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Abstract

IMPORTANCE Like other clinical biomarkers, trajectories of estimated glomerular filtration rate
(eGFR) after kidney transplant are characterized by intra-individual variability. These fluctuations
hamper the distinction between alarming graft functional deterioration or harmless fluctuation
within the patient-specific expected reference range of eGFR.

OBJECTIVE To determine whether a deep learning model could accurately predict the patient-
specific expected reference range of eGFR after kidney transplant.

DESIGN, SETTING, AND PARTICIPANTS A multicenter diagnostic study consisted of a derivation
cohort of 933 patients who received a kidney transplant between 2004 and 2013 with 100 867 eGFR
measurements from University Hospitals Leuven, Belgium, and 2 independent test cohorts: with
39 999 eGFR measurements from 1170 patients, 1from University Hospitals Leuven, Belgium,
receiving transplants between 2013 and 2018 and 1from Hannover Medical School, Germany,
receiving transplants between 2003 and 2007. Patients receiving a single kidney transplant, with
consecutive eGFR measurements were included. Data were analyzed from February 2019 to

April 2021.

EXPOSURES In the derivation cohort 100 867 eGFR measurements were available for analysis and
39 999 eGFR measurements from the independent test cohorts.

MAIN OUTCOMES AND MEASURES A sequence-to-sequence model was developed for prediction
of a patient-specific expected range of eGFR, based on previous eGFR values. The primary outcome
was the performance of the deep learning sequence-to-sequence model in the 2

independent cohorts.

RESULTS In this diagnostic study, a total of 933 patients in the training sets (mean [SD] age, 53.5
[13.3]1 years; 570 male [61.1%]) and 1170 patients in the independent test sets (cohort 1[n = 621]:
mean [SD] age, 58.5 [12.1] years; 400 male [64.4%]; cohort 2 [n = 549]: mean [SD] age, 50.1[13.0]
years; 316 male [57.6%]) who received a single kidney transplant most frequently from deceased
donors, the sequence-to-sequence models accurately predicted future patient-specific eGFR
trajectories within the first 3 months after transplant, based on the previous graft eGFR values (root
mean square error, 6.4-8.9 mL/min/1.73 m?). The sequence-to-sequence model predictions
outperformed the more conventional autoregressive integrated moving average prediction model,
at all input/output number of eGFR values.

CONCLUSIONS AND RELEVANCE In this diagnostic study, a sequence-to-sequence deep learning
model was developed and validated for individual forecasting of kidney transplant function. The
patient-specific sequence predictions could be used in clinical practice to guide physicians on

(continued)
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Key Points

Question Can a deep learning model
accurately predict patient-specific
estimated glomerular filtration rate
(eGFR) ranges?

Findings In this diagnostic study in a
derivation cohort of 933 single kidney
transplant recipients with 100 867 eGFR
values and validation cohort of 1170
single kidney transplant recipients with
39999 eGFR values, a sequence-to-
sequence model was able to accurately
predict patient-specific eGFR ranges
within the first 3 months after
transplant, based on the grafts' previous
eGFR values.

Meaning Findings of this diagnostic
study suggest that the patient-specific
sequence predictions could be used in
clinical practice to guide physicians to
identify deviations from the expected
intra-individual variability.
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Abstract (continued)

deviations from the expected intra-individual variability, rather than relating the individual results to
the reference range of the healthy population.

JAMA Network Open. 2021;4(12):e2141617. doi:10.1001/jamanetworkopen.2021.41617

Introduction

There is a wide variability in kidney function, calculated as the estimated glomerular filtration rate
(eGFR) between transplant recipients, depending on quality of the donor organ but also on recipient-
related factors. However, also within patients, the eGFR fluctuates, as is the case with all clinical
biomarkers that are monitored over time. This intra-individual variability can range from fluctuations
explained by technical or analytical variability in the measurement' and biological variability
associated with hemodynamic changes, dietary intake, muscle mass, physical exertion, among
others to actual damage from acute events such as ischemia-reperfusion and specific posttransplant
injury processes such as transplant rejection.**>

Given the wide between-patient variability, the static evaluation of eGFR is less informative for
clinical decision-making. Therefore, experienced clinicians take the patient-specific fluctuations of
eGFR into account. Variability in eGFR values is interpreted as truly alerting, prompting action, such
as performing a kidney transplant biopsy, or as quiescent, falling in a range that can be considered
normal for this patient. The inherent fluctuating nature of eGFR often leaves clinicians in doubt on
whether a decrease in eGFR can still be considered in the reference range of fluctuation or whether it
should alert them to prompt a biopsy. In patients with chronic disease, many parameters are
systematically out of the ranges as defined for healthy individuals, including the eGFR values of
transplanted kidneys. This maladapted reference range complicates the use of standardized actions
and leads to less reproducible clinical estimation of indications for action and could be the reason
that alert systems for acute kidney injury often fail in realizing hard end points,®® because not taking
into account the individual day-to-day variability may lead to generation of numerous less relevant
alerts, inducing alert fatigue.® Tools that translate time-dependent intra-individual eGFR fluctuations
into a useful patient-specific guide for clinical decision-making may have utility. Therefore, in this
study we aimed to forecast future eGFR sequences of each individual graft based on the input of
previous eGFR values with variable input lengths (previous eGFR trajectories) and output lengths
(forecasted eGFR sequences). The accuracy of these predictions was evaluated by comparison of the
forecasted eGFR sequences with the real observed eGFR values. The predicted eGFR sequences
could be considered as a patient-specific expected range, against which new measured values could
be benchmarked to assess deviations from the predicted range, which could then prompt patient-
specific alarms in clinical practice.

