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[bookmark: _GoBack][image: ]	         SEQUENCING SERVICE REQUEST FORM
	       DNA/RNA SEQUENCING - GridION/PromethION

High throughput sequencing facility
Find us on our website https://www.i2bc.paris-saclay.fr/sequencing/ng-sequencing/addon-ng-sequencing/#request

	Contact info

	Date :
First name, last name : 
Institution :
Laboratory :
Team :
Phone number :
E-mail address :

	Request for agreement (Agreement required)

	
The quality of sequences generated using Oxford Nanopore Technology (ONT) are directly correlated with the quality of samples. For this reason, the sequencing service cannot take responsability for obtaines results either in terms of throughput or read length.

 |_|   By ticking this box, I confirm having read the above information and accept the following condition : the sequencing service cannot be held responsable for obtained sequencing results.


	Detailed description of your project  (Any information may be useful)

	





	Source of funding (Purchase order)

	Please specify the type of purchase order that will be supplied. This information is required to prepare the quotation. 

Purchase order :  |_|  CNRS    |_|  Université Paris-Saclay/CEA Paris-Saclay/INRAE Jouy-en-Josas 
                                             
                              |_|  Other French Academic   |_|  Private or Foreign Academic (please specify) :   


	Informations about the samples (indicate differences among samples, if any. Provide information for each sample separately in this case)

	  Organism :
  Number of samples (number of libraries to prepare) :
  Number of libraries to multiplex together on one run (DNA only) : 


	Samples

	
Declaration of harmlessness (required):

[bookmark: __Fieldmark__178829_215500757][bookmark: __Fieldmark__31276_375317215][bookmark: __Fieldmark__152055_1544395550][bookmark: __Fieldmark__135532_1544395550][bookmark: __Fieldmark__157114_1544395550][bookmark: __Fieldmark__34466_375317215][bookmark: __Fieldmark__67529_1544395550][bookmark: __Fieldmark__60592_1544395550][bookmark: __Fieldmark__52392_1544395550][bookmark: __Fieldmark__47847_1544395550][bookmark: __Fieldmark__43487_1544395550][bookmark: __Fieldmark__37581_1544395550][bookmark: __Fieldmark__33971_1544395550][bookmark: __Fieldmark__30642_1544395550][bookmark: __Fieldmark__27467_1544395550][bookmark: __Fieldmark__21623_1544395550][bookmark: __Fieldmark__19057_1544395550][bookmark: __Fieldmark__18963_1544395550][bookmark: __Fieldmark__20302_1544395550][bookmark: __Fieldmark__24459_1544395550][bookmark: __Fieldmark__29036_1544395550][bookmark: __Fieldmark__32267_1544395550][bookmark: __Fieldmark__35741_1544395550][bookmark: __Fieldmark__41492_1544395550][bookmark: __Fieldmark__45548_1544395550][bookmark: __Fieldmark__50079_1544395550][bookmark: __Fieldmark__54987_1544395550][bookmark: __Fieldmark__63215_1544395550][bookmark: __DdeLink__47724_1544395550] |_|   You acknowledge that your samples can be handled safely.

Sample preparation : 
[bookmark: __Fieldmark__20210_1544395550]You can prepare your samples following the ‘Guidelines for sample preparation’ below. 
In this document you will find the quantities and quality of samples needed for each type of library. 
Upon their arrival, we will check your samples and we will contact you if there is a problem.


Sample conservation (required): 
Once deposited at our facility, your samples/libraries will be kept at 4°C, unless you ask otherwise. 
After the library preparation, what should we do with your samples? 

