FICHE  META_INFORMATION_PARAMETRES

(à remplir par le responsable du paramètre)

1. Nom du DATASET / Data SET NAME

Data set Name (list of the measured parameters): 
Bacterial sequencing
PROJET-ETUDE / PROJECT TITLE

Campaign  NAME:   GreenEdge – Icecamp – 2015
LEG :  
Date begin: 14 Mai
Date end:  10 June
Chief Scientist: Marcel Babin 
Address :

Université Laval - UMI Takuvik

1045 avenue de la médecine

Québec, QC, G1V0A6, Canada




OPERATION (if Relevant)

Sampling method : 
Station number-Cast number :  

Operation code :

2. RESPONSABLE SCIENTIFIQUE du paramètre / PI of the parameter


3. DATASET contact 


4. INFORMATION GEOGRAPHIQUES /  GEOGRAPHIC INFORMATION

Predefined site (if relevant):  ice camp
Location:

LATITUDE: 

LONGITUDE   
5. DESCRIPTION DES INSTRUMENTS /  INSTRUMENTS DESCRIPTION (if Relevant) 

Instrument Type: 

Manufacturer:  
Model: 
Instrument Features / Calibration:

6. DESCRIPTION DES PARAMETRES /  PARAMETERS DESCRIPTION

6.1. Ce qui a été collecté, mesuré et comment / How was the parameter collected and measured (include references for analytical methods)?  

Sampling For sea ice (melted and dilluted in FSW), water column and snow samples : filtration of through 0.8 and 0.2 µm nucleopore filters.

For aerosol samples : filtration through 0.7µm GFF filters.

Following filtration, samples have been kept at -80 celcius

Analytical procedure: (briefly, could be a short recall to a published reference):

DNA extraction and PCR amplification


Genomic DNA was obtained from the filters by treatment with lysozyme-sodium dodecyl sulfate (SDS) followed by phenol-chloroform extraction and subsequent precipitation using ethanol. The concentration of DNA was determined spectrophotometrically following treatment with RNase (Sambrook et al, 1989). For ribosomal diversity analysis, the V4 region of the bacterial and archaeal 16S rDNA genes (16S) was amplified using universal primer set, 515F (5′ GTGCCAGCMGCCGCGGTAAA-3′) and 806R (5′-GGACTACVSGGGTATCTAAT-3′) (Caporaso et al, 2012) and using 1U Pfu DNA polymerase (Promega). The 16S amplicons were sequenced by the MiSeq Illumina (paired end 2* 250) platform Get of genotoul. 

Units:
Sensor Precision:

6.2. Décrire quels types de données sont nécessaires pour vous compléter votre propre jeu de données avant envoi à la base de données, et estimer le délai avant la disponibilité de vos données pour la base de données / Post-cruise data analysis/treatment required, and the time frame for this

Estimated Date of Delivery : 

7. REFERENCES BIBLIOGRAPHIQUES

Caporaso JG et al. Ultra-high-throughput microbial community analysis on the Illumina HiSeq and MiSeq platforms. ISME 2012; J 6: 1621-1624.
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