Methods

Study Population and Data Collection
For the derivation cohort, all consecutive adult recipients of a single kidney transplant at the
University Hospitals Leuven between March 2004 and February 2013 were eligible. All transplants
were performed with compatible complement-dependent cytotoxicity crossmatches. The clinical
data were prospectively collected during routine clinical follow-up in electronic medical records,
which were used for clinical patient management and directly linked to the SAS database (SAS
Institute). This study followed the Standards for Reporting of Diagnostic Accuracy (STARD) reporting
guideline for diagnostic studies.

For independent validation, we assessed the model performance in 2 separate test cohorts. For
inclusion, eGFR values had to be available from the first 5 days after transplant. The first test cohort
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consisted of all 621 patients who received a transplant with a single kidney transplant between March
2013 and 2018 at the University Hospitals Leuven; the second test cohort consisted of 549 patients
who received a transplant between 2003 and 2007 at Hannover Medical School. Data were analyzed
from February 2019 to April 2021. This study was approved by the ethics committees of the
University Hospitals Leuven and Hannover Medical School. All patients provided written

informed consent.

Determination of Kidney Function, Handling of Missing Values, and Biopsy Policy
Kidney allograft function was assessed by the glomerular filtration rate estimated by the 4-variable
Modification of Diet in Renal Disease Study equation.'® The eGFR values were assessed routinely
during hospitalizations and outpatient clinic visits with variable intervals. On days when no eGFR
values were available (eFigure 1in the Supplement), we used duplication as imputation method,
meaning the last observation was carried forward for the input eGFR sequences.

Patients were followed up until graft failure (return to dialysis or preemptive retransplant) or
until the date of data extraction (August 31, 2017). Decisions to perform indication biopsies were
based on graft dysfunction, as judged by the treating clinicians. We opted to focus primarily on the
eGFR values in the first 3 months after transplant given the availability of frequent sampling and the
higher rate of fluctuations in this early posttransplant period, with a greater need for a patient-
specific eGFR reference.

Statistical Analysis

Characteristics of patients are described by means and SDs for continuous variables or median and
IQR, as appropriate, and frequencies and percentages for categorical variables. We first applied an
autoregressive integrated moving average (ARIMA), a traditional forecasting model, in a multistep
out-of-sample forecast, on the 36 451 eGFR values collected in the first 3 months of the derivation
cohort. More information on the ARIMA model can be found in eMethods in the Supplement. The
performance of this conventional model was then used as benchmark.

Next, we applied a deep learning model for eGFR prediction.” As detailed in eMethods in the
Supplement, we opted for a sequence-to-sequence model. This model is a recurrent neural network-
based model with an encoder-decoder architecture, which takes a sequence of values as input and
outputs a sequence of predicted values. In the setting of this study, this model starts from a sequence
of previous eGFR values to then predict future eGFR values for each individual graft (eFigure 2A in
the Supplement). For this process, we used all eGFR data available in the first 3 months after
transplant of the derivation cohort. Models with different input and output length were trained and
evaluated. More details on the processing and concept of this model can be found in eMethods in the
Supplement.

Model Accuracy

The validation process consisted of 2 steps, as outlined in eFigure 2B in the Supplement, first by
internal cross-validation on the derivation cohort and second by validating the locked models in the
independent test cohorts. Details on the validation process can be found in eMethods in the
Supplement. The model accuracy was assessed by comparing each predicted eGFR value from the
output sequence and the real measured eGFR on the same day. The root mean square error reflects
the difference in predicted vs measured eGFR value in mL/min/1.73 m?. The final sequence-to-
sequence model performance was obtained by averaging the results of the 5-fold-trained models.
For testing the accuracy of the sequence-to-sequence model beyond 3 months posttransplant, we
trained new models for longer term input and output sequences of the derivation cohort (see
eMethods in the Supplement).

[5 JAMA Network Open. 2021;4(12):e2141617. doi:10.1001/jamanetworkopen.2021.41617

Downloaded from jamanetwork.com by KU Leuven 2Bergen Biomedical Library user on 02/13/2024

December 30, 2021

3/12


https://jama.jamanetwork.com/article.aspx?doi=10.1001/jamanetworkopen.2021.41617&utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamanetworkopen.2021.41617
https://jama.jamanetwork.com/article.aspx?doi=10.1001/jamanetworkopen.2021.41617&utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamanetworkopen.2021.41617
https://jama.jamanetwork.com/article.aspx?doi=10.1001/jamanetworkopen.2021.41617&utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamanetworkopen.2021.41617
https://jama.jamanetwork.com/article.aspx?doi=10.1001/jamanetworkopen.2021.41617&utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamanetworkopen.2021.41617
https://jama.jamanetwork.com/article.aspx?doi=10.1001/jamanetworkopen.2021.41617&utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamanetworkopen.2021.41617
https://jama.jamanetwork.com/article.aspx?doi=10.1001/jamanetworkopen.2021.41617&utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamanetworkopen.2021.41617
https://jama.jamanetwork.com/article.aspx?doi=10.1001/jamanetworkopen.2021.41617&utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamanetworkopen.2021.41617
https://jama.jamanetwork.com/article.aspx?doi=10.1001/jamanetworkopen.2021.41617&utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamanetworkopen.2021.41617

