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About SSRome

Microsatellites, also referred to as simple sequence repeats
(SSRs) or short tandem repeats (STRs) - are co-dominant molecular
markers universally scattered within all organisms genomes.
Microsatellites markers are highly popular due to their abundance,
hyper-variability, multi-allelic, highly reproducibility and detection
simplicity. Over past decades, they are extensively used in a variety
of fundamental and applied biological sciences for prokaryotes,
plants and animals studies. Microsatellites are also have extensively
been exploited as genetic markers for diverse applications including
genome mapping, genetic material characterization, population
genetics and genome evolution studies.
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Nowadays, with the development of genome sequencing
technologies, hundreds of genome sequences have been decoded and
released. This published genomes data and the availability of
bioinformatics tools provides an important opportunity for scientists
to identify simple sequence repeats that could be used to develop
useful SSR markers. These markers can be used subsequently in
different studies such as; variety identification, genetic diversity
evaluation, construction of genetic linkage maps, association
mapping, and marker-assisted selection.

SSRome is a comprehensive, integrated database and pipelines for microsatellites mining, classification, comparative analysis and

markers development across all organisms.
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" Analyzed Genomes in SSRome Database

~ . Metazoa

e

Plant

Archaea Amphimedon queenslandica Acanthaster planci Acropora digitifera
Search page Search page Search page
: —
Bacteria 57

Select one of this
genra Virus

Organism Scientific
Name

Fungi __

Acyrthosiphon pisum Amphimedon queenslandica Anas platyrhynchos

Search page Search page Search page

Protozoa

Click to go to the

- = i Organism Specific
Anolis carolinensis Anopheles gambiae Apis mellifera
Search page Search page Search page \ Sea rCh Page

/ * the Organism Specific Search Page Layout

* Please enter the SSRome primer Id in Primer Id field "Optional”.
* Please select SSR repeat type from Repeat Type drop down menu "Optional”.

* Select one or all options, then press "Search” to get your resluts from SSRome Apis mellifera database.

Apis mellifera Genic SSRs
Repeat Sequence |(TCAl5 | Gene symbol or Locus tag Organism Name | Apis mellifera Repeat Type Mono ¥ || Search
p
Apis mellifera Non-Genic SSRs
Primer Id SSRome Primer Id Repeat Sequence [TGA]5 Organism Name Apis mellifera Repeat Type Di v || Search
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Plant ESTs Metazoa ESTs ‘ - Others ESTs
ALL NCBI A1 NCRi A1 Negi
Plants ESTs available in ,1 G 4 Animals ESTs available in O Others ESTs available in
PLANT NCBI ESTdb till March A’ ETAZOA NCBI ESTdb till March TI-IERS NCBI ESTdb fill March
s 2018 E . 2018 I - 2018
\ ] J Search page STS Search page. INE RN Search page

o M

lick to go to the Search Page for each category

= Analyzed Organelles Genomes in SSRome Database [ca

Plant Chloroplast

MTOCHONDRA ~ Plant Mmook~ Metazoa

Mitochondria Mitochondria

S INN \l WA ‘,)‘P. ‘ :
]2() PLANT Plants mitochondria _‘)l) ‘ : N‘lzolx Animals mitochondria l()() l LANT :'lia?;solcgl:rir:‘%aait

available in NCBI available in NCBI organelle genome

GE\OME organelle genome GE\OME organelle genome GENO“E resources till March 2018
AV resources fill March 20183 b 4 resources fill March 2018 / |

Search page

Search page Search page
\§ \A
I Click to go to the Search Page for each category
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Move from one to another Genra by
Genomic — “Click” to view statistics table
Plant Statistics 7
(BT T il e d Mo of desigoed primecs Iz / ol desioprued porismers
Arabidopais thalisna AALBa Beta vulgaris L Tala ey ) Era.chgpndiu‘./
Brassica napus 1OO%S4 Brassica oleraces EOEIL JLEA-EE-]
Camelina sativa 2IFOT0 Cloer aristinimm 93343 LEZOLT
Cucurmis sativos S7547 Elasis guineensis FALOLF EFFaE
Glycine max 2EEXAE Gossypium arboream ESATOT 124084
Oryza brachyantha 98033 Deyza sativa Japonica SLBOE LIOHUE
Salanum tuberosurm 1L457F Withs winifera 1TOFIL
Metazoa Statistics
Statistics Categories Others Statistics
Transcriptomic