[bookmark: __Fieldmark__178925_215500757][bookmark: __Fieldmark__31366_375317215][bookmark: __Fieldmark__152139_1544395550][bookmark: __Fieldmark__135621_1544395550][bookmark: __Fieldmark__157201_1544395550][bookmark: __Fieldmark__34559_375317215][bookmark: __Fieldmark__67608_1544395550][bookmark: __Fieldmark__60665_1544395550][bookmark: __Fieldmark__52459_1544395550][bookmark: __Fieldmark__47908_1544395550][bookmark: __Fieldmark__43541_1544395550][bookmark: __Fieldmark__37629_1544395550][bookmark: __Fieldmark__34013_1544395550][bookmark: __Fieldmark__30678_1544395550][bookmark: __Fieldmark__27501_1544395550][bookmark: __Fieldmark__21656_1544395550][bookmark: __Fieldmark__19078_1544395550][bookmark: __Fieldmark__18963_15443955501][bookmark: __Fieldmark__20327_1544395550][bookmark: __Fieldmark__24490_1544395550][bookmark: __Fieldmark__29071_1544395550][bookmark: __Fieldmark__32306_1544395550][bookmark: __Fieldmark__35786_1544395550][bookmark: __Fieldmark__41543_1544395550][bookmark: __Fieldmark__45605_1544395550][bookmark: __Fieldmark__50143_1544395550][bookmark: __Fieldmark__55057_1544395550][bookmark: __Fieldmark__63291_1544395550][bookmark: __DdeLink__18972_1544395550] |_|   we keep them (by default our facility keeps the samples for 3 years, then discard them.)
[bookmark: __Fieldmark__179016_215500757][bookmark: __Fieldmark__31451_375317215][bookmark: __Fieldmark__152218_1544395550][bookmark: __Fieldmark__135724_1544395550][bookmark: __Fieldmark__157285_1544395550][bookmark: __Fieldmark__34647_375317215][bookmark: __Fieldmark__67680_1544395550][bookmark: __Fieldmark__60731_1544395550][bookmark: __Fieldmark__52520_1544395550][bookmark: __Fieldmark__47962_1544395550][bookmark: __Fieldmark__43589_1544395550][bookmark: __Fieldmark__37671_1544395550][bookmark: __Fieldmark__34048_1544395550][bookmark: __Fieldmark__30707_1544395550][bookmark: __Fieldmark__27524_1544395550][bookmark: __Fieldmark__21672_1544395550][bookmark: __Fieldmark__20214_1544395550][bookmark: __Fieldmark__20341_1544395550][bookmark: __Fieldmark__24509_1544395550][bookmark: __Fieldmark__29101_1544395550][bookmark: __Fieldmark__32338_1544395550][bookmark: __Fieldmark__35825_1544395550][bookmark: __Fieldmark__41588_1544395550][bookmark: __Fieldmark__45656_1544395550][bookmark: __Fieldmark__50200_1544395550][bookmark: __Fieldmark__55121_1544395550][bookmark: __Fieldmark__63360_1544395550][bookmark: __DdeLink__20217_1544395550][bookmark: __DdeLink__25824_1544395550][bookmark: __DdeLink__35631_1544395550][bookmark: __DdeLink__21533_1544395550] |_|   we discard them
[bookmark: __Fieldmark__179111_215500757][bookmark: __Fieldmark__31540_375317215][bookmark: __Fieldmark__152301_1544395550][bookmark: __Fieldmark__135807_1544395550][bookmark: __Fieldmark__157371_1544395550][bookmark: __Fieldmark__34739_375317215][bookmark: __Fieldmark__67727_1544395550][bookmark: __Fieldmark__60772_1544395550][bookmark: __Fieldmark__52555_1544395550][bookmark: __Fieldmark__47991_1544395550][bookmark: __Fieldmark__43612_1544395550][bookmark: __Fieldmark__37687_1544395550][bookmark: __Fieldmark__35632_1544395550][bookmark: __Fieldmark__35839_1544395550][bookmark: __Fieldmark__41608_1544395550][bookmark: __Fieldmark__45682_1544395550][bookmark: __Fieldmark__50232_1544395550][bookmark: __Fieldmark__55159_1544395550][bookmark: __Fieldmark__63404_1544395550][bookmark: __DdeLink__20217_15443955501][bookmark: __DdeLink__25824_15443955501][bookmark: __DdeLink__39381_1544395550] |_|   you come and take them back

 

	Type of sequencing   


	GridION (GridION/MinION Flowcell)
(Around 4-10 Gbases, 250k-3000k reads) 
[bookmark: __Fieldmark__5109_749262356]|_| DNA Sequencing and Basecalling (10.4.1 Flowcell)
[bookmark: __Fieldmark__5115_749262356]|_| RNA Sequencing and Basecalling (RNA Flowcell)

P2 solo (PromethION Flowcell)
(Around 10-80 Gbases, 106 – 107 reads) 
|_| DNA Sequencing and Basecalling (10.4.1 Flowcell)
|_|  RNA Sequencing and Basecalling (RNA Flowcell)

|_| Enrichment by Adaptive Sampling
  (for this option, please contact us beforehand to configure the .fasta and .bed files)



	Number of Flowcells (1FC = 1 run)

	



	Estimated date when your samples are ready

	






