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ARTICLE OPEN

Psychosis brain subtypes validated in first-episode cohorts and
related to illness remission: results from the PHENOM
consortium
Dominic B. Dwyer 1,2,3,31✉, Ganesh B. Chand4,5,31, Alessandro Pigoni 6,7, Adyasha Khuntia1,8, Junhao Wen 4,
Mathilde Antoniades4, Gyujoon Hwang 4, Guray Erus 4, Jimit Doshi4, Dhivya Srinivasan4, Erdem Varol4,9, Rene S. Kahn 10,
Hugo G. Schnack11, Eva Meisenzahl12, Stephen J. Wood2,3,13, Chuanjun Zhuo 14, Aristeidis Sotiras 15, Russell T. Shinohara4,16,
Haochang Shou4,16, Yong Fan4, Maristela Schaulfelberger17, Pedro Rosa17, Paris A. Lalousis 18, Rachel Upthegrove18,19,
Antonia N. Kaczkurkin 20, Tyler M. Moore 21, Barnaby Nelson2,3, Raquel E. Gur21, Ruben C. Gur21, Marylyn D. Ritchie 22,
Theodore D. Satterthwaite4,21,23, Robin M. Murray 24, Marta Di Forti24, Simone Ciufolini24, Marcus V. Zanetti17,25, Daniel H. Wolf 4,21,
Christos Pantelis 26, Benedicto Crespo-Facorro27,28,29,30, Geraldo F. Busatto17, Christos Davatzikos 4,32,
Nikolaos Koutsouleris 1,8,24,32✉ and Paola Dazzan 24,32✉

© The Author(s) 2023

Using machine learning, we recently decomposed the neuroanatomical heterogeneity of established schizophrenia to discover two
volumetric subgroups—a ‘lower brain volume’ subgroup (SG1) and an ‘higher striatal volume’ subgroup (SG2) with otherwise
normal brain structure. In this study, we investigated whether the MRI signatures of these subgroups were also already present at
the time of the first-episode of psychosis (FEP) and whether they were related to clinical presentation and clinical remission over 1-,
3-, and 5-years. We included 572 FEP and 424 healthy controls (HC) from 4 sites (Sao Paulo, Santander, London, Melbourne) of the
PHENOM consortium. Our prior MRI subgrouping models (671 participants; USA, Germany, and China) were applied to both FEP
and HC. Participants were assigned into 1 of 4 categories: subgroup 1 (SG1), subgroup 2 (SG2), no subgroup membership (‘None’),
and mixed SG1+ SG2 subgroups (‘Mixed’). Voxel-wise analyses characterized SG1 and SG2 subgroups. Supervised machine learning
analyses characterized baseline and remission signatures related to SG1 and SG2 membership. The two dominant patterns of ‘lower
brain volume’ in SG1 and ‘higher striatal volume’ (with otherwise normal neuromorphology) in SG2 were identified already at the
first episode of psychosis. SG1 had a significantly higher proportion of FEP (32%) vs. HC (19%) than SG2 (FEP, 21%; HC, 23%). Clinical
multivariate signatures separated the SG1 and SG2 subgroups (balanced accuracy= 64%; p < 0.0001), with SG2 showing higher
education but also greater positive psychosis symptoms at first presentation, and an association with symptom remission at 1-year,
5-year, and when timepoints were combined. Neuromorphological subtypes of schizophrenia are already evident at illness onset,
separated by distinct clinical presentations, and differentially associated with subsequent remission. These results suggest that the
subgroups may be underlying risk phenotypes that could be targeted in future treatment trials and are critical to consider when
interpreting neuroimaging literature.
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INTRODUCTION
Biological heterogeneity underlying psychosis has prevented
the identification and implementation of precision medicine
approaches in the clinical care of this disorder. A long history of
research into the relationship between brain morphology and
diagnoses [1], illness stages [2], or symptoms [3] has used top-
down approaches, but the lack of clinical translation [4–6] has
motivated calls for bottom-up approaches to identify neuromor-
phological subgroups directly from brain scans [7–12]. Brain
clustering is one approach that aims to find naturally occurring
subgroupings of individuals defined by similar brain patterns
using brain volume [7] or cortical thickness measures [11]. Such
studies can identify subgroups that explain underlying psychosis
heterogeneity in the neuroimaging field and lead to more precise
treatment approaches if related to clinical outcomes, such as
symptom remission.
To date, studies have focused on determining neuroimaging

subgroups within samples of patients with psychosis in advanced
illness stages [7–11, 13], reporting two [7, 8, 11, 13, 14], three
[10, 15, 16], and six [17] subgroup solutions. Such studies generally
find separations between groups based largely on the severity of
the brain differences in the patient population related to controls
—e.g., with one subgroup demonstrating widespread reductions
in volume [7] or thickness [10], and the other showing fewer or no
reductions [7]. Evidence also suggests that some of the elements
crucial to the subgrouping may not be specific to psychosis, as
similar elements are found across diagnoses [11], in depression
risk samples [18], and to some degree in samples of healthy
controls [10, 14, 17]. These findings point to the presence of a
brain-risk phenotype that is normatively present in the healthy
population but is enriched in samples of individuals with
psychosis. However, a major limitation in this research has been
the limited internal or external validation of the subgroups in
independent samples. Furthermore, commonly used clustering
algorithms used for the subgroupings are often confounded by
disease-unrelated factors that influence brain variability across
individuals, such as age and sex [19].
The recent PHENOM consortium aimed to address these

limitations by applying a semi-supervised machine learning
technique (heterogeneity through discriminative analysis; HYDRA
[19]) to cluster brain MRI volume in a large sample of
schizophrenia patients with internal validation (i.e., cross, split-
half, and leave-site-out validation) [7]. In this work, we found a
stable and highly reproducible two-subgroup solution. One
subgroup of patients (SG1) demonstrated widespread smaller
cortical volume [7], as also found in previous work [8, 13]. For the
first time, we also found a subgroup consisting of approximately
one-third of patients that showed no cortical reductions
compared to healthy controls but presented with larger striatal
volumes (SG2) [7]. While these morphological alterations were not
associated with baseline symptoms, individuals in SG2 exhibited
higher educational attainment.
In our recent follow-up work, the PHENOM subgroups were also

found to be expressed in population samples both in young adults
(16–23 yrs), where greater SG1 membership was found in youth
with psychosis spectrum symptoms, and in adults (44–50 years)
where SG1 was associated with lower cognitive performance and
higher genetic risk for schizophrenia [20]. These findings suggest
that SG1 is associated with normative psychosis risk that is
enriched in clinical samples while SG2 is not and may even be
protective [21]. A limitation of ours and other work thus far,
however, is that we do not know how these subgroups are
expressed at the time of a first-episode of psychosis (FEP) when
there is a confirmed psychosis diagnosis but less influence of
illness or treatment confounds. Determination of FEP subgroup
membership is also critical because this is a clinical window when
decisions may influence the symptom and functioning illness
course (i.e., prognoses) [22].