Plant Statistics
Metazoa Statistics

Others Statistics

Mitochondria

Plant Statistics

Metazoa Statistics

Chloroplast
Plant Statistics
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€ Download p M
Database Search
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Brassica oleracea

Genic SSR Gemnic SSR Stat

Brassica rapa
GenicSSR  Genic SSR Stat

Click to view all Others organisms results
available in SSRome

Musa acuminata
Genic SSR Genic SSR Stat

r . .
Click to view all analyzed Plant results [ Plant
L available in SSRome Metazoa e o e B
Others Beta vulgaris
( - - SSR GenicSSR Stat Umnige Genic SSR
Click to view all analyzed Metazoa results Bechypdionifimation
\ available in SSRome Brassicanépus

Unige Genic SSR

Unige Genic SSR

Uniqe Genic SSR

Unige Genic SSR

Solanum lycopersicum

Genic SSR  Gemnic S5R Stat

Unige Genic SSR

Solanum tuberosum

Genic SSR  Gemnic S5R Stat

Vitis vinifera

Uniicpe Genic SSR
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Genic SSR Primers Non-genicSSR Non-genic SSRStat  Uniqe Non-genic SSR

Genic SSR Primers

Gemic SSR Primers

Genic SSR Primers

Gemic SSR Primers

Non-genic SSR

Non-genic SSR

Non-genic SSR

Mon-genic SSR

Non-genic SSR Stat

Non-genic SSR Stat

Non-genic SSR Stat

Mon-genic SSE Stat

Uniqge Non-genic SSR

Uniqe Non-genic SSR

Unige Non-genic SSR

Uniqe Mon-genic SSR

Non-genic SSR Primers

Non-genic SSR Primers

Non-genic SSR Primers

Non-genic SSR Primers

Non-genic SSR Primers

Geemxic|

Gemnic SSR Primers

All Flant G
Genic SSR  Genic SSR

All Plant Mitochondria geni
Genic SSR  GCemnic SSR Stat  Undge Genic SSR  G&

All Plant ESTs
EST-SSR Primers

Transcriptomic download part

s

Gemnic SSE Primers Intergenic SSR  Intergenic SSR Stat  Unige Intergenic SSR

Non-g

Non-genic SSR

Organelles download part

Jimers

nic SSR Stat

-genic SSR Stat

Unige Mon-genic SSR

Unige Mon-genic SSR

Organelles Downloads

Primers Intergenic SSR  Intergenic SSR Stat  Unige Intergenic SSR

ranscriptomic Downloads

Non-genic SSR Primers

Non-genic SSR Primers

Intergenic SSE Primers

Intergenic SSE Primers

SSR Overlap

SSR Overiap

SSR Overlap

SSR Overiap

SSR Overlap

SSR Overlap

SSR Owerlap

SSR Owerlap

SSR Overlap

SSR Overlap

SSR Overlsp

SSR Owerlap
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Plant Genomic Downloads

Arabidopsis thaliana
Metazoa SIS

ic SSR Stat Umnige GenicSSR Genic SSR Primers Non-genic SSR Non-genic SSR Stat Uniqge Non-genic SSR  Non-genic SSR Primer

Download the SSR repeats found in genic regions and not found in NON-ZENIC regioNS | Je. st som oo ssn siom gemic 558 primers 5o verian

A

Brachypodium distachyon

. . . Genic SSR GenicSSR Stat Unige GenicSSR Genic SSR Primers Non-genic SSR Non-genic SSR Stat Unige Non-4 Download the SSR mOtifS found in
Download genic-SSR repeats statistics '

A e S both genic and non-genic regions

pers Non-genic SSR on-genic SSR Stat Umnige Non-genic SSR Non-genic SSR Primers SSR Overiap

Download all genic-SSR repeats Download all genic-SSR primers

DI IO UITIOUTEE

Ceni@ @R GCenicSSR Stat Unige GenicSSR Genic SSR Primers Non-genic SSH ppr-genic SSR Stat Umnige Non-genic SSR Non-genic SSR Primers SSR Overlap

