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     ######

  ######
DATA TRANSFER & IMAGE CONVERSION INSTRUCTIONS  
     ######

  ######


.
…AS EASY AS  1-2-3.



     ######

  ######                         
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  ################################################################################

  ######










     ######

  ######      Intended for all PIs who scan on 3T (Siemens-Trio) or 1.5T (Siemens-Sonata)    ######

  ######    


scanner at YALE - MRRC Lab.



     ######

  ######










     ######

  ################################################################################

  All MR studies conducted on both 1.5T and 3T scanners will be transferred to our server  automatically,  immediately after scanning. The studies can then be converted from DICOM format to Analyze format using an in-house software utility available on any of the workstations in the lab. The MR techs will perform step A, the investigators need to perform steps 1,2 and 3.

Task performed by the MR Tech:

 A. The data will be moved from the scanners to /data1/trio_transfer on the MRRC server for the 3T system, and to /data1/sonata_transfer for the 1.5T system. The MR Techs will provide the PIs with the following information from the scan :-


a)  Study Number 


b)  PI's Name 

Task performed by the PI:

 1. You can easily locate your study directory on the MRRC server by simply typing the command FindMyStudy followed by the name of the scanner ( trio / sonata ) in a terminal window on any of the linux workstations in the MRRC lab.


Example:-




FindMyStudy trio

  This should print something like this :-

  ############################################################################

  

                          Find my Study Script

   

                        ---------------------

   

            USAGE : /usr/bin/FindMyStudy  <Directory Name>

   

      <Directory Name> - Transfer Directory that contains DICOM Images

############################################################################

  


           Changing into trio directory

  -------------------------------------------------------------------------------------------------------------------

 |    trio_20031130_092954639   |       PI's Name - > swain

|       StudyNumber - > tr435   |

 |    trio_20031201_201828354   |       PI's Name - > whalen

|       StudyNumber - > tr441   |

 |    trio_20031202_135953925   |       PI's Name - > hampson
|       StudyNumber - > tr443   |

 |    trio_20031203_111355677   |       PI's Name - > Sherwin
|       StudyNumber - > tr445   |

 |    trio_20031203_211341972   |       PI's Name - > hampson
|       StudyNumber - > tr448   |

 |    trio_20031204_113453119   |       PI's Name - > ramani 

|       StudyNumber - > tr449   |

 |    trio_20031204_203514980   |       PI's Name - > chun

|       StudyNumber - > tr453   |

 |    trio_20031205_125442231   |       PI's Name - > Schultz

|       StudyNumber - > tr455   |

 |    trio_20031205_143135802   |       PI's Name - > marshuetz  
|       StudyNumber - > tr456   |

 |    trio_20031205_174956723   |       PI's Name - > driesen          
|       StudyNumber - > tr457   |

 |    trio_20031205_194449010   |       PI's Name - > abp                
|       StudyNumber - > tr458   |

 |    trio_20031208_104312936   |       PI's Name - > mathalon      
|       StudyNumber - > tr459   |

 |    trio_20031208_150106359   |       PI's Name - > hampson      
|       StudyNumber - > tr460   |

 |    trio_20031208_183042085   |       PI's Name - > schultz         
|       StudyNumber - > tr461   |

 |    trio_20031208_200324373   |       PI's Name - > whalen         
|       StudyNumber - > tr462   |

 |    trio_20031209_155730633   |       PI's Name - > mathalon      
|       StudyNumber - > tr465   |

  -------------------------------------------------------------------------------------------------------------------

 |                                            


Thank You                                               

|

  -------------------------------------------------------------------------------------------------------------------

  Here the first column represents the name of your study directory on the server, the second column   

  indicates the name of the PI, while the third column indicates your Study Number. So with the data 

  provided to you by the MR tech, you should be able to figure out the name of your study directory on  the server.

2. Once you know the name of your study directory on the MRRC server, burn a CD of this original   data which was acquired at the scanners in Dicom format. To do so type,


sudo /usr/local/CDR/scripts/burn_cd  /data1/trio_transfer/your_study_directory_name
or


sudo /usr/local/CDR/scripts/burn_cd  /data1/sonata_transfer/your_study_directory_name   


depending on whether your MR scan was done on the 1.5T (sonata) or the 3T (trio) scanner.