	Bioinformatics (required)

	|X|  Default service: we provide FastQ files
|_| Raw electrical signal files (pod5 files)
Please note: these files are very large (up to 1 To / run). Due to their size, we cannot send them or keep them for longer than a week. Please provide us with an external hard drive to recover these files (sending/returning at the user's expense).
|_| Basecall files for modified bases. Modification to identify (5mC on CpG, 5mC any context, 6mA any context) :
Please note: these files are very large. We cannot send them due to their size. Please provide us with an external hard drive to retrieve these files (sending/returning at the user's expense).
Additional analyses:

[bookmark: __Fieldmark__247335_215500757][bookmark: __Fieldmark__139375_215500757][bookmark: __Fieldmark__134437_1544395550][bookmark: __Fieldmark__131286_1544395550][bookmark: __Fieldmark__132973_1544395550][bookmark: __Fieldmark__154353_1544395550][bookmark: __Fieldmark__170140_215500757][bookmark: __Fieldmark__64843_1544395550][bookmark: __Fieldmark__56458_1544395550][bookmark: __Fieldmark__51355_1544395550][bookmark: __Fieldmark__46697_1544395550][bookmark: __Fieldmark__42562_1544395550][bookmark: __Fieldmark__36695_1544395550][bookmark: __Fieldmark__33127_1544395550][bookmark: __Fieldmark__29857_1544395550][bookmark: __Fieldmark__25168_1544395550][bookmark: __Fieldmark__20917_1544395550][bookmark: __Fieldmark__18266_1544395550][bookmark: __Fieldmark__40704_1283613795][bookmark: __Fieldmark__19615_1544395550][bookmark: __Fieldmark__22289_1544395550][bookmark: __Fieldmark__28244_1544395550][bookmark: __Fieldmark__31456_1544395550][bookmark: __Fieldmark__34871_1544395550][bookmark: __Fieldmark__38583_1544395550][bookmark: __Fieldmark__44600_1544395550][bookmark: __Fieldmark__49089_1544395550][bookmark: __Fieldmark__53801_1544395550][bookmark: __Fieldmark__62117_1544395550][bookmark: __Fieldmark__69293_1544395550]|_|  Mapping on reference genome. Please specify all necessary informations on reference genome: 
· Version :
· Download URL (UCSC, Specific site) : 


[bookmark: __Fieldmark__247478_215500757][bookmark: __Fieldmark__139512_215500757][bookmark: __Fieldmark__134655_1544395550][bookmark: __Fieldmark__131489_1544395550][bookmark: __Fieldmark__133185_1544395550][bookmark: __Fieldmark__154577_1544395550][bookmark: __Fieldmark__170280_215500757][bookmark: __Fieldmark__65184_1544395550][bookmark: __Fieldmark__56775_1544395550][bookmark: __Fieldmark__51648_1544395550][bookmark: __Fieldmark__46966_1544395550][bookmark: __Fieldmark__42807_1544395550][bookmark: __Fieldmark__36916_1544395550][bookmark: __Fieldmark__33324_1544395550][bookmark: __Fieldmark__30030_1544395550][bookmark: __Fieldmark__25317_1544395550][bookmark: __Fieldmark__21042_1544395550][bookmark: __Fieldmark__18367_1544395550][bookmark: __Fieldmark__40708_1283613795][bookmark: __Fieldmark__19728_1544395550][bookmark: __Fieldmark__22426_1544395550][bookmark: __Fieldmark__28405_1544395550][bookmark: __Fieldmark__31641_1544395550][bookmark: __Fieldmark__35080_1544395550][bookmark: __Fieldmark__38816_1544395550][bookmark: __Fieldmark__44857_1544395550][bookmark: __Fieldmark__49371_1544395550][bookmark: __Fieldmark__54106_1544395550][bookmark: __Fieldmark__62446_1544395550][bookmark: __Fieldmark__69646_1544395550]|_|  De novo genome assembly 
Please note: In case of publication of this assembly, the facility should be associated as an author.
[bookmark: __Fieldmark__5541_749262356]|_|  Annotation

|_| Mapping of identified modifications on reference genome.
· Version :
· Download site (UCSC, specific site):  