Arapidopsis thali

Genic SSE  Genic SSR Stat Unige Genic SSR  Genic SSR Primers Non-genic SSR  Non-genic S5R Stat  Unige Non-genic S55R Non-genic 55R Primers S55R Overlap

Genic S5R  Genic S5R Stat  Undge Genic S5E Inic SSE Primers HNon-genic SR HNon-gendc SSHE Stat  Unige Momnfigenic SSR = MNon-genic S5SHE Primers S5R (verlap

Solanum tuberosum

n-genic SR NMon-gendc SSHE Stat  Undge Non%e

Download all non-genic SSR repeats Download all non-genic SSR primers

Genic SSR  Genic 55K S5tat  Unige Genic 55K Gendc SSE Primers Non-genic SR Non-gendc SSE Stat | Undige Monfgenic SSE - Non-genic SSE Primers SSE Oreerlap

OrganefNgs Downloads

Download non-genic SSR repeats statistics [« wemiprusss wmesmmcssn i s owne

Al Plant Mitochondria genomes ¢

Genic S5SR  Genic S5F Stat  Undge Genic 55B  Genic SS5E Primers Intengenic S5F  Inbtergenic S5R Stat  Unige Intergenic S5SR  [ntergendic SSE Primers S5R Overlap

Download the SSR repeats found in non- genic regions
All Plant ESTs
EST-SSR Primers and not found in genic regions
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Move from one to another Search
Page by “Click”

SSRome Database Search

o = 72&
Plant @ Plant

Metazoa .

%’ Metazoa
Others ' /O g_ Others
~ =
&z
)
&

Comparative B

-~

* the Plant Search Page Layout \

Plant Genic Region

Repeat Sequence Gene symbuol or Locus tag 5054 or LOC109707634 Organism Name [ Arabidopsis thaliana v |R t Type| Mono v Plant

4
SSRome Genomic Database 0?%14{9 DWMS

Plant Non-genic Region

\Pﬁmeﬂd [VigssR_s | Repeat Sequence Organ.im Name [Arabidopsis thaliana ¥ | Repeat Type /

Search Categories ]
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SSRome Database Search

=t " ]&k&
Please enter (write) the Gene Symbol or Locus Plant &59 ' Plant
Tag of sequence you looking for. “Optional” Metazoa . 2 % Miiaioa
Others g 5 /O g Others
Please enter the SSRome primer-id Comparative & (6 “ 4
in Primer Id field "Optional" SSRome | &
* &
Please enter (write) the repeat sequence Soarch
you looking for. “Optional” R
, %%llt’s DG\,Obos
\ / Please select the organism name from Please select SSR repeat type from
Organism Name drop down menu Repeat Type drop down menu
Plant Gernlic Region \ / \
Repeat Sequence Gene symbol or stangOS or LOC109707634 |Drganismﬂame|ﬂrahidnpsi5 thaliana v |Repeat Type | Mono v |
f
¢Plant Non-genic Reginn\
PrimerId [VigSsSR_s | Repeat Sequence (TG)6 | Organism Name [ Arabidopsis thaliana + | Repeat Type | Di

\_ /
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Move from one to another Genra
Comparisons Page by “Click”

2 ?'FPlant SSRome Comparisgfis *Plant*

Genic and Non-Genic Overlap Please select the

Metazoa
Search for SSR motifs overlapped / rganism Name | Arabidopsis thaliana v % organism name from

between genic and non-genic regions Organism Name drop

/ Genic Statistics down menu
. . . . . nfg'ﬂnlﬂnl. ATTE abidopsis thaliana ¥ RE‘[.'EHIZ ono T cearch
View genic SSR motifs statistics Neme  Arabidops Type [ M

View non-genic SSR motifs statistics =>Non-Genic Statistics
Organism Name | Arabidopsis thaliana T |Repeat Type MMono T || Search
View SSR unique motifs to genic regions > Unique to Genic
Organism Name | Arabidopsis thaliana Y |Repeat Type Mono T || Search

View SSR unique motifs to non-genic
regions

=>» Unique to Non-Genic

Organism Name | Arabidopsis thaliana ¥ |Repeat Type MMono ¥ || Search
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For Small Sized Files :

FO r ”h uge S i ZEd fi I e ( S)” p I ease create t h e SS RO me Note: If you have more than one fasta/genbank file (each chromosome in separate file or your genome existed in
" . “ separate contig files) you should put all files in one folder, then, compress it before upload it.
FTP account "available for free” .