Longitudinal studies examining outcomes in first-episode
populations have found substantial heterogeneity, especially in
trans-diagnostic samples consisting of primary diagnoses of
schizophrenia, bipolar disorder, and depression with psychotic
symptoms [23, 24], with consistent reports of a subgroup of
individuals (~30%) with unremitting symptoms [25] in addition to
a diversity of other episodic courses [24, 25]. Such unremitting
courses have been previously associated with male gender, lower
educational achievement, and schizophrenia or non-affective
diagnoses [22], together with widespread reductions in brain
volume, gyrification abnormalities [23, 25–27], and less efficient
connectivity [28, 29]. In contrast, studies have found that patients
who have experienced periods of remission also have larger
striatal volumes, similar to what we have seen in SG2, and
particularly in female individuals [28, 29].
Such top-down clinical findings suggest that our SG1 (‘lower

volume’) subgroup would be less likely to achieve remission when
compared to the SG2 (‘increased striatum’) subgroup, potentially via
relationships with female gender, higher educational achievement,
and a diagnosis of psychosis different from schizophrenia. Support-
ing the first hypothesis, our previous cross-sectional study found an
association with illness duration in the SG1 subgroup [7] and other
preliminary research found an association between relapses and a
cortical thinning subgroup [10]. However, a clear limitation of
existing studies is that they mostly used a cross-sectional design with
a mix of patients with first-episode and chronic psychosis [8, 10].
Research is thus required that specifically investigates remission
longitudinally, beginning from the very first episode of illness.
Here, we applied the pre-trained subgroup models from chronic

schizophrenia to an international multi-site sample consisting of
individuals with first-episode psychosis (FEP) and healthy controls.
First, we determined the proportion of FEP individuals (relative to
HC) that belonged to the SG1 and SG2 subgroups with the
expectation that the proportion of SG1 would be higher in FEP.
Second, we explored baseline clinical signatures of the subgroups
with the hypothesis that SG2 would demonstrate higher educa-
tional attainment. Third, we investigated remission over 1-, 3-, and
5-year longitudinal periods with the hypothesis that subjects in
SG2 would be more likely to experience illness remission.

METHODS
Participants
We previously [7] created a two-group structural MRI statistical model in a
sample with established schizophrenia from USA (n= 96), Germany (n= 145),
and China (n= 66) in addition to controls from the same sites (n= 364). For the
current study, we included a PHENOM subsample of 572 first-episode
psychosis (FEP) patients, collected from 4 sites: Sao Paulo (n= 128; from two
independent studies), Santander (n= 186), London (n= 122), and Melbourne
(n= 136) (Supplemental Methods). In addition, 424 healthy control (HC)
participants without Axis-I diagnoses were included from the same sites
(Supplemental Methods). Sample size determination was based on discrimi-
native effect sizes from our previous publications formachine learning imaging
analyses [7, 20] and an expected 10–15% difference between subgroup
proportions in baseline FEP patients and longitudinal remission [7, 20, 28]. We
intentionally included samples that employed diverse sample recruitment,
inclusion/exclusion criteria, and imaging protocols to assess the ability of the
previously identified subgroups to generalize to a wide variety of contexts
(see Supplementary Materials). Of note, none of these sites were included in
the original training sample used to build the subgrouping models [7]. Local
ethics committees at each site approved the studies and informed consent was
obtained for all participants. Images were pooled at the Center for Biomedical
Image Computing and Analytics of the University of Pennsylvania, USA.

Sociodemographic and clinical assessments
Clinical measures included a harmonized set of basic demographic and
clinical legacy data from each site collected as part of the PHENOM
consortium. Demographic measures included age, sex, and proxies for
functioning including: relationship status (single or not), employment status
(no/yes), and highest education (1= 12 yrs; 2= 16 yrs; 3= 18 yrs; 4= tertiary
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education). Clinical measures included diagnoses defined by the Diagnostic
and Statistical Manual of Mental Disorders (DSM-III-R, Melbourne; DSM-IV,
Spain, Sao Paulo, UK) [30]. Age at illness onset was also acquired, in addition
to duration of illness, duration of untreated psychosis, chlorpromazine
equivalent dose (CPZ), and Global Assessment of Functioning (GAF) [31].
Symptoms were assessed with the Positive and Negative Symptom Scale
(PANSS) [32]. Missing data were noted across databases and indicated in
Table 1, and Supplementary Tables S4 and S10. CPZ-equivalent doses of
antipsychotic medications were in different ranges for each site and the
measure was z-normalized in further analyses to account for differences in
calculation. Remission was defined as a binary variable (remission/no
remission) according to: (1) the Andreasen symptomatic remission criteria
[22] in Santander; (2) the DSM-IV course specifier (assessed with the SCID) in
Sao Paulo [33]; (3) the World Health Organization Life Chart (WHO-LC) [34] in
London according to symptom and functioning criteria. Follow-up timepoints
were available at 1-year (Santander/Sao Paulo; n= 261), 3-years (Santander;
n= 147), and 5-years (London/Sao Paulo; n= 135) (Supplementary Methods;
Supplementary Tables S1/S2). A limited amount of data was available at 10-
years from the Melbourne (n= 56) site with remission measured with the
WHO-LC and these were not used in further analyses.

Image preprocessing
The imaging data were preprocessed using the same pipeline as in the
original analyses of T1 images in our previous publication [7]. This included
a quality control routine, followed by the application of multi-atlas
segmentation (MUSE) [35] used to obtain gray and white matter regions of
interest (ROI) and cerebrospinal fluid (CSF) (Supplementary Material). MUSE
utilizes an ensemble of atlases coming from different scanners, field
strengths, and acquisition protocols, which renders the method robust to
such confounds compared to other methods [36]. Voxel-wise volumetric
maps [37] were also generated, converted to the MNI space for all sites/
participants, and compared between subgroups for gray and white matter.
Age, sex, and site effects were corrected using a linear regression with an
age-matched HC reference sample following our previous work [7, 20]
(Supplementary Materials). The correction of site effects was verified in the
full sample and healthy controls by comparing the mean uncorrected and
corrected volumes. The correction procedure was then separately applied
to the voxel-wise volumetric maps.

Application of HYDRA models
HYDRA [19] is a semi-supervised method that employs a supervised
machine learning algorithm (support vector machine; SVM) to determine
boundaries that separate controls from patients while simultaneously
identifying patient-specific subgroups. Reproducibility of the subgroup
solution is assessed by using an internal cross-validation cycle to identify
subgroups. This technique was previously applied to volumetric ROIs of the
sample with chronic schizophrenia in our original analysis and the solution
was validated using split-half and leave-site-out analyses [7]. External
application was conducted by applying the trained SVM models separating
chronic schizophrenia individuals from controls as reported in our previous
work [7] to the site-, age- and sex-adjusted ROIs of the sample used in this
study containing both FEP and healthy control samples (see Supplement
for details). Because SVM is a margin-based hyperplane method, each
subject receives a subgroup membership score quantifying the degree to
which their multivariate ROI pattern matches the subgroup label based on
the distance from the hyperplanes. The continuous decision scores from
the two SVMs representing each original subgroup were used in further
analyses to provide binary labels within a two dimensional coordinate
space (Fig. 1), such that: (1) a SG1 ‘lower brain volume’ label was given if
the SG1 decision score was positive and the SG2 score was negative; (2) an
SG2 ‘higher striatum volume’ subgroup label was given if the SG2 decision
score was positive and the SG1 decision score was negative; (3) a
SG1+ SG2 ‘mixed’ label was given if the decision score was positive for
both SG1 and SG2; (4) a ‘None’ label was given if the decision score was
negative for both SG1 and SG2 (see Fig. 1).

Voxel-wise analysis
Once subgroups were defined in the FEP and HC samples, descriptive
whole-brain voxel-wise volumetric analyses were conducted to provide
more fine-grained brain volume differences between FEP subgroups, and
separately, between the HC subgroups. In each comparison, we contrasted
the ‘None’ subgroup with SG1 and SG2. Regionally linear multivariate
discriminative statistical mapping (MIDAS) [38] was used for this purpose

due to its demonstrated ability to detect sensitive and specific subgroup
differences compared to other multivariate methods (see Supplementary
Material). Because the subgroups were defined by brain differences and
thus introduce circularity, results were presented descriptively to illustrate
similarity with patterns reported in our previous work [7].

Baseline and longitudinal univariate tests of subtype
differences
Baseline differences in demographic characteristics, education, symptoms,
and level of functioning variables were assessed across all 4 subgroups
using the F-test (continuous) and Chi-square/Kruskall–Wallis (categorical)
analyses. Remission was analyzed comparing subgroups for each time-
point using chi-squared analyses. In addition, a composite measure
quantifying whether each individual available had ever remitted during
any follow-up period (i.e., to identify individuals who exhibit ongoing long-
term clinical impairment) was created. Longitudinal symptom data, as
measured by the PANSS and the GAF-Symptoms, were also available for a
subset of the sites and were analyzed with ANOVA. Two-sided tests were
used for all analyses.