JAMA Network Open | Nephrology Patient-Specific Kidney Transplant Function and Sequence-to-Sequence Deep Learning Model

Model Performance for Prediction of Indication Biopsies
Mimicking current clinical decision-making, we assessed whether eGFR at the time of kidney
transplant biopsies for graft dysfunction (indication biopsies) in the first 3 months after transplant
deviated negatively from the predicted eGFR values from the sequence-to-sequence model. For this
process, we excluded the 4 last eGFR values before an indication biopsy from the input sequence
and compared the eGFR predictions from the models with the actual measured eGFR value on the
biopsy dates. The models with the closest input length to the available input eGFR values of the
patients (excluding the 4 last eGFR values before a biopsy) were used. The range of the predicted
eGFR from these models was then represented by median and IQR. Next, we identified whether
actual measured eGFR values fell inside or out of the IQR of the predicted eGFR and defined
‘worsening graft function’ when the actual eGFR on the day of the biopsy was below the lower
quartile of the eGFR predictions. Biopsies performed within the first 5 days after transplant could not
be considered for this approach.

We used Keras-2.2.4 TensorFlow version 1.13.1in Python software version 3.6.10 (Python
Software Foundation) for model programming. GraphPad Prism, version 8 (GraphPad Software) was
used for data presentation.

Results

Study Population Characteristics

Overall, 2104 individual transplants were included in the study, divided into a derivation cohort

(N = 933; mean [SD] age, 53.5 [13.3] years; 570 male [61.1%]) and 2 independent test cohorts (cohort
1: N = 621; mean [SD] age, 58.5 [12.1] years; 400 male [64.4%]; and cohort 2: N = 549; mean [SD]
age, 50.1[13.0] years; 316 male [57.6%]). Median follow-up time was 7.8 years (IQR, 5.4-10.4 years) in
the derivation cohort, and 3.9 years (IQR, 2.6-5.2 years) in 1independent test cohort and 10.9 years
(IQR, 6.4-12.7 years) in the other independent test cohort. The characteristics of the cohorts are listed
in Table 1. In brief, the cohorts consisted of 85.5% of first kidney transplant procedures, mostly
(771%) from donors after brain death, with a male predominance in recipients and donors, and most
(85.5%) receiving calcineurin-based immunosuppressive regimens. eFigure 3 in the Supplement
depicts the between-patient variability in eGFR trajectories in the data set as well as within-patient
variability . The widest variability can be noted in the first months after transplant.

ARIMA Modeling and Performance

We first applied the conventional forecasting model, ARIMA, with different input and output lengths
to forecast patient-specific eGFR values in the derivation cohort applied in the first 3 months after
transplant. This ARIMA model demonstrated potential for forecasting eGFR sequences, albeit with
remaining inaccuracies compared with the actual eGFR values between 7.5 and 11.4 mL/min/1.73 m?
(Table 2).

Sequence-to-Sequence Model Development and Performance

Next, we developed a deep learning sequence-to-sequence model, hypothesizing that this model
could outperform conventional models in predicting eGFR sequences. We built sequence-to-
sequence models on the 36451 eGFR values collected in the first 3 months of the derivation cohort,
with varying input sequence and output sequence lengths. The root mean square error, expressed in
mL/min/1.73 m?, between the output sequence predictions from the models and the actual
measured eGFR values is depicted in Figure 1. The model predictions were more accurate with longer
supplied input length (longer time frame of previous eGFR values) and shorter demanded output
lengths (shorter time frame of future predicted eGFR values). Compared with the performance of the
ARIMA model applied on the same data set, the sequence-to-sequence model outperformed the
ARIMA model for all the provided input and requested output lengths, with inaccuracies compared
with the actual eGFR values between 6.4 and 8.9 mL/min/1.73 m? (Table 2). The greater predictive
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performance of the sequence-to-sequence algorithm compared to the measured eGFR values and to
the ARIMA model was visually confirmed in randomly selected exemplary cases (Figure 2).

Prediction of eGFR Evolution at Time of Indication Biopsies

We then assessed whether the sequence-to-sequence model predictions were concordant with the
clinical estimation of worsening graft function, as illustrated by performing an indication biopsy.
Estimating the deviation between real measured eGFR values and the predicted sequences at time
of indication biopsies was thought to provide insight in the sensitivity of the model for clinically
relevant graft functional deterioration. Ultimately, such sensitivity is needed for potential use as