* In case the upload process wasn't done successfully; please use the SSRome FTP account "available for free”
HereC),' to upload your file(s).

Choose a file to upload:

No file selected.

For “small sized file(s)” select file from your conkingesizediiitoos

computer and click “upload”

Note: In case you try to upload large sized files you should use this part.
We suggest to use any of the follwing tools to upload your files.

Cyberduck FileZilla CoffeeCup FTP
Download Cyberduck Download FileZilla Download CoffeeCup
Client

Client

Z =
For “huge sized files”, We suggest to use one of
the following tools to upload your files.
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SSRome Comparative Analysis Pipeline

Home S5Home Database ~ S5Home Pipelines - EDED Contact

SSRome Genomic Pipeline

Mote: To use SSRome Genomic Pipeline you should upload all your dataffiles at first, then you can use SSRome Genomic
Pipeline to analysis your uploaded data, See Manual, S5Rome Upload Files.

Enter your analysis name

Project Information

Analysis Name

Enter your Email address to notify you

Analysis Name
when your analysis complete. Email
J Email
Sequence Information
Sequence with annotation information {(Genbanke format) E,’ See Example.
“ChECk" to customize your Separate sequence in fasta format (' See Example.
a na |ySiS pa ra mete rs Mote: If yvou zelect "Separate sequence in fasta format™ option vou could alzo select "Separate annetation file™ option to provide annotation
information of vour sequence.

Mote: If you 2elect "Separate sequence in fazta format” option vou could also select "Separate annotation file™ option to provide annotation
information of vour 2equence.

[ Separate annotation file.



SSRome Genomic Pipeline page (Part-2)

)
Enter the name of Genbank File you uploaded through

"SSRome Upload Files" page. Or write "None" in case Genbank File
. ——crnbank File Mame OR Mone
L of no file uploaded.

’ Mote: Please provide the name of Genbank File you uploaded through "S5Rome Upload Files™ page. Or write "None” in case of no file
uploaded.

~ OR
Enter the name of Fasta File you uploaded through \\Fami'e

nnnnn

n Q n a n nm Fasta File Mams OR Mone
SSRome Upload Files" page. Or write "None" in case :
Mote: Please provide the name of Fasta File wvou uploaded through "SSRome Upload Files™ page. Or write "Mone”™ in case of no file uploaded.

L of no file uploaded. And

Annotation File

Annotation File Name OR None

( . . \
Enter the name of Annotation File you uploaded _ . . - I
Mote: Please provide the name of Annotation File wou uploaded through "SSRome Upload Files™ page. Or write "Mone” in case of no file
through "SSRome Upload Files" page. Or write upioaced.
_"None" in case of no file uploaded.

*S8R Mining Parameters*
——— = || () Diz= & Triz & Tetra= 4 Pentaz 3 Hexa = 3

)

Customize SSR Mining Parameters J

*8$5R Classification Options™

Classity SSK repeats to genic and intergenic.
Mote: If you didn't feed SSRome Genomic Pipeline with wour annotation information, please don't =elect this option.
[ Determine the S5R repeats unigue to genic regions.
Mote: This option to determine the SSR repesats found in genic regions and not found in intergenic regions.
/ [ Determine the SSR repeats unique to intergenic regions.

Mote: This option to determine the SSR repeats found in intergenic regions and not found in genic regions.

"Check" to customize your SSR —————e— ] Determine the SSR repeats overlapped between genic and intergenic regions.
oro - Mote: This option to determine the SSR repeats found in both genic and intergenic regions.
classification parameters

*SSR primer design options®

[ Design SSRKR primers in genic regions.

Mote: If wvou didnt feed SSRomse Genomic Pipeline with wour annotation infoermation, please don™t =elect this option.
Design SSR primers in intergenic regions.

Mote: If wou didnt feed SSRome Genomic Pipeline weith ywour annotation information, please don™t =elect this option.
[ Design SSR primers in all genomic regions.

Mote: =elect this option if you didnt feed SSRome Genomic Pipeline wwith annotation information.