Supervised machine learning analyses separating subgroups
and prediction of clinical outcomes
In order to investigate baseline clinical signatures separating the four
subgroup classes (SG1, SG2, SG1+ SG2 and None) a multi-group machine
learning analysis was conducted employing a nested cross-validation
design (25-fold outer loop; fivefold inner loop with 4 shuffled permuta-
tions) including all clinical variables outlined in Table 1. Within each
training fold, the clinical data were scaled and imputed using a k-nearest
neighbor approach (7 neighbors). The preprocessed training data were
then forwarded to an L1-regularized SVM classifier (LIBLINEAR; C=
2γjγ 2 f�6;�4; :::4gf g) to determine separation boundaries for each
pair-wise brain subgroup. These models were applied without modification
to the inner loop test data for all hyperparameters. Optimized models were
applied without modification to the outer-loop held-out test data to obtain
final accuracies. Permutation testing was conducted (10,000 iterations;
labels swapped) to obtain significance levels for balanced accuracy
estimates. The cross-validation ratio [39] and sign-based consistency [40]
of feature weight measures were used to determine variable importance
and significance. The same clinical variables and parameters within the
multigroup setting were also employed to predict remission at each 1-, 3-,
and 5-year timepoints and to determine any incidence of remission across
all follow-up periods (i.e., nested cross-validation, preprocessing, and L1-
regularized SVM). Based on our hypotheses regarding remission, the binary
labels representing SG1, SG2, or SG1+ SG2 subgroup membership were
added to the clinical measures in addition to the continuous SG1 and SG2
membership scores (see Fig. 1; we included both binary and continuous
scores in the context of L1-regularized variable selection to determine
which was maximally predictive).

RESULTS
Baseline and follow-up sample characteristics
Compared to controls, FEP cases had higher rates of single marital
status and unemployment, but did not differ in age, sex, or
education (Table S3). Substantial site differences were found
across most demographic and clinical measures, except sex, the
presence of a diagnosis of psychosis not otherwise specified
(NOS), and duration of untreated psychosis (Table S4) (Supple-
mental Methods). For example, Melbourne included patients who
were 5-years younger and had higher psychosis symptom severity
(PANSS Total) compared to other sites, while Sao Paulo contained
more cases with a diagnosis of schizophrenia (PSYCLASS sample)
and lower educational attainment (PSYCLASS/ESNA samples).
Follow-up participants were significantly older and had a higher
prevalence of schizophrenia diagnoses, but less symptom load
overall, and more use of illicit substances (Table S5).

Validation of neuromorphological subgroups at the time of
the first psychotic episode
Site effects were effectively corrected (Figs. S1 & S2). Following
application of our previously trained HYDRA model [7] we
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Table 1. Differences in baseline variables across brain subgroups in patients.

N (data
available)

None SG1 SG2 Mixed F/Chi2/KW p value Eta2/Phi

N (% of total FEP) 572 217 (38) 184 (32) 118 (21) 53 (9)

Sites 30.25 (16) 3.97e−04 0.23

London (n; %) 55 (25.3) 32 (17.4) 24 (20.3) 11 (20.8) 3.87 (8) 0.08

Melbourne (n; %) 58 (26.7) 39 (21.2) 30 (25.4) 9 (17.0) 3.25 (8) 0.08

Santander (n; %) 58 (26.7) 54 (29.3) 52 (44.1) 22 (41.5) 13.28 (8) 4.06e−03 0.15

Sao Paolo (n; %) 46 (21.2) 59 (32.1) 12 (10.2) 11 (20.8) 20.32 (8) 1.46e−04 0.19

Age (mean;SD) 572 26.8 (7.3) 26.0 (6.6) 26.1 (7.3) 25.0 (6.1) 1.05 (3568) 0.01

Sex (male, %) 572 131 (60.4) 127 (69.0) 74 (62.7) 36 (67.9) 3.68 (8) 0.08

Marital Status (single, %) 346 75 (64.7) 84 (70.6) 58 (81.7) 34 (85.0) 9.95 (8) 0.13

Unemployed (yes; %) 281 45 (49.5) 52 (52.5) 32 (55.2) 12 (36.4) 3.34 (8) 0.08

Highest Education (1–4 scale;
median)

389 3 2 3 2 40.02
(3385)

1.05E−08 0.26

Family History of Psychosis
(yes, %)

449 22 (13.7) 20 (13.2) 10 (10.6) 7 (16.7) 1.01 (8) 0.04

Diagnoses

Schizophrenia (yes; %) 555 54 (24.9) 65 (35.3) 31 (26.3) 27 (50.9) 16.51 (8) 8.92e–04 0.17

Schizoaffective (yes; %) 555 11 (5.1) 13 (7.1) 3 (2.5) 0 (0.0) 6.18 (8) 0.10

Schizophreniform (yes; %) 555 62 (28.6) 47 (25.5) 37 (31.4) 14 (26.4) 1.31 (8) 0.05

Psychosis NOS (yes; %) 555 20 (9.2) 14 (7.6) 12 (10.2) 4 (7.5) 0.75 (8) 0.04

Brief Psychotic Disorder
(yes; %)

555 14 (6.5) 9 (4.9) 13 (11.0) 2 (3.8) 5.27 (8) 0.10

Drug Induced Psychosis
(yes; %)

555 1 (0.5) 2 (1.1) 0 (0.0) 1 (1.9) 2.48 (8) 0.07

Bipolar-I (yes; %) 555 24 (11.1) 19 (10.3) 11 (9.3) 3 (5.7) 1.47 (8) 0.05

MDD (yes; %) 555 19 (8.8) 15 (8.2) 7 (5.9) 1 (1.9) 3.48 (8) 0.08

Onset Age (yrs; mean (SD)) 431 26.1 (7.5) 24.9 (6.6) 25.5 (7.6) 23.8 (5.9) 1.38 (3427) 0.01

Duration of Illness (years;
mean (SD))

421 0.7 (1.1) 0.7 (1.1) 0.7 (1.1) 1.3 (1.7) 2.62 (3417) 0.02

Duration of Untreated
Psychosis (mths; mean (SD))

362 11.3 (22.7) 14.4 (28.2) 9.3 (17.3) 20.1 (41.3) 1.72 (3358) 0.01

GAF (mean (SD)) 192 50.3 (31.7) 51.7 (33.3) 50.9 (35.4) 48.9 (29.9) 0.04 (3188) 0.00

PANSS Positive (mean (SD)) 350 16.8 (6.9) 15.8 (7.8) 19.1 (8.1) 16.9 (9.3) 2.59 (3346) 0.02

PANSS Negative (mean (SD)) 350 15.5 (7.1) 15.6 (7.5) 16.0 (6.9) 17.7 (7.8) 0.78 (3346) 0.01

PANSS General (mean (SD)) 350 32.8 (10.5) 31.5 (11.5) 34.1 (9.9) 34.0 (12.2) 1.00 (3346) 0.01

PANSS Total (mean (SD)) 350 65.3 (20.7) 62.9 (23.3) 69.2 (21.2) 68.3 (25.6) 1.28 (3346) 0.01

Treatments and Drug Use

CPZ Z-norm (Mean (SD)) 409 −0.1 (0.8) 0.1 (0.8) 0.2 (1.6) 0.4 (1.1) 2.88 (3405) – –

Treatment Duration (mths;
mean (SD))

230 3.0 (2.5) 3.3 (2.6) 2.9 (2.2) 4.1 (4.8) 1.07 (3226) – –

Lithium (yes, %) 424 11 (7.2) 6 (4.3) 8 (8.9) 2 (4.8) 2.35 (8) – –

Other mood stabilizers
(yes, %)

