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ABSTRACT   

7T magnetic resonance imaging (MRI) has the potential to drive our understanding of human brain function through new 

contrast and enhanced resolution. Whole brain segmentation is a key neuroimaging technique that allows for region-by-

region analysis of the brain. Segmentation is also an important preliminary step that provides spatial and volumetric 

information for running other neuroimaging pipelines. Spatially localized atlas network tiles (SLANT) is a popular 3D 

convolutional neural network (CNN) tool that breaks the whole brain segmentation task into localized sub-tasks. Each sub-

task involves a specific spatial location handled by an independent 3D convolutional network to provide high resolution 

whole brain segmentation results. SLANT has been widely used to generate whole brain segmentations from structural 

scans acquired on 3T MRI. However, the use of SLANT for whole brain segmentation from structural 7T MRI scans has 

not been successful due to the inhomogeneous image contrast usually seen across the brain in 7T MRI. For instance, we 

demonstrate the mean percent difference of SLANT label volumes between a 3T scan-rescan is approximately 1.73%, 
whereas its 3T-7T scan-rescan counterpart has higher differences around 15.13%. Our approach to address this problem is 

to register the whole brain segmentation performed on 3T MRI to 7T MRI and use this information to finetune SLANT 

for structural 7T MRI. With the finetuned SLANT pipeline, we observe a lower mean relative difference in the label 

volumes of ~8.43% acquired from structural 7T MRI data. Dice similarity coefficient between SLANT segmentation on 

the 3T MRI scan and the after finetuning SLANT segmentation on the 7T MRI increased from 0.79 to 0.83 with p<0.01. 

These results suggest finetuning of SLANT is a viable solution for improving whole brain segmentation on high resolution 

7T structural imaging. 

Keywords: T1-weighted, Deep learning, Whole brain segmentation, 7T MRI, Convoluted Neural Network, Transfer 

Learning 

1. INTRODUCTION  

 
Ultra-high field 7T MRI provides increased spatial resolution and enhanced contrast to visualize the structures in the brain 

[1]. The enhanced details seen in a 7T MRI opens doors into several investigations such as exploring the relationship 

between cortical laminar structure and brain function [2][3], identifying anatomical and pathological features of multiple 
sclerosis (MS) [4], and accurate identification of ischemic lesions and periinfarct alterations to support diagnosis of stroke 

[5]. Use of 7T MRI is further motivated by the potential clinical benefits of using the ultra-high field MRI in presurgical 

planning [6].  

Whole brain segmentation is a core neuroimaging technique that is used in common image processing pipelines of human 

brain MRI [7]. It is widely used for the measurement of various brain regions, to delineate boundaries, and to estimate 

brain age [8]. The efficacy of many neuroimaging pipelines is contingent upon having accurate whole brain segmentation 

from structural MRI data [9]. Several tools have been proposed to estimate whole brain segmentation. Deep convolutional 

neural network (DCNN) segmentation methods have provided efficient and accurate segmentation results. SLANT [10] is 



 

 

 

 

 

 

a well-established DCNN segmentation tool that is capable of segmenting human brain MRI into 132 anatomical regions. 

SLANT has shown superior performance in validation methods since it has been trained with data from over 60 sites that 

include over 5000 MRI scans. Assessments of SLANT show that it achieves less than 0.05 coefficient of variation (CV) 

for intra-protocol 3T experiments [11]. However, SLANT has not been able to generate reliable whole brain segmentations 

on structural 7T MRI owing to the contrast variations in the image caused by RF inhomogeneity in 7T MRI [12]. The 
severity of the difference between segmentations generated by SLANT for 3T and 7T MRI scans can be clearly seen in 

Figure 1. 

 

Figure 1. The human brain on the top left was acquired on a 3T MRI scanner. The image on the bottom left is that of the same 
participant scanned on a 7T MRI scanner. The brain stem segmentation has been overlaid as a black to green color map. The 
brain stem segmented by SLANT on the 3T scan was of volume 18,384 mm3. The volume of brain stem segmented by SLANT 
on the 7T scan was of volume 24,307.75 mm3. 

