BT138779:Melissa hatmel$ recon-all -subject 1306_A -i 1306/T1w/T1w_MPR.nii.gz -T2 1306/T2w/T2w_SPC.nii.gz -T2pial -all -qcache
fs-check-version --s 1306_A --o /var/folders/nz/5h46_w0978n5d58frkw_j4ywqwp0hs/T//tmp.EkYDtK
Mon Nov  7 14:24:26 CST 2022

setenv SUBJECTS_DIR /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa
cd /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa
/Applications/freesurfer/7.3.2/bin/fs-check-version --s 1306_A --o /var/folders/nz/5h46_w0978n5d58frkw_j4ywqwp0hs/T//tmp.EkYDtK
-rwxr-xr-x  1 root  wheel  18565 Aug  4 01:39 /Applications/freesurfer/7.3.2/bin/fs-check-version

freesurfer-darwin-macOS-7.3.2-20220804-6354275
$Id$
Darwin BT138779 22.1.0 Darwin Kernel Version 22.1.0: Sun Oct  9 20:14:54 PDT 2022; root:xnu-8792.41.9~2/RELEASE_X86_64 x86_64
pid 7266
Current FS Version freesurfer-darwin-macOS-7.3.2-20220804-6354275
Subject does not have a bstampfile, copying /Applications/freesurfer/7.3.2/build-stamp.txt
cp: /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/scripts/build-stamp.txt: fchmod failed: Permission denied
Subject FS Version: freesurfer-darwin-macOS-7.3.2-20220804-6354275
No constraints on version because REQ=UnSet and FsVerFile=NotThere
#@#% fs-check-version match = 1
fs-check-version Done
cp: /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/scripts/lastcall.build-stamp.txt: fchmod failed: Permission denied
INFO: SUBJECTS_DIR is /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa
Actual FREESURFER_HOME /Applications/freesurfer/7.3.2
Darwin BT138779 22.1.0 Darwin Kernel Version 22.1.0: Sun Oct  9 20:14:54 PDT 2022; root:xnu-8792.41.9~2/RELEASE_X86_64 x86_64
/Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A
\n mri_convert /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306/T1w/T1w_MPR.nii.gz /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig/001.mgz \n
mri_convert /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306/T1w/T1w_MPR.nii.gz /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig/001.mgz 
reading from /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306/T1w/T1w_MPR.nii.gz...
TR=2500.00, TE=0.00, TI=0.00, flip angle=0.00
i_ras = (0.995333, 0.0927605, 0.026607)
j_ras = (-0.0928165, 0.995683, 0.000872351)
k_ras = (-0.0264112, -0.00333785, 0.999646)
writing to /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig/001.mgz...
#--------------------------------------------
#@# T2/FLAIR Input Mon Nov  7 14:24:40 CST 2022
/Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A
\n mri_convert --no_scale 1 /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306/T2w/T2w_SPC.nii.gz /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig/T2raw.mgz \n
mri_convert --no_scale 1 /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306/T2w/T2w_SPC.nii.gz /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig/T2raw.mgz 
reading from /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306/T2w/T2w_SPC.nii.gz...
TR=3200.00, TE=0.00, TI=0.00, flip angle=0.00
i_ras = (0.995333, 0.0927605, 0.026607)
j_ras = (-0.0928165, 0.995683, 0.000872351)
k_ras = (-0.0264112, -0.00333785, 0.999646)
writing to /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig/T2raw.mgz...
#--------------------------------------------
#@# MotionCor Mon Nov  7 14:24:46 CST 2022
Found 1 runs
/Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig/001.mgz
Checking for (invalid) multi-frame inputs...
Only one run found so motion
correction will not be performed. I'll
copy the run to rawavg and continue.
usage: sleep seconds
\n cp /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig/001.mgz /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/rawavg.mgz \n
cp: /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/rawavg.mgz: fchmod failed: Permission denied
\n mri_info /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/rawavg.mgz \n
rawavg.mgz ========================================
Volume information for /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/rawavg.mgz
          type: MGH
    dimensions: 208 x 300 x 320
   voxel sizes: 0.800000, 0.800000, 0.800000
          type: SHORT (4)
           fov: 256.000
           dof: 1
        xstart: -83.2, xend: 83.2
        ystart: -120.0, yend: 120.0
        zstart: -128.0, zend: 128.0
            TR: 2500.00 msec, TE: 0.00 msec, TI: 0.00 msec, flip angle: 0.00 degrees
       nframes: 1
       PhEncDir: UNKNOWN
       FieldStrength: 0.000000
ras xform present
    xform info: x_r =   0.9953, y_r =  -0.0928, z_r =  -0.0264, c_r =     0.2277
              : x_a =   0.0928, y_a =   0.9957, z_a =  -0.0033, c_a =    10.6648
              : x_s =   0.0266, y_s =   0.0009, z_s =   0.9996, c_s =    31.1002