182 1 (1.8) 0 (0.0) 0 (0.0) 0 (0.0) 2.26 (8) – –

Antidepressants (yes, %) 284 7 (7.6) 9 (9.0) 3 (5.0) 5 (15.6) 3.18 (8) – –

Antiepileptics (yes, %) 102 1 (2.8) 6 (12.8) 0 (0.0) 2 (18.2) 4.52 (8) – –

Antipsychotic class typical/
atypical (typical, %)

335 13 (11.2) 23 (21.7) 2 (2.7) 6 (15.4) 14.42 (8) 2.38e−03 0.16

Marijuana (yes, %) 314 32 (30.8) 39 (34.5) 29 (45.3) 14 (42.4) 4.31 (8) – –

Other illicit (yes, %) 329 37 (33.9) 38 (34.2) 27 (37.5) 9 (24.3) 1.94 (8) – –

Tobacco (yes, %) 181 26 (46.4) 33 (64.7) 27 (51.9) 12 (54.5) 3.74 (8) – –

Results corrected for multiple comparisons at a false-discovery rate (FDR) < 0.05. ANOVA used for continuous variables, Chi2 for binary, and Kruskall–Wallis for
education variable. PANSS positive and negative syndrome scale, GAF global assessment of functioning, CPZ chlorpromazine equivalent dose, MDD major
depressive disorder, Psychosis NOS Psychosis not otherwise specified.
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obtained the following subgroup split: FEP (n= 572): SG1,
n= 184(32%); SG2, n= 118(21%); SG1+ SG2, n= 53(9%); None,
n= 217(34%); HC (n= 424): SG1, n= 82(19%); SG2, n= 96(23%);
SG1+ SG2, n= 19(5%); None, n= 227(54%) (Fig. 1, Table 1). The
higher proportion of FEP in SG1 compared to the other
subgroups was significant (X2(8)= 36.5, p= 5.96e−08). These
findings thus confirm that the two neuromorphological sub-
types we had identified in patients in the advanced illness
stages are already present at illness onset.
When whole-brain voxel-wise maps of the SG1 subgroup were

compared to those of the ‘None’ subgroup in FEP, the
SG1 subgroup showed smaller widespread cortical volumes
coupled with smaller volume in some parts of caudate (Fig. 2). In
contrast, larger gray matter volumes in SG2 subgroup were
restricted to subcortical structures including the striatum. White
matter was also smaller in SG1, mainly in subcortical regions
adjoining the striatum, whereas white matter was larger in SG2
(Fig. 2). Because healthy control participants were also included
in the SG1 and SG2 subgroups, we tested whether these

subgroups demonstrated similar patterns to the patients and
our previous work in population samples. Voxel-wise analyses
were thus repeated in healthy controls comparing each
subgroup definition to the ‘None’ subgroup to visualize the
separation indicated by the application of the subgroup models
(Figs. S3 and S4). These analyses demonstrated an SG1 pattern
that was restricted in spatial extent and magnitude when
compared to that of the full sample, although larger striatal
volumes were also found in the HC of in SG2 (Fig. S3) and the
pattern was no different from that of FEP patients (Fig. S4).
Results were maintained when controlling for antipsychotic
dose and type (i.e., atypical vs. typical; Supplementary Materials
‘Investigation of Medication Effects’; Fig. S5) and when
investigating volume differences within individual sites
(Fig. S6). Supplementary analyses in a small sample of SG1+
SG2 individuals showed both decreased cortical volume and
increased striatal volume (Fig. S7). Global and distributed
volume reductions in SG1 were maintained when controlling
for intracranial volume (Fig. S8).

Fig. 2 Subgroup comparisons in the FEP sample. Gray matter (A) and white matter (B) comparisons of subgroup SG1 (left) and SG2 (right)
when compared to cases in the ‘None’ subgroup in the FEP sample. A Decreased gray matter volume was found in the FEP subgroup relative
to the ‘None’ classification, including the caudate, whereas relatively increased gray matter was found in SG2 subcortical areas including the
striatum. B Decreased white matter was also found in the SG1 subgroup in areas including the internal capsule.

Fig. 1 Model application to the FEP and HC samples. A Original subgroups in the sample of individuals with chronic schizophrenia
demonstrating subgroup 1 with widespread volume reductions compared to healthy controls and subgroup 2 with no volumetric reductions
and increased striatum. B Application of the models to the FEP sample and healthy controls defined the subgroup membership within four
quadrants. A proportional difference was found across subgroups, indicating a higher proportion of FEP cases in subgroup 1 and a lower
proportion within the ‘None’ category.

D.B. Dwyer et al.

5

Molecular Psychiatry



Differences in clinical baseline characteristics between SG1
and SG2 subgroups in FEP and HC
Subgroups were not different in age or sex, but a higher proportion
of SG1 cases came from the Sao Paulo sample (i.e., containing more
individuals with a schizophrenia diagnoses and lower education)
and a higher proportion of SG2 cases came from the Santander site
(Table 1). Importantly, these results occurred in the context of our
site correction. The SG1 and SG1+ SG2 subgroups also included
more individuals with a diagnosis of schizophrenia (SG1, 35%;
SG1+ SG2, 50.9%). Individuals in SG1 (both FEP and HC) were also
more likely to have a lower educational attainment at uncorrected
levels (Table S6). SG1 were also prescribed proportionately more
typical antipsychotics (Table 1).

Prediction of subgroup membership from clinical signatures
In patients, multigroup machine learning analyses revealed that
the highest accuracy of subgroup separation based on clinical
variables (see below) was associated with the SG1 vs. SG2
comparison (Table 2). SG2 membership was separated from SG1
with a sensitivity of 66% (balanced accuracy (BAC)= 64.03%) by a
pattern including: education, higher positive symptoms, unem-
ployment, female sex, and higher CPZ dose (z-scored within each
site to account for site differences) (Fig. 3). Longer duration of
untreated psychosis, diagnoses (including comorbidity), general
psychosis symptoms, and family history of psychosis significantly
predicted SG1 membership. Other subgroup comparisons were
non-significant (although a trend was noted for SG1 vs. SG1+
SG2; Table 2).

Illness remission across subgroups
Individuals in SG2 were more likely to have experienced at least
one period of symptom remission across all follow-up timepoints
(SG1, 57%; SG2, 78%; X2(8)= 9.8, p= 0.02; Table S7). For individual
follow-up points, higher 1-year remission in SG2 was found at
uncorrected levels (SG1, 52.7%; SG2, 73.2%; X2(8)= 7.7, p= 0.05;
Table S7). To provide a complementary perspective on the binary
subgroup labels we also examined the relationship between
membership strength (as the continuous decision scores) and
likelihood of remission. We found that SG2 membership scores
were significantly higher in cases who demonstrated at least
one period of remission across all timepoints (t(352)=−2.97,
p= 0.003), while there were no differences for SG1.

Prediction of remission from clinical variables and subgroup
membership
Supervised machine learning was used to predict remission across
timepoints using the clinical variables in addition to the SG1, SG2,
and SG1+ SG2 labels to determine if subgroup membership was
associated with more positive outcomes. The ‘None’ subgroup label
was not included as it was not included as a hypothesis and we did
not find sufficient separation at baseline. At the 1-year follow-up
point (Santander/Sao Paulo), the balanced accuracy (BAC) was 64.2%
(sensitivity, 60%; specificity, 68.5%; Table 3). The pattern predicting

higher likelihood of remission included membership in SG2,
increased schizophreniform disorder diagnoses, increased single
marital status, and reduced schizophrenia diagnoses and unemploy-
ment (Fig. 4). While subgroup membership was not among baseline
variables that predicted remission at 3-years (Santander), member-
ship of SG2 predicted remission status at 5-years (London/Sao Paolo;
BAC= 59.4%; sensitivity, 51.6%; specificity, 67.2%), together with a
diagnosis of psychosis NOS, and female sex, and reduced likelihood
of a schizophrenia diagnosis and single marital status. At 5-years
(London/Sao Paulo; BAC= 59.4%; sensitivity, 51.6%; specificity,
67.2%) the pattern included higher SG2 membership, increased
psychosis NOS, and female sex in addition to less schizophrenia
diagnoses and single marital status.

