Dear NGS User,

We would like you to fill out this basic form before we initiate the discussion with you regarding the NGS project. This will give us a basic idea about the project. In case, some fields are not clear, please leave it blank.
Thanks.
1) Name of the Organism (Common and/or Scientific Name)
Example: Rice, Oryza sativa
​________________________________________________________________  _________________________________________________________________
2) Type of Sample(s)
      Example: Genomic DNA (or whole genome)
                      Total RNA (or Transcriptome), Small RNA
                            Pull Down RNA from ChIP experiment 
________________________________________________________________________________________________________________________________________
            ___________________________________________________________________
3) Type of Libraries? 
Example: DNA/ RNA/ Stranded RNA/ Mate Pair/ Exomes/ PCR amplicons/16S rRNA/ ddRAD seq/ HLA typing


_________________________________________________________________  


___________________________________________________________________
4) If genomic DNA, what is the genome size?
      Example: 400 Mb for Rice genome. If unknown, please provide the genome estimation          data using FACS or related species. (For details regarding FACS service at C-CAMP, please visit http://www.ccamp.res.in/flow-cytometry) 
_____________________________________________________________________  

            _____________________________________________________________________
5) GC content of the genome?
Example: 38% for Rice (This is critical when multiplexing/indexing more than one samples per lane; Samples with different GC content can NOT be sequenced in the same lane due to read variability issues)
_____________________________________________________________________
_____________________________________________________________________
6) Number of samples to be sequenced?
      Example: 2 samples per lane for Rice cultivars
(Note: Lower the samples per lane, more will be the depth. For paired end read, the output is ~200-250 million reads and for single end  read, output is ~100-125 million reads).
________________________________________________________________________________________________________________________________________
7) Type of NGS Sequencer?
Example: Illumina HiSeq:  http://www.illumina.com/
    _______________________________________________________________________________________________________________________________________
8) How many lanes would you like to use?

Example: 2 lanes in Illumina HiSeq
_______________________________________________________________________________________________________________________________________
9) What is the total number of reads you require?
Example: 120 million reads will give 30 X coverage for 1 Rice genome.
_______________________________________________________________________________________________________________________________________
10) What coverage do you want for your sample?
Example: 40X coverage of Rice genome
(Note: We can not provide coverage for Transcriptome sequencing, as it is highly variable under different conditions.)
__________________________________________________________________________________________________________________________________________
11) Is there any reference information/papers available about this project? If yes,  
please provide details (please send us the link or the PDFs).
Example: Yes, http://rice.plantbiology.msu.edu
__________________________________________________________________________________________________________________________________________
12) Please briefly describe your research project. 
__________________________________________________________________________________________________________________________________________
__________________________________________________________________________________________________________________________________________

__________________________________________________________________________________________________________________________________________
Please note, before submitting the samples to the NGGF facility, C-CAMP, you will be required to submit the following documents:
a) Gel Picture
b) OD (260/280) of Samples
c) Service Requisition Form
d) Cover Letter
e) Annexure
f) Order Confirmation
Note:  Additional information to users before designing the experiments: 
	Sample
	Organism (Genome size)
	Minimum and Maximum Number of samples per lane (Illumina)
	Coverage 

	DNA
	Bacteria (5 Mb)
	6-24
	800x - 200x

	DNA
	Fungus (40 Mb)
	3-12
	200x – 50x

	DNA
	Eukaryotes (1000 Mb) 
	1
	30x

	RNA / small RNA

	All organisms
	4-6
	Depends on the organism

	ChIP Seq
	All organisms
	

4-6

	Depends on the target

	Exome
	Only Human
	2-6
	125x - 50x

	RAD Seq
	Plants/Animals
	>24
	>30x

	HLA
	Humans and mammals
	40-80 (with 8 Exons per sample)
	100x - 50x


IMPORTANT: Please note that we do NOT accept tissues or cells in the facility. We accept only extracted and purified RNA samples (DNase treated) and DNA samples (RNase treated) from bacteria, cells and tissues.