talairach xfm : 
Orientation   : RAS
Primary Slice Direction: axial

voxel to ras transform:
                0.7963  -0.0743  -0.0211   -68.0653
                0.0742   0.7965  -0.0027  -116.1076
                0.0213   0.0007   0.7997   -99.1728
                0.0000   0.0000   0.0000     1.0000

voxel-to-ras determinant 0.512

ras to voxel transform:
                1.2442   0.1160   0.0333   101.4457
               -0.1160   1.2446   0.0011   136.7191
               -0.0330  -0.0042   1.2496   121.1905
                0.0000   0.0000   0.0000     1.0000
/Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A
\n mri_convert /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/rawavg.mgz /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig.mgz --conform \n
mri_convert /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/rawavg.mgz /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig.mgz --conform 
reading from /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/rawavg.mgz...
TR=2500.00, TE=0.00, TI=0.00, flip angle=0.00
i_ras = (0.995333, 0.0927605, 0.026607)
j_ras = (-0.0928165, 0.995683, 0.000872351)
k_ras = (-0.0264112, -0.00333785, 0.999646)
changing data type from short to uchar (noscale = 0)...
MRIchangeType: Building histogram 0 3225 1000, flo=0, fhi=0.999, dest_type=0
Reslicing using trilinear interpolation 
writing to /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig.mgz...
\n mri_add_xform_to_header -c /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/transforms/talairach.xfm /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig.mgz /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig.mgz \n
INFO: extension is mgz
\n mri_info /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig.mgz \n
orig.mgz ========================================
Volume information for /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/orig.mgz
          type: MGH
    dimensions: 256 x 256 x 256
   voxel sizes: 1.000000, 1.000000, 1.000000
          type: UCHAR (0)
           fov: 256.000
           dof: 1
        xstart: -128.0, xend: 128.0
        ystart: -128.0, yend: 128.0
        zstart: -128.0, zend: 128.0
            TR: 2500.00 msec, TE: 0.00 msec, TI: 0.00 msec, flip angle: 0.00 degrees
       nframes: 1
       PhEncDir: UNKNOWN
       FieldStrength: 0.000000
ras xform present
    xform info: x_r =  -1.0000, y_r =  -0.0000, z_r =   0.0000, c_r =     0.2277
              : x_a =  -0.0000, y_a =  -0.0000, z_a =   1.0000, c_a =    10.6648
              : x_s =   0.0000, y_s =  -1.0000, z_s =   0.0000, c_s =    31.1002

talairach xfm : /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/transforms/talairach.xfm
Orientation   : LIA
Primary Slice Direction: coronal

voxel to ras transform:
               -1.0000  -0.0000   0.0000   128.2277
               -0.0000  -0.0000   1.0000  -117.3352
                0.0000  -1.0000   0.0000   159.1002
                0.0000   0.0000   0.0000     1.0000

voxel-to-ras determinant -1

ras to voxel transform:
               -1.0000   0.0000   0.0000   128.2277
               -0.0000   0.0000  -1.0000   159.1002
               -0.0000   1.0000  -0.0000   117.3352
               -0.0000  -0.0000  -0.0000     1.0000
#--------------------------------------------
#@# Talairach Mon Nov  7 14:24:57 CST 2022
/Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri
\n mri_nu_correct.mni --no-rescale --i orig.mgz --o orig_nu.mgz --ants-n4 --n 1 --proto-iters 1000 --distance 50 \n
/usr/bin/bc
/Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri
/Applications/freesurfer/7.3.2/bin/mri_nu_correct.mni
--no-rescale --i orig.mgz --o orig_nu.mgz --ants-n4 --n 1 --proto-iters 1000 --distance 50
nIters 1
FreeSurferEnv.csh 7.3.2
Darwin BT138779 22.1.0 Darwin Kernel Version 22.1.0: Sun Oct  9 20:14:54 PDT 2022; root:xnu-8792.41.9~2/RELEASE_X86_64 x86_64
Mon Nov  7 14:24:58 CST 2022
tmpdir is ./tmp.mri_nu_correct.mni.7669
cd /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri
AntsN4BiasFieldCorrectionFs -i orig.mgz -o ./tmp.mri_nu_correct.mni.7669/nu0.mgz --dtype uchar
AntsN4BiasFieldCorrectionFs done
mri_convert ./tmp.mri_nu_correct.mni.7669/nu0.mgz orig_nu.mgz --like orig.mgz --conform
mri_convert ./tmp.mri_nu_correct.mni.7669/nu0.mgz orig_nu.mgz --like orig.mgz --conform 
reading from ./tmp.mri_nu_correct.mni.7669/nu0.mgz...
TR=2500.00, TE=0.00, TI=0.00, flip angle=0.00
i_ras = (-1, -1.28057e-09, 0)
j_ras = (-1.86265e-09, -2.32831e-10, -1)
k_ras = (1.28784e-09, 1, 2.32831e-10)
INFO: transform src into the like-volume: orig.mgz
writing to orig_nu.mgz...
 
