FICHE  META_INFORMATION_PARAMETRES

(à remplir par le responsable du paramètre) / (to be filled by the person in charge of the parameter)

1. PARAMETRES CONCERNES / Parameters 

Name of the Parameter :  Total hydrolysable amino acid (THAA) concentrations in non-filtered (total) and filtered (dissolved) water samples. 23 amino acids in two types of samples = 46 parameters:


[L-Methionine]total; [L-Methionine]dissolved 

[L-Tyrosine]total; [L-Tyrosine]dissolved 

[L-Histidine]total; [L-Histidine]dissolved 

[Gamma-aminobutyric acid]total; [Gamma-aminobutyric acid]dissolved 

[L-Isoleucine]total; [L-Isoleucine]dissolved; 

[L-Phenylalanine]total; [L-Phenylalanine]dissolved 

[L-Leucine]total; [L-Leucine]dissolved 

[D-Leucine]total; [D-Leucine]dissolved 

[Beta-alanine]total; [Beta-alanine]dissolved 

[L-Lysine]total; [L-Lysine]dissolved 

[L-Arginine]total; [L-Arginine]dissolved 

[L-Serine]total; [L-Serine]dissolved 

[D-Serine]total; [D-Serine]dissolved 
[L-Threonine]total; [L-Threonine]dissolved 

[L-Glutamine + L-Glutamic acid]total; [L-Glutamine + L-Glutamic acid]dissolved 

[D-Glutamine + D-Glutamic acid]total; [D-Glutamine + D-Glutamic acid]dissolved 
[L-Valine]total; [L-Valine]dissolved 

[D-Valine]total; [D-Valine]dissolved 

[L-Alanine]total; [L-Alanine]dissolved 

[D-Alanine]total; [D-Alanine]dissolved 

[L-Asparagine + L-Aspartic acid]total; [L-Asparagine + L-Aspartic acid]dissolved 
[D-Asparagine + D-Aspartic acid]total; [D-Asparagine + D-Aspartic acid]dissolved 

[Glycine]total; [Glycine]dissolved
2. OPERATION & CAMPAGNE & PIs / OPERATION & CAMPAIGN&PIs

Sampling method : Liquid samples were collected from the Trace-Metal-Clean Rosette (TMR). 

Station number-Cast number :  Stations: RK2-2,E1-1,TEW2, E1-4-W, A3-2, E1-5

Operation code : 063, 098, 115, 219, 264, 285
3. PROJET  ETUDE / PROJECT TITLE

Campaign  NAME : KEOPS2

Projetc Leader: Stéphane Blain (stephane.blain@obs-banyuls.fr) 

Address :
Laboratoire d'Océanographie Microbienne (LOMIC)



UMR 7621 CNRS UPMC



avenue du Fontaulé



66650 Banyuls sur mer

Chief Scientist:  Bernard Queguiner (bernard.queguiner@univ-amu.fr)

Address :
Institut Méditerranéen d'Océanographie



Université d'Aix-Marseille



UMR CNRS 7294/UR IRD 235



Campus de Luminy, case 901



F-13288 Marseille Cedex 09

4. RESPONSABLE SCIENTIFIQUE du paramètre / PI of the parameter

1) 

Name : Luc Tremblay

Adresse : Département de Chimie et Biochimie Université de Moncton Canada

Adresse actuelle: Laboratoire d’Oceanographie Microbienne (LOMIC) Observatoire océanologique de Banyuls sur Mer Avenue du Fontaulé 66650 Banyuls sur Mer, France

Tel : 001 506-858-4333 (Canada); LOMIC:  04 30 19 24 28

Fax: 001 506-858-4541 (Canada) ; LOMIC 04 68 88 73 95

e-mail : luc.tremblay@umoncton.ca
2) 

Name : Ingrid Obernosterer

Adresse : Laboratoire d’Oceanographie Microbienne (LOMIC) Observatoire océanologique de Banyuls sur Mer Avenue du Fontaulé 66650 Banyuls sur Mer, France

Tel : 0468887353

Fax: 04 68 88 73 95

e-mail : ingrid.obernosterer@obs)-banyuls.fr

5. DESCRIPTION DES PARAMETRES /  PARAMETERS DESCRIPTION

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

Sampling: tableau des prélèvements
	Date
	Station 
	profondeur
	n° bouteille
	échantillons filtrés
	échantillons non filtrés

	 
	 
	 
	 
	 
	 

	27/10/11
	RK2-2
	1500
	1
	X
	X

	 
	 
	1000
	2
	X
	X

	 
	 
	700
	3
	X
	X

	 
	 
	500
	4
	X
	X

	 
	 
	400
	5
	X
	X

	 
	 
	350
	6
	X
	X

	 
	 
	300
	7
	X
	X

	 
	 
	200
	8
	X
	X

	 
	 