Table 1. Characteristics of the Derivation and the Test Cohorts

Derivation cohort Test cohort 1 Test cohort 2
Characteristic (n=933) (n=621) (n = 549)
Recipient characteristics at transplant
Age, mean (SD), y 53.5(13.3) 58.5(12.1) 50.1(13.0)
Sex, No. (%)
Male 570 (61.1) 400 (64.4) 316 (57.6)
Female 363 (38.9) 221(35.6) 233 (42.4)
Repeated transplant, No. (%) 140 (15.0) 92 (14.8) 73(13.3)
Donor characteristics
Age, mean (SD), y 47.7 (14.9) 50.0 (14.3)? 49.4 (14.8)
Sex, No. (%)
Male 502 (53.8) 337 (54.3)° 299 (54.5)
Female 431 (46.2) 268 (43.2)° 250 (45.5)
Type of donor, No. (%)
Living donors 53(5.7) 59(9.5) 87 (15.9)
Donation after brain death 728 (78.0) 432 (69.6) 462 (84.2)
Donation after cardiac death 152 (16.3) 130(20.9) 0
Transplant characteristic
Cold ischemia time, mean (SD), h 14.2 (5.7) 11.7 (6.5) 13.9(7.3)
No. (%) with initial immunosuppression 869 (93.1) 587 (94.5)? 349 (63.6)
regimen: CNI-MPA-CS
Overall graft survival® (%), y
1 94.2 94.0 94.0
3 87.9 86.4 84.6
5 80.6 80.4 81.4
Death-censored graft survival® (%), y Abbreviations: CNI, calcineurin inhibitors; CS,
1 95.7 955 954 corticosteroids; MPA, mycophenolic acid.
2 028 B 99 @ Missing data (N = 22 for donor age; N = 16 for donor
5 89.4 93.4 87.9 sex; N = 37 for immunosuppressive regimen).
eGFR measurement in the first 3 mo ® Overall graft survival: composite of graft failure and
posttransplant recipient death.
No. 36451 23742 16 257
Mean (SD) 39.2(11.8) 38.4(14.7) 29.6 (13.1) ¢ Death-censored graft survival: graft failure censored

at time of recipient death with a functioning graft.

Table 2. Performance of ARIMA and Sequence-to-Sequence Models in the Derivation Cohort®

RMSE (mL/min/1.73 m?)
Derivation cohort

Abbreviations: ARIMA, auto-regressive integrated
moving average; IN, input sequence of eGFR values;

Sequence ARIMA Sequence-to-sequence OUT, requested output length in days of eGFR

IN: 5/0UT: 5 11.38 6.40 predictions; RMSE, root mean square error.

IN: 5/0UT: 15 ©.25 6.92 2 Both an ARIMA model and the sequence-to-

IN: 30/0UT: 30 7.62 6.59 sequence model were applied on the derivation
IN: 45/0UT: 45 7.48 6.94 cohort. A 5-fold cross-validation was used for the

sequence-to-sequence model and the mean of the

I SOs e 10.20 8.90 5-fold error rates was used for evaluation.
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alarm system in artificial intelligence-based clinical decision support. According to the sequence-to-
sequence models, 478 of 555 actual eGFR values at the time of the biopsies fell below the IQR of the
predicted eGFR values, which yields a sensitivity of 86.1% (Figure 3A-B). Of the 555 indication
biopsies, 233 (42.0%) had evidence of acute rejection assessed according to the Banff 2019
classification,'? of which 85.4% (199 of 233) were detected in indication biopsies with actual eGFR
below the IQR of the predicted eGFR.

Independent Validation

Next, we applied the prediction models from the derivation cohort on the 2 independent test
cohorts. Similar error rates were found compared with the training cohort (Figure 1). In the test
cohorts, we also assessed the deviation in real measured eGFR from the predicted eGFR at the day
of a biopsy for graft dysfunction in the first 3 months, using the same strategy as in the training
cohort. In the first test cohort, 293 of 311 (94.2%) biopsies had a measured eGFR below the IQR of
the predicted eGFR and in the second test cohort, 181 of 213 (85.0%) biopsies had a measured eGFR
below the IQR of the predicted eGFR (Figure 3C-D), indicating a worsening graft function against the
benchmark predicted range.

Figure 1. Performance of the Sequence-to-Sequence Models in the Derivation and Test Cohorts
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Extension Beyond 3 Months Post Transplant

When we applied this algorithm beyond 3 months post transplant, the errors correlated
proportionally to the demanded output lengths, but were less dependent on the input lengths,
which started already at a minimum of 180 days of eGFR values post transplant. Overall root mean
square errors remained low for output lengths requested up to 1year (eFigure 4 in the Supplement).

Discussion

Using recurrent neural network sequence-to-sequence modeling, we developed a tool to forecast
patient-specific kidney transplant function. Rather than aiming at prognostication of graft failure
using kidney function trajectories, this sequence-to-sequence model demonstrated accurate
predictions of the individual recipients’ eGFR values for variable time spans in the first 3 months after
transplant based on the patient’s previous eGFR values. The performance was validated in
independent cohorts. Overall, this model aids in defining patient-specific expected ranges of graft
function, taking into account fluctuations in kidney function associated with biological and technical
variability. With this ability, our algorithm can help identify when a new deviating measure can be
considered a true anomalous value on a patient-specific level.

Figure 2. Graphical lllustration of the Patient-Specific Prediction of Future eGFR Trajectories Using the Sequence-to-Sequence Models, and Comparison With ARIMA
Modeling, for 4 Randomly Selected Exemplary Cases
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The clinical assessment of trajectories of kidney function was previously modeled statistically
and evaluated for prognostication, for example by using latent class mixed models™'* and
ARIMA,">7 but prediction of future patient-specific expected ranges, to benchmark new measured
values against, is specific to this study. This model incorporates previous eGFR trajectories in its
prediction, with better accuracy than a more conventional ARIMA model. The robustness of the
predictions was dependent on the input and output length for the model: the accuracy increased
proportionally when a longer sequence of previous eGFR values was given as input and was better for
more adjacent than longer-term predictions.

