11 Jan ‘03


My first job today is cocking the bottles on the CTD.  Part of my job includes delegating some of the work to other people (as it is a time consuming job with just one person working on it).  I was responsible for the final check which meant making sure all air valves are shut, the nipples on the Niskin bottles are pulled out and twisted and making sure the tranmissometer was wiped clean with Milli- water and a Kim wipe.


My second task today was Ap/Ad.  First I rinsed the filtration system with Milli-Q water.  Next, I put six GFF filters into the filtration system.  I gathered six 1L bottles and six 2L bottles.  I rinsed each bottle three times with the corresponding sample water and then filled the bottles.  I filtered the 1L bottles through the filtration system first.  I then filtered the 2L bottles through the system.  Once all samples were filtered, I gather 6 labeled pertri dishes and place a drop of filtered seawater on each dish.  I put one used filter in each dish.  I prepared blanks by wetting two clean GFF filters with filtered seawater.  I brought all my samples into the main lab and turned on the spectrophotometer and opened the UV-2401 program on the laptop.  I cleaned two quartz slides with Milli-Q water and ethyl alcohol.  I dried them with a kimwipe.  Next, I mounted the clean filters onto the slides by placing a drop of filtered seawater on each slide and placing the filter on top of that.  I loaded them into the spectrophotometer and checked the wavelength 55nm to make sure the filters were in the proper place.  I then ran a baseline.  After I ran a successful baseline, I ran my samples through one at a time.  I had some neat stuff on sample 6.  There were two colonies of trigodessmein (sp??)  (Trichodesmium)on the filter.  Afterwards I looked at sample 6 under the microscope.  I could tell that there were a lot of organisms in the colony because under the scope I could see individual strands of the colonies and how they were interconnected.  


The next step in the Ap/Ad process is to soak the filters in methanol for 30 minutes.  I placed the filters in the filtration system and added methanol to each one.  While I waited for my filter samples, I did my fluorometer measurements from the previous day.  To do this, I shut the shade in the main lab and took the samples out of the refrigerator.  I measured out 5mL 90% acetone and place this in a clean test tube, covered in parafilm.  I ran this as my blank.  While I waited for the blank to run, I put about 150mL 10% HCl in a glass container, clearly marked and placed this next to the fluorometer.  By making a second bottle of HCl (that wasn’t a squirt bottle) it allows us to be more precise with the amount of HCl we add to each sample.  


I ran each sample and recorded the data.  To run a sample, you take the filter out of the test tube, remove the label tape and place the tube in the fluorometer, covering it with the cap.  After waiting for the machine to make a measurement, I added 4 drops 10% HCl, placed this back into the fluorometer, and recorded the number.  I did this for all six samples. 


Once this was finished, I went back to the wet lab to retrieve my filter samples.  I drained the methanol and rinsed each sample with Milli-Q water.  I placed the samples back in their respective petri dishes and brought them back to the spectrophotometer.  I ran another blank and then follow the same procedure as before to read each sample.  The curves I got for these samples represent the light absorbance of detritus in the samples.  The most important step in this process is reading the blanks.  I learned a good baseline is essential for a good run of samples.  
Good A+