 
Mon Nov  7 14:26:51 CST 2022
mri_nu_correct.mni done
\n talairach_avi --i orig_nu.mgz --xfm transforms/talairach.auto.xfm \n
talairach_avi log file is transforms/talairach_avi.log...
mv -f /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/talsrcimg_to_711-2C_as_mni_average_305_t4_vox2vox.txt /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/transforms/talsrcimg_to_711-2C_as_mni_average_305_t4_vox2vox.txt
Started at Mon Nov 7 14:26:51 CST 2022
Ended   at Mon Nov  7 14:27:24 CST 2022
talairach_avi done
\n cp transforms/talairach.auto.xfm transforms/talairach.xfm \n
cp: transforms/talairach.xfm: fchmod failed: Permission denied
lta_convert --src orig.mgz --trg /Applications/freesurfer/7.3.2/average/mni305.cor.mgz --inxfm transforms/talairach.xfm --outlta transforms/talairach.xfm.lta --subject fsaverage --ltavox2vox
7.3.2

--src: orig.mgz src image (geometry).
--trg: /Applications/freesurfer/7.3.2/average/mni305.cor.mgz trg image (geometry).
--inmni: transforms/talairach.xfm input MNI/XFM transform.
--outlta: transforms/talairach.xfm.lta output LTA.
--s: fsaverage subject name
--ltavox2vox: output LTA as VOX_TO_VOX transform.
 LTA read, type : 1
 1.06667   0.08295   0.00140  -1.35793;
-0.10318   0.99936   0.17851  -31.44670;
-0.02552  -0.15717   1.12983  -25.44102;
 0.00000   0.00000   0.00000   1.00000;
setting subject to fsaverage
Writing  LTA to file transforms/talairach.xfm.lta...
lta_convert successful.
/Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/transforms /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri 
/Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri 
#--------------------------------------------
#@# Talairach Failure Detection Mon Nov  7 14:27:27 CST 2022
/Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri
\n talairach_afd -T 0.005 -xfm transforms/talairach.xfm \n
talairach_afd: Talairach Transform: transforms/talairach.xfm OK (p=0.7576, pval=0.6675 >= threshold=0.0050)
\n awk -f /Applications/freesurfer/7.3.2/bin/extract_talairach_avi_QA.awk /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/transforms/talairach_avi.log \n
\n tal_QC_AZS /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri/transforms/talairach_avi.log \n
TalAviQA: 0.97616
z-score: 0
#--------------------------------------------
#@# Nu Intensity Correction Mon Nov  7 14:27:27 CST 2022
\n mri_nu_correct.mni --i orig.mgz --o nu.mgz --uchar transforms/talairach.xfm --n 2 --ants-n4 \n
/usr/bin/bc
/Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri
/Applications/freesurfer/7.3.2/bin/mri_nu_correct.mni
--i orig.mgz --o nu.mgz --uchar transforms/talairach.xfm --n 2 --ants-n4
nIters 2
FreeSurferEnv.csh 7.3.2
Darwin BT138779 22.1.0 Darwin Kernel Version 22.1.0: Sun Oct  9 20:14:54 PDT 2022; root:xnu-8792.41.9~2/RELEASE_X86_64 x86_64
Mon Nov  7 14:27:27 CST 2022
tmpdir is ./tmp.mri_nu_correct.mni.7975
cd /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri
AntsN4BiasFieldCorrectionFs -i orig.mgz -o ./tmp.mri_nu_correct.mni.7975/nu0.mgz --dtype uchar
AntsN4BiasFieldCorrectionFs done
mri_binarize --i ./tmp.mri_nu_correct.mni.7975/nu0.mgz --min -1 --o ./tmp.mri_nu_correct.mni.7975/ones.mgz