Supplementary analyses of combined timepoints, site,
antipsychotics, schizophrenia diagnosis, drug use, and
clustering algorithms
Combining remission information across timepoints increases
sample size for machine learning predictions. Remission

Table 2. Multigroup prediction of brain subgroup membership at baseline using sociodemographic and clinical variables.

TP TN FP FN Sens (%) Spec (%) BAC (%) NPV (%) AUC BAC p value 10,000 perms

SG2 vs. SG1 78 114 70 40 66.10 61.96 64.03 74.03 0.67 0.0001

SG2 vs. None 71 44 138 30 70.30 24.18 47.24 59.46 0.45 0.84

SG2 vs. Mixed 86 27 25 31 73.50 51.92 62.71 46.55 0.60 0.07

SG1 vs. None 91 126 89 88 50.84 58.60 54.72 58.88 0.56 0.08

SG1 vs. Mixed 107 29 24 77 58.15 54.72 56.43 27.36 0.61 0.06

None vs. Mixed 149 28 25 61 70.95 52.83 61.89 31.46 0.62 0.13

TP true positive, TN true negative, FP false positive, FN false negative, sens sensitivity, spec specificity, BAC balanced accuracy, PPV positive predictive value, NPV
negative predictive value, AUC area under the curve.
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Fig. 3 Baseline multivariate signatures related to the classifica-
tion of subgroups. Cross-validation ratio is plotted (x-axis) in and
sign-based consistency significance is indicated by colored bars
(yellow, positive weights; blue, negative weights). SG2 was
separated from the SG1 subgroup by positive weights (commonly
indicating relative increases) in highest education, positive symp-
toms, unemployment, female sex, and CPZ dose (z-scored within
each site). Prediction of SG2 was also associated with negative
weights (commonly indicating relative decreases) of duration of
untreated psychosis (DUP), psychotic diagnoses, general psychosis
symptoms, and family history of psychosis. PANSS positive and
negative syndrome scale, GAF global assessment of functioning,
CPZ chlorpromazine equivalent dose, MDD major depressive
disorder, Psychosis NOS Psychosis not otherwise specified.
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prediction at any time across 1-, 3-, and 5-year periods was
predicted by a pattern that included increased likelihood of SG2
membership and decreased likelihood of SG1 membership at
uncorrected levels, using the sign-based consistency measure of
variable significance (Fig. S9).
Site differences were controlled for in brain volume measures

(Figs. S1 and S2) prior to obtaining the subgroup labels. However,
clinical analyses were conducted without site control because of
clinical differences in inclusion/exclusion criteria, study popula-
tions, and experimental designs (Supplementary Materials), which
could meaningfully influence membership into subgroups and the
clinical prediction of remission. Controlling clinical analyses for
site in this case therefore can control for important clinical
variance related to outcomes. However, we repeated the analyses
while controlling for site to determine if relationships with brain
subgroups were maintained. Even when we controlled for site,
SG2 membership remained predictive of remission at across all
timepoints (Fig. S9) and at 5-years (Fig. S10), in addition to 1-year
at uncorrected levels (Fig. S10). We also controlled for anti-
psychotic effects (dose and type) and the main findings were
largely unchanged (Supplementary Materials ‘Investigation of
Medication Effects’; Figs. S11 and S12).
In our analyses, a diagnosis of schizophrenia was a consistent

feature associated with lower likelihood of remission and this
raised the possibility that SG2 membership was mediated by
sampling diagnoses differences in samples across sites. We thus
controlled for schizophrenia diagnosis and repeated the analysis
of remission across all timepoints controlling for schizophrenia
diagnosis, to reduce the number of comparisons. Results
confirmed that remission was associated with higher SG2
membership and lower SG1 membership, negative symptoms,
and major depressive disorder diagnoses (Fig. S13). We also
controlled for illicit drug use in clinical remission analyses and
found similar results (Fig. S13). Finally, we compared the clustering
results from the semi-supervised technique (HYDRA) with those
form a completely unsupervised technique (k-means++). Results
demonstrated broadly similar brain volumetric results, evidencing
considerable stability, except relationships between SG2, educa-
tion, and remission were not found (Supplementary Materials
‘Investigation of subgroup separation with unsupervised meth-
ods’; Fig. S15; Tables S11–S15).

DISCUSSION
In this study, we used a large international multi-site hetero-
geneous sample of individuals with a first-episode of psychosis to
validate the presence of the two data-driven neuromorphological
subgroups originally derived from a sample of individuals with
chronic schizophrenia. We also evaluated whether these sub-
groups were related to remission over the subsequent course of
illness. Our findings show for the first time that these two
subgroups [7], SG1 with lower widespread cortical volumes and
SG2 with larger striatal volume but otherwise normal brain
morphology, are already apparent at the first presentation of
illness. Furthermore, our data show a distinct clinical signature
separating these subgroups, and that the subgroup presenting

with only increased striatal and pallidum volume (SG2) was
significantly more likely to achieve remission in subsequent years.
These findings support the presence of reproducible neuromor-
phological subgroups in individuals with psychosis that may help
delineate the heterogeneity of brain structure reported in previous
neuroimaging research [1, 41, 42]. With further follow-up studies,
the findings could also be crucial in informing future research to
refine stratified therapeutic approaches and outcome prediction.
The higher proportion of patients with psychosis within the

SG1 subgroup relative to HC agrees with our hypothesis based on
our previous research in population samples [20]. The findings
suggest that the subgroup solutions we identified are not the
result of a long duration of illness [7, 8, 10, 11, 13, 14, 16, 17], but
are already evident at illness onset, across a wide range of
psychosis diagnoses, and before any potential effect of long-term
pharmacological treatment. Notably, a similar subgroup to SG1
(but not SG2) has recently also been found in previous
unmedicated first-episode schizophrenia samples [16]. In the
context of our previous reports of a relationship between SG1,
schizophrenia genetic risk, and subthreshold psychosis symptoms
[20], the results further point to the presence of a biological
vulnerability that may specifically increase risk for the expression
of illness in some individuals (i.e., 32% of the FEP sample in this
study). Such results support our previous neurodevelopmental
hypothesis of SG1 by providing evidence for a potential brain-
diathesis model, whereby an existing vulnerability could combine
with other risk factors in order to trigger the illness; e.g., family
history as found in our multivariable model when compared to
SG2 [43] (for further discussion of neurobiological hypotheses see
Supplementary Materials). This neurodevelopmental hypothesis
was supported by supplementary analyses showing that
decreased total brain volume and voxel-wise decreases remain
after correction for intracranial volume. The results also con-
textualize existing neuroimaging research [41] by suggesting that
smaller brain volumes are only evident for some individuals with a
first episode psychosis.
The equal proportions of FEP patients and HC in SG2 additionally

supports our previous population-based research showing the same
lack of enrichment [20]. These results suggest that SG2 membership
is more likely to be normatively present and does not increase FEP
risk. In comparison to SG1 membership, we characterized the
sociodemographic and clinical signature to find that SG2 member-
ship was associated with higher education in addition to higher
rates of positive symptoms, unemployment, female sex, and
chlorpromazine equivalent dose. These results are important as
they suggest that, for some individuals in specific brain-based
subgroups, the presence of positive symptoms is not necessarily
associated with smaller brain volume when examined in the context
of the multivariable signature (for example, when higher education
and female sex are also considered). Such findings contextualize
previous reports of the association between positive symptoms and
smaller brain volumes [3] by suggesting that this does not hold for
some individuals. It is notable that such a finding has been
hypothesized in historical theories of a ‘Type-I’ (non-deficit)
schizophrenia suggesting the presence of positive symptoms with
less structural brain changes compared to a ‘Type-II’ presentation

Table 3. Analyses predicting remission across timepoints using sociodemographic, clinical, and brain subgroup membership variables.