The clinical potential of this model may lie in its ability to provide a patient-specific expected
reference range of future eGFR values to which each new observed eGFR value can be benchmarked.
This process could then lead to the creation of alarms when a new value is deviating below the
expected for this patient. This potential was illustrated by reviewing the deviation between
measured and predicted eGFR at the time of biopsies performed for graft dysfunction. Clear
deviation from the predicted eGFR values was identified by the algorithm in 85% to 94% of cases.
The inherent fluctuating nature of eGFR often creates doubt in clinicians on whether a decrease in
eGFR may be considered as still within the reference range of fluctuation or whether the eGFR should

Figure 3. Clinical Performance of the Sequence-to-Sequence Models
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alert them to prompt a biopsy. Results of our study suggest the potential for the sequence-to-
sequence models in clinical decision support in indicating to clinicians when measured kidney
function is deviating from the predicted values, which could prompt clinical action such as
performing a kidney transplant biopsy to exclude or diagnose rejection.

To our knowledge, this is the first study to include a deep learning eGFR forecasting model in the
field if kidney transplantation. Machine learning algorithm-based forecasting prediction models, such
as recurrent neural network have been widely used in other fields outside medicine, especially in the
natural language processing domain.'®° Recurrent neural network-based models can have better
performance than ARIMA models?°-23 and clinical experts.?* Beyond the field of kidney
transplantation and kidney disease, our sequence-to-sequence models could be tested in other
chronic diseases that require systematic laboratory-based monitoring. Current laboratory reporting
systems and electronic medical records do not report the patient-specific range but instead report
the reference range for the healthy population, which greatly diminishes the value of these reference
ranges in the follow-up of chronic conditions.?> Therefore, our model could guide patients and
caregivers in estimating a true deviation from the expected laboratory values rather than relating the
individual results to the reference range of the healthy population.

Limitations

This study has limitations. First, the model does not take into account other variables than eGFR,
such as proteinuria or donor-specific antibody development, which could also prompt a biopsy.
Furthermore, the study population consisted largely of White kidney transplant recipients, limiting
generalizability to other populations. The full eGFR history per patient was taken into account,
meaning that patients with multiple indication biopsies and delayed graft function were also
included. This inclusion could have negatively affected the accuracy of the sequence-to-sequence
predictions in some cases. In addition, this model does not take into account histologic information
and might predict graft functional decline in slowly progressive pathologic processes, which might
then be considered as graft functional decline in the expected range of normal, whereas histologic
injury might be present. These chronic progressive processes could limit extension of this model
beyond 1year, when more chronic lesions such as interstitial fibrosis and tubular atrophy can cause a
gradual functional decline. The clinical potential was retrospectively assessed; further prospective
validation in clinical practice is needed. Limitations are inherent to the formulas for estimating
GFR,?%?” and even when using serum creatinine, there is intrinsic error in the measurement.?®
Therefore, we cannot expect complete accuracy of the predictions. Nonetheless, the value of the
model may lie in defining a relative range of intra-individual variation rather than snapshot
absolute values.

Conclusions

In this diagnostic study, our sequence-to-sequence model was able to forecast patient-specific
kidney function after transplant. The first months posttransplant are marked by great fluctuations in
kidney function, which may create alarm in clinicians and uncertainty in patient. The increasing use
of electronic medical records linked to laboratory information systems could facilitate
implementation of the model into the health information technology infrastructure and software
used to care for patients. The implemented model could automatically indicate the projected
expected range of eGFR values per patient, compare this range with new measured eGFR values to
assess deviations, which would lead to generation of alarms and incorporate each new eGFR
measurement to update the predictions automatically. Our prediction model could guide clinicians in
whether eGFR fluctuations should be considered to be alerts or rather expected for the specific
patients instead of relating the individual results to the reference range of the healthy population.
The clinical utility of this prediction model in decision-making in addition to current interpretation of
eGFR trajectories by experienced clinicians may need to be evaluated in prospective clinical trials.

& JAMA Network Open. 2021;4(12):e2141617. doi:10.1001/jamanetworkopen.2021.41617 December 30, 2021

Downloaded from jamanetwork.com by KU Leuven 2Bergen Biomedical Library user on 02/13/2024

9/12



JAMA Network Open | Nephrology Patient-Specific Kidney Transplant Function and Sequence-to-Sequence Deep Learning Model

ARTICLE INFORMATION
Accepted for Publication: November 7, 2021.

Published: December 30, 2021. doi:10.1001/jamanetworkopen.2021.41617

Open Access: This is an open access article distributed under the terms of the CC-BY License. © 2021 Van Loon E
et al. JAMA Network Open.

Corresponding Author: Maarten Naesens, MD, PhD, Department of Microbiology, Immunology, and
Transplantation, KU Leuven, Leuven, Belgium, Herestraat 49, 3000 Leuven, Belgium (maarten.naesens@
kuleuven.be).