[bookmark: __Fieldmark__247571_215500757][bookmark: __Fieldmark__139599_215500757][bookmark: __Fieldmark__134736_1544395550][bookmark: __Fieldmark__131562_1544395550][bookmark: __Fieldmark__133263_1544395550][bookmark: __Fieldmark__154661_1544395550][bookmark: __Fieldmark__170370_215500757][bookmark: __Fieldmark__65323_1544395550][bookmark: __Fieldmark__56902_1544395550][bookmark: __Fieldmark__51763_1544395550][bookmark: __Fieldmark__47069_1544395550][bookmark: __Fieldmark__42898_1544395550][bookmark: __Fieldmark__36996_1544395550][bookmark: __Fieldmark__33391_1544395550][bookmark: __Fieldmark__30085_1544395550][bookmark: __Fieldmark__25360_1544395550][bookmark: __Fieldmark__21073_1544395550][bookmark: __Fieldmark__18386_1544395550][bookmark: __Fieldmark__40710_1283613795][bookmark: __Fieldmark__19753_1544395550][bookmark: __Fieldmark__22463_1544395550][bookmark: __Fieldmark__28454_1544395550][bookmark: __Fieldmark__31702_1544395550][bookmark: __Fieldmark__35153_1544395550][bookmark: __Fieldmark__38901_1544395550][bookmark: __Fieldmark__44954_1544395550][bookmark: __Fieldmark__49480_1544395550][bookmark: __Fieldmark__54227_1544395550][bookmark: __Fieldmark__62579_1544395550][bookmark: __Fieldmark__69791_1544395550]|_| Others: 




	ADDITIONAL INFORMATION

	VALORIZATION

The technical contribution of the platform must be recognized and mentioned clearly in the publications or reports in the following way: “We acknowledge the sequencing and bioinformatics expertise of the I2BC High-throughput sequencing facility, supported by France Génomique (funded by the French National Program "Investissement d’Avenir" ANR-10-INBS-09)”. A copy of the communication/publication will have to be sent (PDF) to the staff of the platform (i2bc-sequencage@i2bc.paris-saclay.fr).
The intellectual property of the inventors will be protected in agreement with the general rules in force at CNRS.
Know-how and knowledge implemented by the Platform(s) I2BC to carry out the performances of service remain the property of CNRS; consequently any improvement of know-how will remain the property of CNRS. 
The property of the results of the services belongs to the customer.

INVOICING

Following the reception of this form, an estimate will be sent to you by e-mail. Thanks for forwarding to us a copy of the estimate signed for agreement as well as the purchase order corresponding to this estimate before the beginning of your service (no service will be able to start without preliminary reception of the purchase order). An invoice will be emitted after the complete realization of the ordered services (average time 3 months after returned results).

PRIVACY
Each part begins not to publish nor to reveal some way that it either the scientific information, technical or commercial of the other Part, and in particular former knowledge belonging to the other Part of which it could be aware at the time of the execution of the services and this, as long as this information is not accessible to the public. This commitment will remain in force during five years (5 years) as from the date of emission of the invoice, notwithstanding the resolution of the order or the implementation of the avoidance clause of present the TERMS AND CONDITIONS (TERMS AND CONDITIONS detailed in the quotation). 
Any publication or communication of the bearing Customer on the results of the services must indicate that these results were got by the Platform(s) I2BC. It should not in no case to reveal the know-how implemented by the Platform(s) I2BC.





	Possible modifications following exchange with the user
(to be completed by the platform only)

	












Guidelines for sample preparation

Before preparing your material for sequencing, please carefully read these guidelines 

Samples must be in 1.5 or 2mL tubes. 

Distinctly write the sample codes received with your quote on the lid of your tubes.
Please avoid using stickers. 
Feel free to add any useful information on the side of the tube.

We exclusively rely on the Qubit fluorometric quantitation system (Thermo Fisher) for any nucleic acid quantification. Shortly after reception a Qubit quantification of your samples will be performed. Note that spectrometric methods (such as Nanodrop) often provide an overestimation of the concentration and are very sensitive to contaminants (chemicals or other nucleic acids).

If your material does not follow the described criteria, please contact us before sending your samples.

Genomic DNA libraries:

High molecular weight genomic DNA extraction kits are highly recommended.

Please provide us with 3 µg of genomic DNA. The concentration should be at least of 20 ng/ µL (measured with Qubit), in Tris 10mM buffer (pH 7.5 – 8) or H2O.
Please contact us if you can’t respect those conditions.

Do not use TE buffer or any buffer containing EDTA, as it can inhibit some enzymatic reactions.

DNA must be in a clear solution without any precipitate.
DNA should be checked by running an aliquot on agarose gel.
If you have a Field Inversion Gel Electrophoresis System, or any system who permit checking the high molecular weight of samples, please send us the results.

There should be no significant degradation or small size material visible on the gel.



RNA Libraries: 300 ng of polyA+ RNAs in H20. RIN should be >8
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