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Significance

The KEAP1–NRF2 pathway plays a 
central role in the regulation of 
redox balance and cellular 
metabolism. Although NRF2 has 
been extensively investigated in 
various disease states, including 
cancer, there is a paucity of 
knowledge regarding the role of 
NRF2 during embryonic 
development. Here, we 
demonstrate that NRF2 activation 
induces lethality that is preceded 
by liver abnormalities and 
accumulation of lysosomes. 
Moreover, we find that NRF2 
activates the master regulators 
of lysosomal biogenesis, TFEB/
TFE3. These studies highlight a 
critical role for the maintenance 
of lysosomal homeostasis during 
embryonic development and, 
more broadly, suggest that 
aberrant lysosomal biogenesis 
may be a hallmark of NRF2-
driven pathologies.
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The maintenance of redox and metabolic homeostasis is integral to embryonic develop-
ment. Nuclear factor erythroid 2-related factor 2 (NRF2) is a stress-induced transcription 
factor that plays a central role in the regulation of redox balance and cellular metabolism. 
Under homeostatic conditions, NRF2 is repressed by Kelch-like ECH-associated protein 
1 (KEAP1). Here, we demonstrate that Keap1 deficiency induces Nrf2 activation and 
postdevelopmental lethality. Loss of viability is preceded by severe liver abnormalities 
characterized by an accumulation of lysosomes. Mechanistically, we demonstrate that 
loss of Keap1 promotes aberrant activation of transcription factor EB (TFEB)/tran-
scription factor binding to IGHM Enhancer 3 (TFE3)-dependent lysosomal biogenesis. 
Importantly, we find that NRF2-dependent regulation of lysosomal biogenesis is cell 
autonomous and evolutionarily conserved. These studies identify a role for the KEAP1–
NRF2 pathway in the regulation of lysosomal biogenesis and suggest that maintenance 
of lysosomal homeostasis is required during embryonic development.

KEAP1 | NRF2 | lysosome | zebrafish | TFEB/TFE3

Maintenance of redox and metabolic homeostasis during growth and differentiation is 
critical for embryonic development. Studies performed in the 1930s, by Joseph Needham, 
were among the first to identify that cellular metabolism and redox state are dynamically 
regulated during embryonic growth (1–3). There is now a vast literature describing the 
deleterious effects of redox/metabolic perturbation during development (4). This is exem-
plified by inborn errors of metabolism, a devasting collection of congenital syndromes, 
which share in common the disruption of redox and/or metabolic homeostasis (5). 
Importantly, redox/metabolic perturbation during development can also be caused by 
environmental factors. For example, alcohol is among the most common environmental 
stressors and alcohol consumption underlies the development of fetal alcohol spectrum 
disorder (6). Despite the undeniable link between disruption of redox/metabolic home-
ostasis and developmental defects, the molecular mechanisms impacting development 
downstream of redox/metabolic perturbation are poorly understood.

NRF2 is a transcription factor that orchestrates the cellular response to redox imbalance 
(7). Under basal conditions, NRF2 is repressed by the redox-sensitive protein KEAP1 (8), 
which binds to the Neh2 domain of NRF2 to facilitate constitutive proteasomal degra-
dation (9). Upon exposure to oxidative or electrophilic stress, the cysteine residues of 
KEAP1 are modified (10), which enables NRF2 to translocate to the nucleus and form a 
heterodimer with the small MAF proteins. NRF2 heterodimers bind specifically to anti-
oxidant response elements (AREs) in the genome to induce target gene expression (11). 
Genome-wide ChIP-seq studies have identified hundreds of NRF2 target genes involved 
in a range of redox/metabolic processes, including glutathione (GSH) biosynthesis, nic-
otinamide adenine dinucleotide phosphate (NADPH) biosynthesis, heme metabolism, 
and autophagy (12–14).