7.3.2
cwd /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/mri
cmdline mri_binarize --i ./tmp.mri_nu_correct.mni.7975/nu0.mgz --min -1 --o ./tmp.mri_nu_correct.mni.7975/ones.mgz 
sysname  Darwin
hostname BT138779
machine  x86_64
user     hatmel

input      ./tmp.mri_nu_correct.mni.7975/nu0.mgz
frame      0
nErode3d   0
nErode2d   0
output     ./tmp.mri_nu_correct.mni.7975/ones.mgz
Binarizing based on threshold
min        -1
max        +infinity
binval        1
binvalnot     0
fstart = 0, fend = 0, nframes = 1
Found 16777216 values in range
Counting number of voxels in first frame
Found 16777215 voxels in final mask
Writing output to ./tmp.mri_nu_correct.mni.7975/ones.mgz
Count: 16777215 16777215.000000 16777216 99.999994
mri_binarize done
mri_segstats --id 1 --seg ./tmp.mri_nu_correct.mni.7975/ones.mgz --i orig.mgz --sum ./tmp.mri_nu_correct.mni.7975/sum.junk --avgwf ./tmp.mri_nu_correct.mni.7975/input.mean.dat

7.3.2
cwd 
cmdline mri_segstats --id 1 --seg ./tmp.mri_nu_correct.mni.7975/ones.mgz --i orig.mgz --sum ./tmp.mri_nu_correct.mni.7975/sum.junk --avgwf ./tmp.mri_nu_correct.mni.7975/input.mean.dat 
sysname  Darwin
hostname BT138779
machine  x86_64
user     hatmel
whitesurfname  white
UseRobust  0
Loading ./tmp.mri_nu_correct.mni.7975/ones.mgz
Loading orig.mgz
Voxel Volume is 1 mm^3
Generating list of segmentation ids
Found   1 segmentations
Computing statistics for each segmentation

Reporting on   1 segmentations
Using PrintSegStat
Computing spatial average of each frame

Writing to ./tmp.mri_nu_correct.mni.7975/input.mean.dat
mri_segstats done
mri_segstats --id 1 --seg ./tmp.mri_nu_correct.mni.7975/ones.mgz --i ./tmp.mri_nu_correct.mni.7975/nu0.mgz --sum ./tmp.mri_nu_correct.mni.7975/sum.junk --avgwf ./tmp.mri_nu_correct.mni.7975/output.mean.dat

7.3.2
cwd 
cmdline mri_segstats --id 1 --seg ./tmp.mri_nu_correct.mni.7975/ones.mgz --i ./tmp.mri_nu_correct.mni.7975/nu0.mgz --sum ./tmp.mri_nu_correct.mni.7975/sum.junk --avgwf ./tmp.mri_nu_correct.mni.7975/output.mean.dat 
sysname  Darwin
hostname BT138779
machine  x86_64
user     hatmel
whitesurfname  white
UseRobust  0
Loading ./tmp.mri_nu_correct.mni.7975/ones.mgz
Loading ./tmp.mri_nu_correct.mni.7975/nu0.mgz
Voxel Volume is 1 mm^3
Generating list of segmentation ids
Found   1 segmentations
Computing statistics for each segmentation

Reporting on   1 segmentations
Using PrintSegStat
Computing spatial average of each frame

Writing to ./tmp.mri_nu_correct.mni.7975/output.mean.dat
mri_segstats done
mris_calc -o ./tmp.mri_nu_correct.mni.7975/nu0.mgz ./tmp.mri_nu_correct.mni.7975/nu0.mgz mul
Segmentation fault 
Darwin BT138779 22.1.0 Darwin Kernel Version 22.1.0: Sun Oct  9 20:14:54 PDT 2022; root:xnu-8792.41.9~2/RELEASE_X86_64 x86_64

recon-all -s 1306_A exited with ERRORS at Mon Nov  7 14:29:27 CST 2022

For more details, see the log file /Volumes/NeuroBHealth/1_Common/Data_Analysis/Melissa/1306_A/scripts/recon-all.log
To report a problem, see http://surfer.nmr.mgh.harvard.edu/fswiki/BugReporting

BT138779:Melissa hatmel$ 

