preparation Kit (Illumina) was used.
RMNA libraries were prepared for sequencing using standard Illumina protocols

RMNA-Seq
transcriptomic
cDNA

Illumina MiSeq

Data processin

Read data were aligned on the reference genome sequence.

DESeq and edgeR package in the Bioconductor/R packages were used for
making RPKM values.

Base-calling by the MiSeq platform

Alignment by Bowtie software

Using R packages for DEG analysis

Genome_build: Lactobacillus rhamnosus GG (ATCC 53103, RefSeq ID:
NC_013198.1)

Supplementary_files_format_and_content: CSV file of normalized RPKM value
from edgeR for every samples.

E-mail

Submission date
Last update date
Contact name

Organization name

Mowv 25, 2017

Mowv 29, 2017

kucsbl submitter
kucsbl.group@gmail.com
Korea University

& B

Department Department of Biotechnology -
AARIBEEFEEOESHFEL3E
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W26 ELEL. DGSE107337TDHR—

@QRPKMT—42T77AILE. QNI bT
W30: COUﬂt&RPKM —977;;1,59“;>n—|~“l,fa=5</0 4

F:; GEO Accession viewer X o B H X
&« 2> C (O @& https//www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE107337 W e :
Platforms (1) GPLZ43U2 LIumina MiSeq (Lactobacilius rhamnosus GG) "
Samples (9) GSM2864941 pH4_1h repl
Hless... GSM2864942 pH4_1h rep2
GSM2804943 pH4_1h rep3
GSM2864944 pH4_24h repl
GSM2864945 pH4_24h rep2
GSM2864946 pH4_24h rep3
G5M2864947 pHY7_CCG repl
G5M2864948 pHY7_CCG rep?
G5M2864949 pHY_CCG rep3
Relations
BioProject PRINA419802
SRA SRP125628

Download family

SOFT formatted family file(s)
MINIML formatted family file(s)
Series Matrix File(s)

Format
SOFT
MINIML
TXT @

Supplementary file
GSE107337_RPKM.csv.gz
GSE107337_RawCounts.csv.gz

Sizetload File type/resource

21.1 Kb (ftp)(http)  CSV
20.8 Kb (ftp)(http) CSV

Raw data are available in SRA

Processed data is available on Series record
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i 01 T v Y

BA A=l 3

T4 BE T

AT Q BEPSAE

Mraw countT—2I77AILDIFS, D

averageELENMN TSI EMLEHLMND &K

& 8

B27 v
A | | | B

1 |Gene pH4 1h average rawcount pH4 24h average rawcount pH7 CCG_average rawcount

2 [LGG_00001 286 676 545

3 |LGG_00002 776 1601 1450

4 LGG_00003 71 114 o1

5 |LGG_00004 201 470 368

6 LGG_00005 368 1160 1447

7 LGG_00006 1041 2742 2880

8 LGG_00007 7 10 2

9 LGG_00008 73 76 499

10 |'LGG_00009 16 45 42

11 |LGG_00010 20 65 57

12 | LGG_00011 2281 2596 2150

13 |[LGG_00012 2510 3631 3007

14 LGG_00013 071 1301 1424

15 LGG_00014 17 78 16

16 |[LGG 00015 82 255 33

GSE10/7337 RawCounts @ 4 b

ScrollLock HH M = i + 100%

22, FRER LR T, RIET 2D TS

E KELE&%ﬁ%E&\@Eﬁ%lB@
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D15 EHIEIEF R D25 B HpHASDEER
FNORFIBRISZ=FEHDHD U~ 3518
MpHASDEEA L A E 24 EZ =FEHDH
k. @45 B A pHIDI FA— )LD FEH
®7JF7/I~ 'Cﬁ;é t’&%z‘&b(

BA ALk #H T4 BE T

B27 v Jr v
| | | E -

1 |Gene pH4 1h average rawcount pH4 24h average rawcount pH7 CCG_average rawcount

2 [LGG_00001 286 676 545

3 |LGG_00002 776 1601 1450

4 LGG_00003 71 114 o1

5 |LGG_00004 201 470 368

6 LGG_00005 368 1160 1447

7 LGG_00006 1041 2742 2880

8 LGG_00007 7 10 2

9 LGG_00008 73 76 499

10 |'LGG_00009 16 45 42

11 |LGG_00010 20 65 57

12 | LGG_00011 2281 2596 2150

13 |[LGG_00012 2510 3631 3007

14 LGG_00013 071 1301 1424

15 LGG_00014 17 78 16

16 |[LGG 00015 82 255 33 -

GSE10/7337 RawCounts i"‘) 4 b
ScrollLock HH M = i + 100%
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REH/ X Dp1608NDELDIFSTIE. D

LGG_02240 (GroES gene) M@)24BfE AL X
DHEIA., @arbO—)LIZLERT., 253E%
fELT=,EEFH SN TS,

A E—

GSE107337 RawCounts.csy--

TPl A BA R-TL(7or B T4 BE O &x AT Q BEFIAN  |» #E

A2158 v Jx LGG 02240 v
A B , C | D | E |

2151 LGG_02232 33 05 70

2152/ LGG_02233 227 331 539

2153 LGG_02234 406 791 1093

2154 LGG_02235 582 999 1289

2155 LGG_02236 277 467 647

2156 LGG_02238 768 674 577

2157/ LGG 02239 5146 18308 5690

2158|LGG 02240 l 1106 2444 422

2159 LGG_02241 87 107 130

2160 LGG_02242 377 340 540

2161 LGG_02244 36 116 44

2162 LGG_02245 19 101 29

2163 LGG_02246 23 63 8

2164 LGG_02247 384 531 556

2165 LGG_02248 245 405 318

2166 LGG 02249 125 188 227 v

GSE10/7337 RawCounts @ 4 b
ScrollLock HH M = i + 100%
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GSE10/7337 RawCounts.csv--

i 01 T v Y

BA AT LAPIE

[BZHXDp1608NDELDIFS>STIE. D

LGG_02240(GroES gene) D@24RFR R L X
DHEIA., @arbO—)LIZLERT., 253E%
ELT=EERE SN TNVS, ERERLZDT. @
) B 5. 79T IE LIz BARER LB ON BN,

77 BE A ®|ogzak¢@uf*%aaﬁm_ BT B, 50

HAZLEES

REEDEFHF13E

BN EOR ==

22)

. M %Fold changeti’%fﬁbflﬂé $%~
2151 LGG_02232 33 05 70
2152|LGG 02233 227 331 539
2153 LGG_02234 406 791 1003
2154 LGG_02235 582 999 1289
2155 LGG_02236 277 467 647
2156/ LGG_02238 768 674 577
2157 LGG 02239 5146 18308 5690
2158|LGG 02240 | 1106 2444 422
2159/LGG_02241 87 107 130
2160 LGG_02242 377 340 S0
2161 LGG_02244 36 116 BT
2162 LGG_02245 19 101 | > 2444/422
2163 LGG 02246 23 63 : ,
2164 LGG_02247 384 531 (1] 5.751465
2165|LGG_02248 245 405 > 1log2(2444/4
2166 LGG 02249 125 188 [1] 2.533929

GSE107337_RawCounts ‘ > |

ScrollLock FH H]
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