Primer size

o , = ————0 12 Opt 20 Max 22
Customize your SSR primer design Primer Tm

. — e [ SF.0 Opt 59.0 Max S2.0
optlons \ Primer GC%

Min 30,0 Opt S0.0 Pax 7o.0

Product Size Ranges

Size 100-500
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(Select this option if you want to compare your

results (identified SSR repeats) with SSRome

. . SSRome Comparative Analysis
Database to determine the unique repeats to your P y
organism Ve
- Compare your SSR repeats with SSRome Database.
. . Motel: =elect this option if you want to compare your results (identified S5R repeats) with S5Rome Database to determine the unigue
If you selected previous option you should feed repeats to your organism.
SSRome cOmpa rative Ana'ysis Pipe'ine With your MoteZ: If vou selected this option you should provide S5Rome Comparative Analysis Pipeling with your organism scientific name.Or write

"None" if yvou don't gelect thiz option.

organism scientific name. Or write "None" if you
\don't select this option.

—YoUr organism scientific name Organism scientific nam

aoRome Genomic Pipeline Results
Availability of SSRome Genomic Pipeline Results
-
Customize your SSRome Genomic Pipeline ) [ Store your results in SSRome database.
\ Results options * Store your results in SSRome database and make it available free online.
4 ] Don't store my results in SSRome database.
If you agree to Store your results in
SSRome database please provide us the * |f vou agree to Store yvour results in S5Rome database, please provide us the date vou want make i available free online
, ]
date you want to make it available freely fwallable free online date |1/1/2018
: Comment
\onlme
Comment
[ Enter your comment(S) ] e
=
Click “submit” to run your analysis ] _ [(5uomt]

—




SSRome Transcriptomic Pipeline (Part-1)
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base ~ SSRome Pipelines ~

SSRome Upload Files
SSRome Genomic Pipeline CCCCCCCCCCCCOeee
. — H = = GC GC GC GC GC GC GC GC
SSRome Transcriptomic Pipeline | An Integrated Database and Pipelines for Exploring P
SSRome Comparative Analysis Pipeline — . . . . GTTA GTTA GTTA GTTA GTTA GTTA GTTA
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Home SSHome Database - SSHome Pipelines - Manual Contact

SSRome Transcriptomic Pipeline

Mote: To use SSRome Transcriptomic Pipeline you should upload all your dataffiles at first, then you can use SSRome
Transcriptomic Pipeline to analyze your uploaded data, See Manual, SSRome Upload Files.

Project Information

Analysis Hame

[ Enter your analysis name

Enter your Email address to notify you
when your analysis complete.

Sequence Information

Assembled RNA Sequences without annotation (Fasta file format) E‘,' See Example

“Check” to customize your
analysis parameters

[F] Assembled RNA Sequences with annotation information (4" See Example




SSRome Transcriptomic Pipeline (Part-2)

Input Data
(" In the case your transcriptome (RNA-Seq) Sample\\ﬂssembledRHASequencewithoutannotation
without annotation, Please enter the file name you |

uploaded through "SSRome Upload Files" page. Or Mote: Please provide the name of "Assembled RNA Seguence without annotation” file you uploaded through "SSRome Upload Files™ page. Or

write "Mone” in case of no file uploaded.
\write "None" in case of no file uploaded OR

Aszzembled RHA Sequence with annotation information

-

i e\
In the case your transcrlptome (RNA-Seq) Sample Wlth o MNote: F‘Iease_pr::ll'.fideth_e name of "Assembled RNA Sequence with annotation information™ file you uploaded through "SSRome Upload Files™
annotation, Please enter the file name you uploaded page. Or wrie llene In case of ne fle uploaces.

\in case of no file uploaded

*

*$SR Mining Parameters*

*

)

[ Customize SSR Mining Parameters J

Primer size
[ Customize your SSR primer design /rﬂin 18 Opt 20 Max
e PTIMET TM
Parameters \ | R
Min 57.0 Opt 55.0 Max &2.0
Primer GC%

Min 30.0 Opt 50.0 Max 70.0

————| ] Diz 6 Triz|5 Tetra = 4 Penta= 3

Hexa= 3

*

*General Primer Designing Conditions*

(=]
Pt

Product Size Ranges

Size 100-500

*

«“« ” . \ ——— RNA Annotation Section *
Check” to customize your .

annotation analysis parameters [ Annotate RNA Sequences that successfully designed SSR primers.