If you want to be double sure that everything was copied correctly onto the CD, run the following command to see if  there is any difference in the data diretcory on the CD compared to that on the MRRC server.



diff –r /mnt/cdrom /data1/trio_transfer/your_study_directory
or



diff –r /mnt/cdrom /data1/sonata_transfer/your_study_directory

 3a. Change directory to your directory on the MRRC server or any local directories on any of the machines in MRRC lab where you have been assigned space. If you do not have any space assigned please contact Jeetu.


Example:-
cd /data1/mri_group/jeetu_data

or




cd /huey7/jeetu_data



 3b. Now run the following utility to convert your study from Dicom to Analyze format.


ImageConversion /data1/trio_transfer/your_study_directory_name    or 


ImageConversion /data1/sonata_transfer/your_study_directory_name 

Please note  that ImageConversion now accepts the flags +spm and +rd. See below for explanation.

Syntax:


ImageConversion  <dir> <options>

where   <dir>   -   Directory that contains DICOM Images

             <options> +spm (creates a tree-like structure for use with SPM)

                              +rd n ,where n is the number of initial acquisitions to remove

                          (this removes the specified number of initial acquisitions from all Functional Series)

  This utility will convert your study into Analyze format and save it in your current location. So it 

  is extremely important to first change directory to your directory where you want the data to be saved. Please note that you cannot run this command from your home directory as no MR data should be stored in your home directory.

 *********************************************************************************

 **     You should not copy the original dicom data from the server to yet another directory for a     **

 **  backup. Please burn a cd of the Dicom data as explained above. The new ImageConversion      **

 **   script directly reads data from the server and does not modify or delete the original data the     **

 **   the way the earlier script did.                                                             



   **

 *********************************************************************************

       Also Note that you can do steps 2 and 3 simultaneously. You can burn a CD of your dicom data 

       while converting it to analyze format, since the original data on the server (/data/X'fer)

       directory is never touched. It is simply read by the ImageConversion Utility.

  This script will convert all the dicom files to analyze format and create a new directory in your current   location. This new  directory will be named according to a predefined convention used at MRRC. It will be called StudyNumber_PI'sName (This uses the same information that the was provided to you by the MR Tech). 

  This analyze format data can then be read into our in-house software or most other image processing packages.

        ******************************************************************

        ****                               VERY IMPORTANT MESSAGE                              ****

        ******************************************************************

        ****









****

        ****    Note that data will be removed from the /data1/*_transfer directory
****

        ****     1 week after it was moved there. Investigators are responsible for
****

        ****      their own data backup. So be sure to backup your data from the 
****

        ****      transfer directory on a CD as soon as possible. 


****

        ****                                                                                                                    ****

        ******************************************************************

        ****                    If you have any questions, contact ~Jeetu~


****

        ******************************************************************


SOME TROUBLESHOOTING TIPS FOR IMAGE CONVERSION UTILITY 



When you run ImageConversion, You might see some messages.              


Most of them are self explanatory. But some of them might bother some.         


A good example of this would be,                              


** WARNING **: stack slices : Different 'patient_slice_orient' found          


** WARNING **: stack slices : Different 'patient_slice_orient' found         


You would see this  warning message just before it says,                    


Now stacking all 2ds in Series 1 to 1 3d                               


All this warning means is, that it is going to stack files in Series 1,       


which were in different orientations. For most of you, this would be true    


as the first series that you would scan would probably be a 3 plane localizer


which had the 3 slices in 3 different planes. See, nothing to worry about.  


Another message, that you could possible see is ,                          


mv: cannot stat `FunctionalSeriesLogFile': No such file or directory      


This message means that it couldn’t move FunctionalSeriesLogFile because it simply


couldn't find it. This would be true if you only had structurals or anatomical


series in your scan. Similarly you would see a message about anatomical series


log file, if you only had Functional Series in your scan, and no anatomicals.  


If you see a message like below,                                              


------  WARNING         WARNING         WARNING         WARNING ------       


------  ABORTING       ABORTING         ABORTING      ABORTING ------      


------          

ImageConversion has aborted.                   
        ------     


------ 
You cannot run Image Conversion from your home directory      ------    


that's because you possibly tried to run ImageConversion from your home dir.   


Change directory to your space on the server or any other local machine in    


the MRRC lab and try again.                                                  

If you ever see a message that you don’t understand, or isn't explained here please inform ~Jeetu~ about it, preferably by cutting and pasting the error message into an email message.                                         