Analysis N TP TN FP FN Sens (%) Spec (%) BAC (%) PPV (%) NPV (%) AUC BAC p value 10,000
perms

1-year 261 90 76 35 60 60 68.46 64.23 72 55.88 0.69 0.03

3-years 135 26 60 31 18 59.09 65.93 62.51 45.61 76.92 0.60 0.03

5-years 126 32 43 21 30 51.61 67.19 59.40 60.38 58.90 0.61 0.05

TP true positive, TN true negative, FP false positive, FN false negative, sens sensitivity, spec specificity, BAC balanced accuracy, PPV positive predictive value, NPV
negative predictive value, AUC area under the curve.
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associated with impairment and negative symptoms [44]. In our
previous work defining the subgroups [7] we hypothesized that the
SG2 subgroup was related to hyperdopaminergic mechanisms,
which is now further contextualized by our current results showing a
relationship between SG2, female sex, and remission, due to
evidence of: increased striatal volumes in remitting females
[28, 29], sex differences in striatal dopamine synaptic concentrations
and receptors [45], and sex differences in response to antipsychotics
[46] (see Supplementary Materials for details).

In univariate tests, remission rates were higher in the
SG2 subgroup when timepoints were combined and at 1-year at
uncorrected levels. Multivariable remission signatures at 1-year, 5-
year, and combined timepoints included SG2 membership
combined with decreased schizophrenia diagnosis (and increased
diagnoses of schizophreniform, psychosis not-otherwise-specified,
and brief psychotic disorder). Other notable variables included in
the models with SG2 membership were: reduced unemployment
(1-year), female sex (5-years), and decreased SG1 membership
(combined timepoints). These results support our hypothesis of
increased chances of remission in SG2 derived from top-down
studies [28, 29], but add to this research by suggesting that this
relationship may be mediated by a premorbid brain phenotype.
The findings also highlight how the brain subgroup membership
combines with known clinical signatures associated with remis-
sion, such as female gender, higher education, and a diagnosis
other than schizophrenia [22–25, 47–49]. When combined with
other variables across timepoints, the negative relationship
between SG1 membership and remission also agreed with
previous research [23, 25–27].
Against the background of the SG1 and SG2 subgroups we

identified, it is important to highlight that approximately 34% of
FEP individuals did not show either brain signature and were
considered to have no subgroup membership (i.e., ‘None’).
Multivariable signatures separating this subgroup from the others
were also non-significant, potentially supporting the presence of
clinical and neuromorphological heterogeneity in presentations.
Given that these individuals were also experiencing a psychosis,
further research should further investigate this subgroup to
potentially detect additional subgroup solutions and finer-
grained differences (e.g., using functional MRI or diffusion tensor
imaging) that may reveal more precise relationships with
symptoms and outcomes in these individuals. In addition, further
research in larger samples could consider the SG1+
SG2 subgroup due to its mixed brain signature and higher
proportion of individuals with a diagnosis of schizophrenia.
However, overall the SG1, SG2, SG1+ SG2, and ‘None’ results
highlight how such MRI heterogeneity may influence MRI findings
[1, 41, 42] and ultimately obscure biomarker identification in early
stage psychosis neuroimaging research [4–6]. Our study thus
emphasizes the need for more research on biologically-based
individual differences that also accounts for the potential presence
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Fig. 4 Baseline prediction of remission outcomes at 1-year (A),
5-year (B), and at any point across all follow-up periods (C). Cross-
validation ratio (CV-Ratio) of feature weights indicating most
consistently selected variables is presented (x-axis) and colored
bars indicate those that are significant using the sign-based
consistency measure. A At 1-year (data available from Santander
and Sao Paulo; Table S1), the SG2 membership positively predicted
remission in combination with increased diagnoses of schizophreni-
form disorder, increased single marital status, and less schizophrenia
diagnoses and unemployment. B At 5-years (London/Sao Paulo;
Table S1), SG2 significantly predicted remission together with a
psychosis “not otherwise specified” diagnosis, female sex, less
schizophrenia diagnoses, and less single marital status. C Prediction
of remission included increased single marital status, schizophreni-
form or brief psychotic disorder diagnoses, female sex, and global
assessment of functioning (GAF) in addition to less schizophrenia
diagnoses, negative symptoms, and major depressive disorder.
Increased SG2 was associated with remission, while decreased SG1
membership (relative to the other variables in a multivariate
analysis), was associated with remission. DUP duration of untreated
psychosis, PANSS positive and negative syndrome scale, GAF global
assessment of functioning, CPZ chlorpromazine equivalent dose,
MDD major depressive disorder, Psychosis NOS Psychosis not
otherwise specified.
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of premorbid and normatively present brain diversity
[7, 8, 10, 11, 13, 14, 17].

STRENGTHS AND LIMITATIONS
This study has multiple strengths as it provides the first
replication of the presence of neuromorphological subgroups
from a chronic schizophrenia cohort in a large multisite sample
of patients at illness onset—a group less confounded by the
effects of chronic illness (and long-term treatment)—and in
healthy controls. As such, we replicated findings across
diverse study protocols and demonstrated the crucial associa-
tions between these brain subtypes and clinical variables,
suggesting a high degree of generalizability of these subgroups.
Furthermore, we also examined the relationship between
subgroups across different psychosis diagnoses and with long-
itudinal outcome data on up to 5-years after the baseline
assessment.
However, there are also some important limitations to consider.

First, while we believe this has been a strength in generalizability,
we should consider the potential effect of differences in MRI
acquisition and subject recruitment protocols across sites. We
implemented site control procedures that mitigated MRI site
variance and controlled for site in clinical analyses, although
remaining effects are possible. A related point is that missing
variables within each site were addressed using imputation within
cross-validation routines during clinical analyses. Nevertheless,
these site effects were partly controlled in supplementary analyses
that reinforced our finding of a relationship between remission
and membership of the SG2 subgroup. Second, although we did
not find antipsychotic effects on brain volume or clinical outcomes
at baseline, longitudinal treatment could influence remission
signatures and needs to be investigated in future research. Third,
the baseline and follow-up predictive accuracy related to the
clinical associations (e.g., with SG2) was modest (60–69%). Fourth,
recreational drug use could be longitudinally investigated to
determine interactions with brain signatures and remission. Fifth,
the interaction with cognition needs to be considered given the
potential relationships with subgroups [20] and remission [50].
Further studies are needed, especially in consortium large samples
consisting of clinical high-risk for psychosis groups with homo-
geneous clinical and cognitive tests, to further clarify these
aspects (e.g., PRONIA [39]). Studies in controlled treatment trials
could also further investigate differential treatment effects
over time.

CONCLUSION
This study validated the presence of specific brain subgroups,
originally found in chronic schizophrenia study samples, in a
clinically heterogeneous first-episode psychosis sample and
demonstrated a significant relationship of these baseline clinical
signatures and subsequent symptomatic remission. The results
suggest the possibility of normatively present, premorbid brain
types that influence first presentation and outcomes in FEP.
Furthermore, they provide an initial, but important, indication that
brain morphology could help to inform stratification approaches
in the treatment of psychosis.

CODE AVAILABILITY
HYDRA (https://github.com/evarol/HYDRA) and MIDAS (https://github.com/evarol/
MIDAS) code used in this study are publicly available. The machine learning analyses
were conducted with NeuroMiner software available at https://github.com/
neurominer-git. Additional code used to assign subgroups and compute signatures
is available at https://github.com/ganchand/AJP_Codes.

REFERENCES
1. Haijma SV, Van Haren N, Cahn W, Koolschijn PCM, Hulshoff Pol HE, Kahn RS. Brain

volumes in schizophrenia: a meta-analysis in over 18 000 subjects. Schizophr Bull.
2013;39:1129–38.