As such, we propose to begin addressing this problem by finetuning [13] SLANT by adapting 3T MRI whole brain 

segmentation for 7T MRI.  

2. METHODS 

3D T1scans were acquired for 15 subjects on both a 3T (3T Philips Achieve dStream scanner) and a 7T (7T Philips Achieva 

scanner) MRI scanner [14]. 14 out of the 15 subjects from the 7T MRI cohort were acquired at 0.7mm isotropic resolution 

and 1 subject at 0.5mm isotropic resolution. All the 3T T1 scans were acquired at a 1mm isotropic resolution. The 3T T1 

scans were segmented using SLANT into 132 anatomical brain regions as defined by the BrainCOLOR protocol [15].  

Our study requires the use of labels from the 3T SLANT results as the ground truth for finetuning SLANT on the 7T MRI 

scans. To achieve this, we use a 2-stage affine registration approach to have the 3T SLANT labels registered to their 

respective 7T MRI human brains. First, the transformation matrix for affine registering the 3T T1 scans to 7T T1 scans 

were computed by a 6 DOF (degree-of-freedom) rigid registration model using ANTs [16]. Second, the SLANT brain 

segmentation results from the 3T T1 were then registered to the 7T MRI human brain with the transformation matrix using 

multi-label interpolation [17]. The 7T MRI scans were preprocessed with the help of the containerized implementation of 

SLANT. The preprocessing steps for the SLANT pipeline include affine registration to MNI 305 atlas, N4 bias correction, 
and intensity normalization. With the transformation matrix used for registering the T1 scan to the MNI 305 atlas, the 3T 

T1 SLANT labels were registered to the 7T MRI scan in the MNI 305 space.  

The 7T MRI T1 scans were tiled into 27 (3 × 3 × 3) overlapping subspaces, each with dimensions 96´128´88 voxels (as 

in SLANT). The ground truth labels were also tiled in a similar fashion for the training and validation cohort. We used a 

𝑘 = 5 fold cross validated modeling approach to finetune SLANT [18]. Each fold used 12 subjects for training and 3 for 

validation. Thus, we evaluated performance of each fold on 3 unique subjects that were not included in the training cohort 

in that fold. Each piece from SLANT’s 27 models is a 3D U-Net that has been modified to accommodate the 132 different 

labels. The models were finetuned with a batch size of 1, an input resolution of 96´128´88 voxels, 1 input channel, 133 



 

 

 

 

 

 

output channels, and the Adam optimizer with a learning rate = 0.0001. We finetuned SLANT for 30 epochs for each of 

the 5 folds.  

The training was run on a NVIDIA Quadro RTX 5000 (16GB RAM) and a NVIDIA GeForce RTX 2080 Ti (11GB RAM) 

for all 5 folds. The training for each fold with 30 epochs and 27 independent models took ~8 training hours. With parallel 

training, the overall task was completed in ~24 hours. The inference run on the NVIDIA Quadro RTX 5000 finished in ~2 
minutes per 7T T1 scan. The results of inference from the 5 fold model were postprocessed using the postprocessing 

pipeline from the containerized SLANT.  

The volumes of individual labels and Dice similarity coefficients were used for comparing results before and after 

finetuning. The Dice similarity coefficients were computed with using the segmentation results on 3T MRI as the ground 

truth. The statistical significance of the mean Dice similarity coefficients before and after finetuning were evaluated using 

Wilcoxon signed rank test [19]. 

3. RESULTS 

With a paired dataset of 15 participants scanned on both 3T and 7T MRI machines, our goal was to adapt the SLANT 

whole brain segmentation from 3T MRI onto 7T MRI. The SLANT segmentation results from 3T MRI were taken as the 

ground truth and we took the transfer learning approach to finetune SLANT for use on 7T MRI. With the finetuned SLANT 

model, we observed that the 3T-7T MRI inter-scanner mean relative difference dropped to ~8.43% from the earlier 

~15.13% mean relative difference. The quantitative results from Figure 2 show improvements in the Dice similarity 

coefficients across 14 of the 15 subjects. The subject, ST7007, was acquired with 0.5 mm isotropic resolution where the 

contrast inhomogeneity was severe. The mean of the overall Dice similarity coefficient of SLANT results for all subjects 

before finetuning was at 0.79. After finetuning, the overall mean Dice similarity coefficient improved to 0.83. There is an 

increase in the median Dice scores of the 132 labels segmented by SLANT from 0.82 to 0.85. The Wilcoxon signed rank 

test returned a p-value less than 0.01. Although this increase in Dice similarity coefficient does not give us the sufficient 

accuracy required from whole brain segmentation, it goes on to show that we can expect improvement in segmentation by 

finetuning SLANT with more data. 