Author Affiliations: Department of Microbiology, Immunology and Transplantation, Nephrology and Kidney
Transplantation Research Group, KU Leuven, Leuven, Belgium (Van Loon, Coemans, Emonds, Kuypers, Senev,
Tinel, Van Craenenbroeck, Naesens); Department of Nephrology and Kidney Transplantation, University Hospitals
Leuven, Leuven, Belgium (Van Loon, Kuypers, Van Craenenbroeck, Naesens); ESAT STADIUS Center for Dynamical
Systems, Signal Processing and Data Analytics, KU Leuven, Leuven, Belgium (Zhang, De Vos, De Moor);
Department of Development and Regeneration, KU Leuven, Leuven, Belgium (De Vos); Histocompatibility and
Immunogenetic Laboratory, Red Cross Flanders, Mechelen, Belgium (Emonds, Senev); Department of Nephrology,
Hannover Medical School, Hannover, Germany (Scheffner, Gwinner).

Author Contributions: Dr Van Loon and Ms Zhang had full access to all of the data in the study and take
responsibility for the integrity of the data and the accuracy of the data analysis. Dr Van Loon and Ms Zhang
contributed equally.

Concept and design: Van Loon, Zhang, Van Craenenbroeck, De Moor, Naesens.

Acquisition, analysis, or interpretation of data: Van Loon, Zhang, Coemans, De Vos, Emonds, Scheffner, Gwinner,
Kuypers, Senev, Tinel, Van Craenenbroeck, Naesens.

Drafting of the manuscript: Van Loon, Zhang, Kuypers, Van Craenenbroeck, Naesens.
Critical revision of the manuscript for important intellectual content: All authors.
Statistical analysis: Van Loon, Zhang, Coemans, Kuypers, Naesens.

Obtained funding: Van Loon, De Moor, Naesens.

Administrative, technical, or material support: Van Loon, Emonds, Scheffner, Gwinner, Senev, Van Craenenbroeck,
De Moor, Naesens.

Supervision: Van Loon, De Vos, Emonds, Kuypers, Van Craenenbroeck, De Moor, Naesens.

Conflict of Interest Disclosures: Dr Van Loon reported receiving grants from Research Foundation Flanders
doctoral fellowship (grant 1143919N) during the conduct of the study. No other disclosures were reported.

Funding/Support: This project was supported by The Research Foundation - Flanders (FWO), Belgium, Flanders,
under the frame of ERACoSysMed-2, the ERA-Net for Systems Medicine in clinical research and medical practice
(project ROCKET, JTC2_29). This work was also supported by KU Leuven: Research Fund (projects C16/15/059,
(C3/19/053, C32/16/013, C24/18/022), Industrial Research Fund (Fellowship 13-0260) and several Leuven Research
and Development bilateral industrial projects, Flemish Government Agencies: FWO (EOS Project no 30468160
(SeLMA), SBO project SOO5319N, Infrastructure project I013218N, TBM Project TOO1919N; PhD Grants
(SB/1SA1319N, SB/1593918, SB/151622)), This research received funding from the Flemish Government (Al
Research Program). Dr De Moor and Wanqiu Zhang are affiliated to Leuven.Al - KU Leuven institute for Al, B-3000,
Leuven, Belgium. VLAIO (City of Things (COT.2018.018), PhD grants: Baekeland (HBC.20192204) and Innovation
mandate (HBC.2019.2209), Industrial Projects (HBC.2018.0405)), European Commission: This project has
received funding from the European Research Council (ERC) under the European Union's Horizon 2020 research
and innovation programme (grant agreement No 885682); (EU H2020-SC1-2016-2017 Grant Agreement
No.727721: MIDAS), KOTK foundation. This study was also funded by the Research Foundation - Flanders (Fonds
Wetenschappelijk Onderzoek [FWO]) and Flanders Innovation & Entrepreneurship (VLAIO) with a TBM project
(grant IWT.150199). Dr Van Loon. holds a fellowship grant (1143919N) from FWO. Dr Naesens is senior clinical
investigator of FWO (1844019N).

Role of the Funder/Sponsor: The funding organization had no role in the design and conduct of the study;
collection, management, analysis, and interpretation of the data; preparation, review, or approval of the

manuscript; and decision to submit the manuscript for publication.

Additional Contributions: We thank the clinicians and surgeons, nursing staff and the patients of University
Hospitals Leuven for participating in this study and making it possible.

[5 JAMA Network Open. 2021;4(12):e2141617. doi:10.1001/jamanetworkopen.2021.41617

Downloaded from jamanetwork.com by KU Leuven 2Bergen Biomedical Library user on 02/13/2024

December 30,2021

10/12


https://jama.jamanetwork.com/article.aspx?doi=10.1001/jamanetworkopen.2021.41617&utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamanetworkopen.2021.41617
https://jamanetwork.com/pages/cc-by-license-permissions/?utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamanetworkopen.2021.41617
mailto:maarten.naesens@kuleuven.be
mailto:maarten.naesens@kuleuven.be

JAMA Network Open | Nephrology Patient-Specific Kidney Transplant Function and Sequence-to-Sequence Deep Learning Model

REFERENCES

1. Ross JW, Miller WG, Myers GL, Praestgaard J. The accuracy of laboratory measurements in clinical chemistry:

a study of 11 routine chemistry analytes in the College of American Pathologists Chemistry Survey with fresh frozen
serum, definitive methods, and reference methods. Arch Pathol Lab Med.1998;122(7):587-608.