	140
	9
	X
	X

	 
	 
	100
	10
	X
	X

	 
	 
	70
	11
	X
	X

	 
	 
	40
	12
	X
	X

	 
	 
	 
	 
	 
	 

	30/10/11
	ED1-1
	1300
	1
	X
	X

	 
	 
	1000
	2
	X
	X

	 
	 
	700
	3
	X
	X

	 
	 
	500
	4
	X
	X

	 
	 
	300
	5
	X
	X

	 
	 
	250
	6
	X
	X

	 
	 
	200
	7
	X
	X

	 
	 
	160
	8
	X
	X

	 
	 
	120
	9
	X
	X

	 
	 
	70
	10
	X
	X

	 
	 
	40
	11
	X
	X

	 
	 
	20
	12
	X
	X

	 
	 
	 
	 
	 
	 

	31/10/11
	TEW2
	62
	1
	X
	X

	 
	 
	50
	3
	X
	X

	 
	 
	40
	5
	X
	X

	 
	 
	30
	7
	X
	X

	 
	 
	15
	10
	X
	X

	 
	 
	 
	 
	 
	 

	11/11/2011
	E1-4-W
	1100
	1
	X
	X

	 
	 
	700
	3
	X
	X

	 
	 
	500
	4
	X
	X

	 
	 
	230
	6
	X
	X

	 
	 
	180
	7
	X
	X

	 
	 
	150
	8
	X
	X

	 
	 
	 
	 
	 
	 

	17/11/11
	A3-2
	300
	4
	X
	X

	 
	 
	210
	5
	X
	X

	 
	 
	150
	6
	X
	X

	 
	 
	110
	8
	X
	X

	 
	 
	69
	10
	X
	X

	 
	 
	37
	12
	X
	X

	 
	 
	 
	 
	 
	 

	19/11/11
	E1-5
	350
	6
	X
	X

	 
	 
	200
	7
	X
	X

	 
	 
	150
	8
	X
	X

	 
	 
	110
	9
	X
	X

	 
	 
	70
	10
	X
	X

	 
	 
	25
	12
	X
	X


Seawater samples were collected from the Trace-Metal-Clean Rosette (TMR) in acid-washed Schott glass bottles (500 ml). Raw seawater or GFF-filtered seawater samples were stored in acid washed HDPDE-bottles (30 ml) and kept frozen (-20°C) until analyses in the home lab. 
Analytical procedure : (briefly, could be a short recall to a published reference):

One mL of seawater are hydrolyzed with 6 mol L-1 HCl at 110ºC for 20 h in a sealed ampoule containing 0.12 µmol mL-1 ascorbic acid. After hydrolysis, the HCl is removed by repeated vacuum drying (Genevac EZ2 evaporator) and water dissolutions. Pre-column derivatization with OPA and N-isobutyryl-L-cysteine (L-reagent run) or OPA and N-isobutyryl-D-cysteine (D-reagent run) is performed in a borate buffer (pH 9.5). Separation and detection are performed on a Dionex UltiMate 3000 system with a fluorescence detector (excitation: 330 nm, emission: 450 nm) and a C-18 LiCrospher 100 RP-18 column (4 x 250 mm, 5 µm beads) with guard column (4 x 4 mm, 5 µm). The flow rate is 0.8 mL min-1 and the column temperature is 20˚C. A mobile phase linear gradient is applied, from 100% 40 mmol L-1 KH2PO4 (pH 6.2) to 39%, 54%, and 60% methanol:acetonitrile (13:1 v:v) after 50, 72, and 80 min, respectively. Yields of hydrolyzable amino acids are corrected for chemical racemization occurring during hydrolysis. Racemization rates for individual free and protein amino acids are measured (Kaiser and Benner 2005), and the average of these rates are used for corrections. Peaks of D-AA leading to zero or negative values after average racemization correction are considered hydrolysis artifacts and thus rejected. D-AA peaks showing more than 15% variability between the L- and D-reagent runs are also rejected. Such variability indicates coelution problems. Hydrolysis converted asparagine (Asn) and glutamine (Gln) to aspartic acid (Asp) and glutamic acid (Glu), respectively. Quantifications are done using external standards and a procedural blank.
Units: 

Concentration in nanomolar (nanomoles / litre) or (M

5.2. 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 : 

Décembre 2012

5.3. Estimations des erreurs, précision, sensibilité des données / Error estimates, precision and accuracy of the data

Replicate (n = 3) analyses (hydrolysis, separation and detection) revealed a relative standard deviation between 5 and 12% for individual amino acids (Kaiser and Benner, 2005).
6. REFERENCES BIBLIOGRAPHIQUES

Kaiser K. and Benner R. (2005) Hydrolysis-induced racemization of amino acids. Limnol. Oceanogr. Methods 3, 318-325.