2. Pantelis C, Velakoulis D, McGorry PD, Wood SJ, Suckling J, Phillips LJ, et al.
Neuroanatomical abnormalities before and after onset of psychosis: a cross-
sectional and longitudinal MRI comparison. Lancet. 2003;361:281–8.

3. Koutsouleris N, Gaser C, Jager M, Bottlender R, Frodl T, Holzinger S, et al. Struc-
tural correlates of psychopathological symptom dimensions in schizophrenia: A
voxel-based morphometric study. Neuroimage. 2008;39:1600–12.

4. Abi-Dargham A, Horga G. The search for imaging biomarkers in psychiatric dis-
orders. Nat Med. 2016;22:1248–55.

5. Insel TR, Cuthbert BN. Brain disorders? Precisely. Science. 2015;348:499–500.
6. Kapur S, Phillips AG, Insel TR. Why has it taken so long for biological psychiatry to

develop clinical tests and what to do about it? Mol Psychiatr. 2012;17:1174–9.
7. Chand GB, Dwyer DB, Erus G, Sotiras A, Varol E, Srinivasan D, et al. Two distinct

neuroanatomical subtypes of schizophrenia revealed using machine learning.
Brain. 2020;143:1027–38.

8. Dwyer DB, Cabral C, Kambeitz-Ilankovic L, Sanfelici R, Kambeitz J, Calhoun V, et al.
Brain Subtyping Enhances The Neuroanatomical Discrimination of Schizophrenia.
Schizophr Bull. 2018;44:1060–9.

9. Kaczkurkin AN, Moore TM, Sotiras A, Xia CH, Shinohara RT, Satterthwaite TD.
Approaches to Defining Common and Dissociable Neurobiological Deficits
Associated With Psychopathology in Youth. Biol Psychiatry. 2020;88:51–62.

10. Pan Y, Pu W, Chen X, Huang X, Cai Y, Tao H, et al. Morphological Profiling of
Schizophrenia: Cluster Analysis of MRI-Based Cortical Thickness Data. Schizophr
Bull. 2020;46:623–32.

11. Planchuelo-Gómez Á, Lubeiro A, Núñez-Novo P, Gomez-Pilar J, de Luis-García R,
Del Valle P, et al. Identificacion of MRI-based psychosis subtypes: Replication and
refinement. Prog Neuropsychopharmacol Biol Psychiatry. 2020;100:109907.

12. Dazzan P, Arango C, Fleischacker W, Galderisi S, Glenthøj B, Leucht S, et al.
Magnetic resonance imaging and the prediction of outcome in first-episode
schizophrenia: a review of current evidence and directions for future research.
Schizophr Bull. 2015;41:574–83.

13. Zhao Q, Cao H, Zhang W, Li S, Xiao Y, Tamminga CA, et al. A subtype of insti-
tutionalized patients with schizophrenia characterized by pronounced sub-
cortical and cognitive deficits. Neuropsychopharmacology. 2022;47:2024–32.

14. Lubeiro A, Rueda C, Hernández JA, Sanz J, Sarramea F, Molina V. Identification of
two clusters within schizophrenia with different structural, functional and clinical
characteristics. Prog Neuropsychopharmacol Biol Psychiatry. 2016;64:79–86.

15. Honnorat N, Dong A, Meisenzahl-Lechner E, Koutsouleris N, Davatzikos C. Neu-
roanatomical heterogeneity of schizophrenia revealed by semi-supervised
machine learning methods. Schizophr Res. 2019;214:43–50.

16. Xiao Y, Liao W, Long Z, Tao B, Zhao Q, Luo C, et al. Subtyping Schizophrenia Patients
Based on Patterns of Structural Brain Alterations. Schizophr Bull. 2022;48:241–50.

17. Sugihara G, Oishi N, Son S, Kubota M, Takahashi H, Murai T. Distinct Patterns of
Cerebral Cortical Thinning in Schizophrenia: A Neuroimaging Data-Driven
Approach. Schizophr Bull. 2017;43:900–6.

18. Kaczkurkin AN, Sotiras A, Baller EB, Barzilay R, Calkins ME, Chand GB, et al.
Neurostructural Heterogeneity in Youths With Internalizing Symptoms. Biol Psy-
chiatry. 2020;87:473–82.

19. Varol E, Sotiras A, Davatzikos C. HYDRA: Revealing heterogeneity of imaging and
genetic patterns through a multiple max-margin discriminative analysis frame-
work. Neuroimage. 2016;145:346–64.

20. Chand GB, Singhal P, Dwyer DB, Wen J, Erus G, Doshi J, et al. Schizophrenia
Imaging Signatures and Their Associations With Cognition, Psychopathology, and
Genetics in the General Population. Am J Psychiatry. 2022:179:650–60.

21. Ayesa-Arriola R, Miguel-Corredera M, de la Foz VO, Neergaard KD, Correa-Ghisays
P, Setién-Suero E, et al. Education and long-term outcomes in first episode
psychosis: 10-year follow-up study of the PAFIP cohort. Psychol Med. 2021:1–12.

22. Andreasen NC, Carpenter WT Jr, Kane JM, Lasser RA, Marder SR, Weinberger DR.
Remission in schizophrenia: proposed criteria and rationale for consensus. Am J
Psychiatry. 2005;162:441–9.

23. Dazzan P, Lappin JM, Heslin M, Donoghue K, Lomas B, Reininghaus U, et al.
Symptom remission at 12-weeks strongly predicts long-term recovery from the
first episode of psychosis. Psychol Med. 2020;50:1452–62.

24. Morgan C, Lappin J, Heslin M, Donoghue K, Lomas B, Reininghaus U, et al.
Reappraising the long-term course and outcome of psychotic disorders: the
AESOP-10 study. Psychol Med. 2014;44:2713–26.

25. Morgan C, Dazzan P, Lappin J, Heslin M, Donoghue K, Fearon P, et al. Rethinking
the course of psychotic disorders: modelling long-term symptom trajectories.
Psychol Med. 2021;52:2641–50.

26. Crossley NA, Marques TR, Taylor H, Chaddock C, Dell’Acqua F, Reinders AA, et al.
Connectomic correlates of response to treatment in first-episode psychosis. Brain.
2017;140:487–96.

D.B. Dwyer et al.

9

Molecular Psychiatry

https://github.com/evarol/HYDRA
https://github.com/evarol/MIDAS
https://github.com/evarol/MIDAS
https://github.com/neurominer-git
https://github.com/neurominer-git
https://github.com/ganchand/AJP_Codes


27. Palaniyappan L, Marques TR, Taylor H, Handley R, Mondelli V, Bonaccorso S, et al.
Cortical folding defects as markers of poor treatment response in first-episode
psychosis. JAMA Psychiatry. 2013;70:1031–40.

28. Fung G, Cheung C, Chen E, Lam C, Chiu C, Law CW, et al. MRI predicts remission at
1 year in first-episode schizophrenia in females with larger striato-thalamic
volumes. Neuropsychobiology. 2014;69:243–8.

29. Chua SE, Deng Y, Chen EY, Law CW, Chiu CP, Cheung C, et al. Early striatal
hypertrophy in first-episode psychosis within 3 weeks of initiating antipsychotic
drug treatment. Psychol Med. 2009;39:793–800.

30. First MB, Spitzer RL, Gibbon M & Williams JBW. Structured clinical interview for
DSM-IV-TR axis I disorders, research version, patient edition. (SCID-I/P). New York:
Biometrics Research, New York State Psychiatric Institute. 2002.

31. Hall RC. Global assessment of functioning. A modified scale. Psychosomatics.
1995;36:267–75.

32. Kay SR, Opler LA, Lindenmayer J-P. The positive and negative syndrome scale
(PANSS): rationale and standardisation. Br J Psychiatry. 1989;155:59–65.

33. Rosa P, Zanetti M, Duran F, Santos L, Menezes P, Scazufca M, et al. What deter-
mines continuing grey matter changes in first-episode schizophrenia and affec-
tive psychosis? Psychol Med. 2015;45:817–28.