2. Joffe M, Hsu CY, Feldman HI, Weir M, Landis JR, Hamm LL; Chronic Renal Insufficiency Cohort (CRIC) Study
Group. Variability of creatinine measurements in clinical laboratories: results from the CRIC study. Am J Nephrol.
2010:;31(5):426-434. doi:10.1159/000296250

3. White CA, Huang D, Akbari A, Garland J, Knoll GA. Performance of creatinine-based estimates of GFR in kidney
transplant recipients: a systematic review. Am J Kidney Dis. 2008;51(6):1005-1015. doi:10.1053/j.ajkd.2008.
02.308

4. Carter JL, Parker CT, Stevens PE, et al. Biological Variation of Plasma and Urinary Markers of Acute Kidney Injury
in Patients with Chronic Kidney Disease. Clin Chem. 2016;62(6):876-883. doi:10.1373/clinchem.2015.250993

5. Rowe C, Sitch AJ, Barratt J, et al; eGFR-C Study Group. Biological variation of measured and estimated
glomerular filtration rate in patients with chronic kidney disease. Kidney Int. 2019;96(2):429-435. doi:10.1016/j.
kint.2019.02.021

6. Wilson FP, Martin M, Yamamoto Y, et al. Electronic health record alerts for acute kidney injury: multicenter,
randomized clinical trial. BMJ. 2021;372:m4786. doi:10.1136/bmj.m4786

7. Sahota N, Lloyd R, Ramakrishna A, et al; CCDSS Systematic Review Team. Computerized clinical decision
support systems for acute care management: a decision-maker-researcher partnership systematic review of
effects on process of care and patient outcomes. Implement Sci. 2011;6:91. doi:10.1186/1748-5908-6-91

8. Selby NM, Casula A, Lamming L, et al. An organizational-level program of intervention for AKI: a pragmatic
stepped wedge cluster randomized trial. J Am Soc Nephrol. 2019;30(3):505-515. doi:10.1681/ASN.2018090886

9. Footracer KG. Alert fatigue in electronic health records. JAAPA. 2015;28(7):41-42. doi:10.1097/01.JAA.
0000465221.04234.ca

10. Levey AS, Bosch JP, Lewis JB, Greene T, Rogers N, Roth D; Modification of Diet in Renal Disease Study Group.
A more accurate method to estimate glomerular filtration rate from serum creatinine: a new prediction equation.
Ann Intern Med. 1999;130(6):461-470. doi:10.7326/0003-4819-130-6-199903160-00002

11. LeCunYY, Bengio Y, Hinton G. Deep learning. Nature. 2015;521(7553):436-444. doi:10.1038/nature14539

12. Loupy A, Haas M, Roufosse C, et al. The Banff 2019 Kidney Meeting Report (1): Updates on and clarification of
criteria for T cell- and antibody-mediated rejection. Am J Transplant. 2020;20(9):2318-2331. doi:10.1111/ajt.15898

13. Boucquemont J, Loubére L, Metzger M, Combe C, Stengel B, Leffondre K; NephroTest Study Group. Identifying
subgroups of renal function trajectories. Nephrol Dial Transplant. 2017;32(suppl_2):ii185-ii193.

14. Raynaud M, Aubert O, Reese PP, et al. Trajectories of glomerular filtration rate and progression to end stage
kidney disease after kidney transplantation. Kidney Int. 2021;99(1):186-197. doi:10.1016/j.kint.2020.07.025

15. ChangSS, Hung CJ, Lin YJ, et al. Association between preoperative allograft function (effective renal plasma
flow) and the change in glomerular filtration rate among living-donor kidney transplant recipients. Transplant
Proc. 2012;44(1):248-253. doi:10.1016/j.transproceed.2011.11.045

16. van Walraven C, Goel V, Chan B. Effect of population-based interventions on laboratory utilization: a time-
series analysis. JAMA. 1998;280(23):2028-2033. doi:10.1001/jama.280.23.2028

17. Xue JL, Ma JZ, Louis TA, Collins AJ. Forecast of the number of patients with end-stage renal disease in the
United States to the year 2010. J Am Soc Nephrol. 2001;12(12):2753-2758. doi:10.1681/ASN.V12122753

18. Weiss RJ, Chorowski J, Jaitly N, Wu'Y, Chen Z. Sequence-to-sequence models can directly translate foreign
speech. arXiv. Preprint posted online March 24, 2017. https://arxiv.org/abs/1703.08581

19. Sutskever I, Vinyals O, Le QV. Sequence to sequence learning with neural networks. 2014. Accessed November
30, 2021. https://proceedings.neurips.cc/paper/2014/file/al4ac55a4f27472c5d894ecic3c743d2-Paper.pdf

20. Kirbag i, Sézen A, Tuncer AD, Kazancioglu FS. Comparative analysis and forecasting of COVID-19 cases in
various European countries with ARIMA, NARNN and LSTM approaches. Chaos Solitons Fractals. 2020;138:
110015. doi:10.1016/j.chaos.2020.110015

21. Kaushik S, Choudhury A, Dasgupta N, Natarajan S, Pickett LA, Dutt V. Using LSTMs for predicting patient’s
expenditure on medications. |EEE; 2017:120-127.