MNote: Select thiz option if you dont feed SSHome Transcriptomic Pipeline with annotation information.

MNote: If vou selected "Annotate RNA Sequences that successfully designed SSR primers™ yvou should feed SSRome Transcriptomic Pipeline
with *our sequence source to annotate your seguences. Or write "Mone”

Your organism scientific name Organism scientific name Or None

[[]RNA Sequences already annotated.

MNote: If yvou feed S5Rome Transcriptomic Pipeline with annotation information, please select this option.



SSRome Transcriptomic Pipeline (Part-3)

SSRome Transcriptomic Pipeline Resulis

Availability of SSRome Transcriptomic Pipeline Results

Customize your SSRome Transcriptomic ——f| Store the results in SSRome database.
Pipeline Results options

. b* Store your results in SSRome database and make it available free online.
e N\ [ Don't store my results in SSRome database.
If you agree to Store your results in

SSRome database, please provide us the * If you agree to store your results in SSRome database, please provide us the date you want make it
! available free online

date you want to make it available freely

. — - Available free online date 1/1/2018
\onlme VE
Comment
[ Enter your comment(S) L
—
Click “submit” to run your analysis ]

—




SSRome Comparative Analysis Pipeline (Part-1)
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SSRome Comparative Analysis Pipeline

Mote: To use 35Rome Comparative Analysis Pipeline you should upload all your datafiles at first, then you can use S3Home
Comparative Analysis Pipeline to analyze your uploaded data, See Manual, S53Rome Upload Files.

Project Information

[ Enter your analysis name

Enter your Email address to notify you
when your analysis complete.

Data Information

Submit your SSR results + annotation information (Genbank file)& See S5R results example [
See Genbank file example.

"Check” to cu stomize your Mote: Flease chooss t_I'.E option if you have filks contain 35R repeats results identified using any other tool and have Genbank file
containing annotstion information of your organism.

options OR

DSuhmit].rnur S3R results only

Mate: Flease chooss this option if you have onhy files contain S5R repeats results identifizd vsing any other tool.



SSRome Comparative Analysis Pipeline (Part-2)

i i i i
Enter your organism scientific name

e Your onganlsm solsniito nams
Your o= SClartlc name
Enter the name of SSR repeat file you uploaded] Aind
through "SSRome Upload Files" page. Or write "None" __ E2R Repsat Flle
in case of no file uploaded. Ve S
:#:;Emﬁ:fmde e mame of SER repest Tl pou uplosded Snough "SSRome Linlosd Flles" pege. O wiitie Tone” Inocase of mo

= Plmme DR o

"SSRome Upload Files" page. Or write "None" in case -
of no file uploaded.

— AT Flaama nroaide Tre naes o Geaninmnk T1he po uplomenl Sinougin "SERome Unlom Flliast mege . O wrie Tlores” I came od nio
k= ol

=533R Mining Parameters®

L
Enter the name of Genbank file you uploaded through]
Vs

B Flasme mpoyide Tne SES g SerseRtens A The 1] mae s 10 ganatime tne SER raneats

[ Customize SSR Mining Parameters

J
N Mooo e 10 Ol & Triz | 5 Tarm = 4 e - R Frogram
Enter the SSR Mining tool name used to e MIZA
determine the SSR repeats y, SS5Home Comparative Analysis Pipeline Results
f - - - ) Avwzilzbility of S5Rome Comparative Anshesis Fipeline Results
Customize your SSRome Transcriptomic o & tysts Fpe

Pipeline Results options N EF-t-:-ra the results in S5Roms datsbsss,

.

(

= Store your results in S5Rome datsbsss and maks it avsilsble fres online.

=
If you agree to Store your results in | [FPen't store my results in SSRome datsbase.
f
) W
\

SSRome database; please provide us the ~ If you agres to store the results in S5Rome databasse, please provide us the date you want make
date you want to make it available freely 't awailsblz fre= online
\onlme

— Lo zilzble free online dste | 17172018

Coemenand

[ Enter your comment(S)

Click “submit” to run your analysis




For any further questions please contact us