34. Susser E, Finnerty M, Mojtabai R, Yale S, Conover S, Goetz R, et al. Reliability of the
life chart schedule for assessment of the long-term course of schizophrenia.
Schizophr Res. 2000;42:67–77.

35. Doshi J, Erus G, Ou Y, Resnick SM, Gur RC, Gur RE, et al. MUSE: MUlti-atlas region
Segmentation utilizing Ensembles of registration algorithms and parameters, and
locally optimal atlas selection. Neuroimage. 2016;127:186–95.

36. Srinivasan D, Erus G, Doshi J, Wolk DA, Shou H, Habes M, et al. A comparison of
Freesurfer and multi-atlas MUSE for brain anatomy segmentation: Findings about
size and age bias, and inter-scanner stability in multi-site aging studies. Neuro-
image. 2020;223:117248.

37. Davatzikos C, Genc A, Xu D, Resnick SM. Voxel-based morphometry using the
RAVENS maps: methods and validation using simulated longitudinal atrophy.
Neuroimage. 2001;14:1361–9.

38. Varol E, Sotiras A, Davatzikos C. MIDAS: Regionally linear multivariate dis-
criminative statistical mapping. Neuroimage. 2018;174:111–26.

39. Koutsouleris N, Dwyer DB, Degenhardt F, Maj C, Urquijo-Castro MF, Sanfelici R,
et al. Multimodal Machine Learning Workflows for Prediction of Psychosis in
Patients With Clinical High-Risk Syndromes and Recent-Onset Depression. JAMA
Psychiatry. 2021;78:195–209.

40. Gómez-Verdejo V, Parrado-Hernández E, Tohka J. Sign-consistency based variable
importance for machine learning in brain imaging. Neuroinformatics.
2019;17:593–609.

41. Radua J, Borgwardt S, Crescini A, Mataix-Cols D, Meyer-Lindenberg A, McGuire P,
et al. Multimodal meta-analysis of structural and functional brain changes in first
episode psychosis and the effects of antipsychotic medication. Neurosci Biobe-
hav Rev. 2012;36:2325–33.

42. van Erp TGM, Walton E, Hibar DP, Schmaal L, Jiang W, Glahn DC, et al. Cortical
Brain Abnormalities in 4474 Individuals With Schizophrenia and 5098 Control
Subjects via the Enhancing Neuro Imaging Genetics Through Meta Analysis
(ENIGMA) Consortium. Biol Psychiatry. 2018;84:644–54.

43. Murray RM, Bhavsar V, Tripoli G, Howes O. 30 years on: how the neurodevelop-
mental hypothesis of schizophrenia morphed into the developmental risk factor
model of psychosis. Schizophr Bull. 2017;43:1190–6.

44. Jablensky A. The diagnostic concept of schizophrenia: its history, evolution, and
future prospects. Dialogues Clin Neurosci. 2010;12:271–87.

45. Williams OOF, Coppolino M, George SR, Perreault ML. Sex Differences in Dopa-
mine Receptors and Relevance to Neuropsychiatric Disorders. Brain Sci.
2021;11:1199.

46. Eugene AR, Masiak J. A pharmacodynamic modelling and simulation study
identifying gender differences of daily olanzapine dose and dopamine D2-
receptor occupancy. Nord J Psychiatry. 2017;71:417–24.

47. Verma S, Subramaniam M, Abdin E, Poon LY, Chong SA. Symptomatic and
functional remission in patients with first-episode psychosis. Acta Psychiatr
Scand. 2012;126:282–9.

48. Renwick L, Lyne J, Donoghue BO, Owens L, Doyle R, Hill M, et al. Prodromal
symptoms and remission following first episode psychosis. Schizophr Res.
2015;168:30–36.

49. Austin SF, Mors O, Secher RG, Hjorthøj CR, Albert N, Bertelsen M, et al. Predictors
of recovery in first episode psychosis: the OPUS cohort at 10 year follow-up.
Schizophr Res. 2013;150:163–8.

50. Lindgren M, Holm M, Kieseppä T, Suvisaari J. Neurocognition and Social Cogni-
tion Predicting 1-Year Outcomes in First-Episode Psychosis. Front Psychiatry.
2020;11:603933.

ACKNOWLEDGEMENTS
Supported by NIH grant R01MH112070 and the National Health and Medical
Research Council (NHMRC) grant GA126980. Russel Shinohara was supported by the
NIH grant R01M123550. RCG was supported by the NIH grant R01MH119219.

AUTHOR CONTRIBUTIONS
Conception and design: DBD, GBC, RSK, HGS, EM, GE, SJW, CZ, HS, YF, TMM, REG, RCG,
TDS, MVZ, DHW, CP, BCF, GFB, CD, NK, PD. Acquisition of data: DBD, GBC, AP, GE, JD,
RSK, HGS, EM, SJW, CZ, HS, YF, MS, PR, TMM, REG, RCG, MDR, TDS, RMM, MDF, SC,
MVZ, DHW, CP, BCF, GFB, CD, NK, PD. Analysis and interpretation of data: DBD, GBC,
AP, AK, JW, MA, GH, GE, JD, DS, EV, RSK, HGS, EM, SJW, CZ, AS, RTS, HS, YF, MS, PR, PAL,
RU, ANK, TMM, BN, REG, RCG, MDR, TDS, RMM, MDF, SC, MVZ, DHW, CP, BCF, GFB, CD,
NK, PD. Paper drafting: DBD, GBC, AP, AK, JW, MA, GH, GE, JD, DS, EV, RSK, HGS, EM,
SJW, CZ, AS, RTS, HS, YF, MS, PR, PAL, RU, ANK, TMM, BN, REG, RCG, MDR, TDS, RMM,
MDF, SC, MVZ, DHW, CP, BCF, GFB, CD, NK, PD.

FUNDING
Open Access funding enabled and organized by CAUL and its Member Institutions.

COMPETING INTERESTS
Dr AS has equity in TheraPanacea. Dr PD has received speaking fees from Janssen
and Lundbeck. Dr RSK has served as a consultant for Alkermes, Sunovion, and Merck.
Dr CP has received funding from the National Health and Medical Research Council,
the Lundbeck Foundation, and the Medical Research Future Fund and has received
honoraria for talks at educational meetings and as an advisory board member for
Lundbeck Australia. Dr RTS has served as a consultant for Octave Bioscience. The
other authors report no financial relationships with commercial interests.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41380-023-02069-0.

Correspondence and requests for materials should be addressed to Dominic B.
Dwyer, Nikolaos Koutsouleris or Paola Dazzan.

Reprints and permission information is available at http://www.nature.com/
reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims
in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this license, visit http://
creativecommons.org/licenses/by/4.0/.

© The Author(s) 2023

D.B. Dwyer et al.

10

Molecular Psychiatry

https://doi.org/10.1038/s41380-023-02069-0
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Psychosis brain subtypes validated in first-episode cohorts and related to illness remission: results from the PHENOM consortium
	Introduction
	Methods
	Participants
	Sociodemographic and clinical assessments
	Image preprocessing
	Application of HYDRA models
	Voxel-wise analysis
	Baseline and longitudinal univariate tests of subtype differences
	Supervised machine learning analyses separating subgroups and prediction of clinical outcomes

	Results
	Baseline and follow-up sample characteristics
	Validation of neuromorphological subgroups at the time of the first psychotic episode
	Differences in clinical baseline characteristics between SG1 and SG2 subgroups in FEP and HC
	Prediction of subgroup membership from clinical signatures
	Illness remission across subgroups
	Prediction of remission from clinical variables and subgroup membership
	Supplementary analyses of combined timepoints, site, antipsychotics, schizophrenia diagnosis, drug use, and clustering algorithms

	Discussion
	Strengths and limitations
	Conclusion
	References
	Acknowledgements
	Author contributions
	Funding
	Competing interests
	ADDITIONAL INFORMATION