 

 

 

 

 

 

 

Figure 2. Dice similarity coefficients between 3T T1 and 7T T1segmentations using raw SLANT and the after finetuning 
results from cross validation of the 15 subjects were showed as boxplots. Each box shows performance in a fold where the 
subject was not included in the training set. The overall mean of the Dice similarity coefficients across all subjects show an 
improvement after finetuning. 

The Dice similarity coefficient of each ROI (region of interest) was acquired for every subject before and after finetuning 

SLANT. The mean of the Dice similarity coefficients for each ROI across subjects has been plotted as a grouped bar plot 

in Figure 3. 127 out of the 132 labels have an improved mean Dice similarity coefficient after finetuning. For the 5 labels 

where finetuning did not result in an improvement, the mean Dice similarity coefficients decreased from 0.79 to 0.78.  



 

 

 

 

 

 

 

Figure 3. Mean Dice similarity coefficients of each ROI from the segmentations before and after finetuning were showed as 
grouped bar plots. The labels along x-axis are the label numbers corresponding to the regions in the BrainCOLOR protocol. 

The qualitative results from segmentations are shown in Figure 4. In some regions such as the brain stem(label 35) and left 

calcarine cortex(label 109), we observed that the boundaries of segmentation have slightly improved. We observed some 

labels where the segmentation results from using SLANT and the finetuned model on 7T MRI showed little difference in 

the Dice scores. The mean Dice similarity coefficient of regions such as the left and right putamen(labels 57 and 58 from 

Figure 2) showed very small improvement(0.918 to 0.919). From Figure 3, we saw that 5 of the label volumes had mean 

Dice similarity coefficient with SLANT after finetuning perform slightly worse than before. The labels left accumbens 

area (label 30), left inferior lateral ventricle (label 50), right pallidum (label 55), right medial orbital gyrus (label 146) and 

left post orbital gyrus (label 176) showed worse mean Dice similarity coefficient after finetuning. 



 

 

 

 

 

 

 

 

Figure 4. The sagittal and coronal slices with overlays of segmentations from SLANT on 3T MRI, SLANT on 7T MRI and 
finetuned SLANT on 7T MRI are shown. Some of the labels such as the left cerebellum white matter show clear improvement 
in the segmentation boundaries in the sagittal slices.   

4. DISCUSSION 

The accuracy of whole brain segmentation on a structural 7T MRI strongly influences the reproducibility and efficacy of 

the neuroimaging pipelines which can positively exploit the many benefits of the ultra-high field 7T MRI. In our previous 

work, we have used surfaces extracted from a 3T MRI to inform an automatic mapping of cortical layers on a 7T MRI 

scan [20]. One of the major limiting factors in that work was the requirement for paired data from a 3T and 7T MRI. 

Surface extraction on the ultra-high resolution scan was unattainable since the whole brain segmentation results were 
unreliable. The improvement in accuracy by finetuning SLANT is a promising step since accurate extractions of brain 

regions from structural 7T MRI can elevate several such research tools. Although our current results from the finetuned 

SLANT model do not reproduce the level of reliability with structural 3T scans, the trend of improving similarity to 

segmentation on 3T MRI is a promising start that can be further improved with more data.  

SLANT was originally trained with 5111 multi-site images and finetuned with 35 images. Therefore, our study was 

designed such that we made the most out of the data by using 15 paired scans for training a 5 fold cross validated model. 

We did not test our results on external validation datasets. With more data acquisitions, we would be able to better analyze 

the degree of improvement that the finetuned model brings across all 132 labels. We only used the sensitivity parameters 

used by SLANT and have not tested other parameters such as different learning rates or epochs in our study. 
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