22. Kondo K, Ishikawa A, Kimura M. Sequence to sequence with attention for influenza prevalence prediction
using Google trends. arXiv. Preprint posted online July 3, 2019. https://arxiv.org/abs/1907.02786

23. Karsanti HT, Ardiyanto I, Nugroho LE. Deep Learning-Based Patient Visits Forecasting Using Long Short Term
Memory. IEEE; 2019:344-349. doi:10.1109/ICAIIT.2019.8834634

[5 JAMA Network Open. 2021;4(12):e2141617. doi:10.1001/jamanetworkopen.2021.41617

Downloaded from jamanetwork.com by KU Leuven 2Bergen Biomedical Library user on 02/13/2024

December 30,2021

112


https://www.ncbi.nlm.nih.gov/pubmed/9674541
https://dx.doi.org/10.1159/000296250
https://dx.doi.org/10.1053/j.ajkd.2008.02.308
https://dx.doi.org/10.1053/j.ajkd.2008.02.308
https://dx.doi.org/10.1373/clinchem.2015.250993
https://dx.doi.org/10.1016/j.kint.2019.02.021
https://dx.doi.org/10.1016/j.kint.2019.02.021
https://dx.doi.org/10.1136/bmj.m4786
https://dx.doi.org/10.1186/1748-5908-6-91
https://dx.doi.org/10.1681/ASN.2018090886
https://dx.doi.org/10.1097/01.JAA.0000465221.04234.ca
https://dx.doi.org/10.1097/01.JAA.0000465221.04234.ca
https://dx.doi.org/10.7326/0003-4819-130-6-199903160-00002
https://dx.doi.org/10.1038/nature14539
https://dx.doi.org/10.1111/ajt.15898
https://www.ncbi.nlm.nih.gov/pubmed/28031345
https://dx.doi.org/10.1016/j.kint.2020.07.025
https://dx.doi.org/10.1016/j.transproceed.2011.11.045
https://jama.jamanetwork.com/article.aspx?doi=10.1001/jama.280.23.2028&utm_campaign=articlePDF%26utm_medium=articlePDFlink%26utm_source=articlePDF%26utm_content=jamanetworkopen.2021.41617
https://dx.doi.org/10.1681/ASN.V12122753
https://arxiv.org/abs/1703.08581
https://proceedings.neurips.cc/paper/2014/file/a14ac55a4f27472c5d894ec1c3c743d2-Paper.pdf
https://dx.doi.org/10.1016/j.chaos.2020.110015
https://arxiv.org/abs/1907.02786
https://dx.doi.org/10.1109/ICAIIT.2019.8834634

JAMA Network Open | Nephrology Patient-Specific Kidney Transplant Function and Sequence-to-Sequence Deep Learning Model

24. Norgeot B, Glicksberg BS, Butte AJ. A call for deep-learning healthcare. Nat Med. 2019;25(1):14-15. doi:10.
1038/s41591-018-0320-3

25. McCormack JP, Holmes DT. Your results may vary: the imprecision of medical measurements. BMJ. 2020;
368:m149. doi:10.1136/bmj.m149

26. Levey AS, Stevens LA, Schmid CH, et al; CKD-EPI (Chronic Kidney Disease Epidemiology Collaboration). A new
equation to estimate glomerular filtration rate. Ann Intern Med. 2009;150(9):604-612. doi:10.7326/0003-4819-
150-9-200905050-00006

27. Luis-Lima S, Porrini E. An Overview of Errors and Flaws of Estimated GFR versus True GFR in Patients with
Diabetes Mellitus. Nephron. 2017;136(4):287-291. doi:10.1159/000453531

28. Hoste L, Deiteren K, Pottel H, Callewaert N, Martens F. Routine serum creatinine measurements: how well do
we perform? BMC Nephrol. 2015;16:21. doi:10.1186/512882-015-0012-x

SUPPLEMENT.

eMethods. Glossary, Model, Background, and Parameters

eFigure 1. Representation of Missing Values of eGFR in the First 3 Months After Transplantation

eFigure 2. Development and Cross-Validation of the GRU Seq2Seq Models

eFigure 3. Intra-and Inter-Individual Variability of eGFR Trajectories

eFigure 4. Robustness of the Model for Long-term Extension Beyond 3 Months Post-Transplantation in the
Derivation Cohort, as lllustrated by Mean RMSE per Given Input and Demanded Output Length

[5 JAMA Network Open. 2021;4(12):e2141617. doi:10.1001/jamanetworkopen.2021.41617 December 30, 2021 12/12

Downloaded from jamanetwork.com by KU Leuven 2Bergen Biomedical Library user on 02/13/2024


https://dx.doi.org/10.1038/s41591-018-0320-3
https://dx.doi.org/10.1038/s41591-018-0320-3
https://dx.doi.org/10.1136/bmj.m149
https://dx.doi.org/10.7326/0003-4819-150-9-200905050-00006
https://dx.doi.org/10.7326/0003-4819-150-9-200905050-00006
https://dx.doi.org/10.1159/000453531
https://dx.doi.org/10.1186/s12882-015-0012-x