NRF2 is dispensable for survival during embryogenesis (15, 16). In contrast, constitu-
tive activation of NRF2 leads to postnatal lethality in mice (17). More specifically, the 
postnatal lethality observed in Keap1-deficient mice is preceded by hyperkeratosis of the 
esophagus and stomach resulting in malnutrition (17). More recently, clinical studies have 
identified patients with inborn activating mutations in NRF2 (NFE2L2), and these 
patients manifest with a multisystem disorder that involves a failure to thrive, immuno-
deficiency, and neurological symptoms (18).

In this study, we generated Keap1-deficient zebrafish to further investigate the role of 
NRF2 during development. Keap1-deficient larvae exhibit widespread activation of Nrf2 
and concomitant abnormalities in the liver, which precede postembryonic lethality. At 
the molecular level, loss of Keap1 induces aberrant lysosomal biogenesis via activation 
of the microphthalmia transcription factor E (MiT/TFE) family of transcription factors, 
which includes TFEB and TFE3. Importantly, these features were also observed in 

OPEN ACCESS

https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
mailto:kristin.brown@petermac.org
mailto:andrew.cox@petermac.org
mailto:andrew.cox@petermac.org
https://www.pnas.org/lookup/suppl/doi:10.1073/pnas.2217425120/-/DCSupplemental
https://www.pnas.org/lookup/suppl/doi:10.1073/pnas.2217425120/-/DCSupplemental
https://orcid.org/0000-0002-5949-4362
https://orcid.org/0000-0001-9315-7602
mailto:
https://orcid.org/0000-0002-4991-8870
mailto:
https://orcid.org/0000-0003-4189-9422
http://crossmark.crossref.org/dialog/?doi=10.1073/pnas.2217425120&domain=pdf&date_stamp=2023-5-22


2 of 10   https://doi.org/10.1073/pnas.2217425120 pnas.org

mammalian cells, which illustrates the cell autonomous and evo-
lutionarily conserved nature of this NRF2-dependent TFEB/
TFE3 pathway.

Results

Loss of Keap1 Activates Nrf2 and Drives Postembryonic 
Lethality. In order to examine the role of Keap1 during 
embryonic development, a CRISPR/Cas9 gene editing approach 
was employed (SI Appendix, Fig. S1 A–C) (19). Due to genome 
duplication in the teleost lineage, zebrafish harbor two Keap1 
paralogs (keap1a and keap1b) that act in a redundant manner with 
respect to regulation of Nrf2 (20). Crispants with mosaic knockout 
(KO) of keap1a (crkeap1a), keap1b (crkeap1b), or keap1a/b 
(crkeap1a/b) were initially generated in a Nrf2 reporter zebrafish 
line [Tg(gstp1:EGFP)] in which EGFP expression is driven by 
the ARE-containing gstp1 promoter. No significant changes in 
Nrf2 reporter activity were observed following loss of keap1a or 
keap1b (Fig. 1A). In contrast, crkeap1a/b larvae exhibited increased 
Nrf2 activation (Fig. 1A). Nrf2 activation was not homogenous 
across tissues but was observed in neuromasts, olfactory cavities, 
otoliths, distal gut, and the liver. The Nrf2 activation phenotype 
was transmitted to the progeny of an in-crossed crkeap1a/b 
line (SI Appendix, Fig. S1D). Consistent with the lack of Nrf2 
reporter activity, RNA-Seq analysis identified a limited number of 
differentially expressed genes (DEGs) in the single KOs (Fig. 1B). 
In contrast, widespread changes in the transcriptional landscape 
were observed in crkeap1a/b larvae (Fig.  1B). Hypergeometric 
Optimization of Motif EnRichment (HOMER) analysis of known 
motifs in the DEGs revealed enrichment of genes containing an 
ARE (Fig. 1C). Moreover, NRF2 target genes were overrepresented 
among the DEGs (Fig. 1 B and D). GSEA confirmed enrichment 
of signatures associated with NRF2 activation (Fig. 1E). Consistent 
with the recognized role of NRF2 in regulating GSH biosynthesis, 
metabolomics analysis identified a significant increase in the 
abundance of reduced GSH in crkeap1a/b larvae (Fig.  1F and 
SI Appendix, Fig. S1E). The molecular features associated with 
Keap1 deficiency preceded a marked loss in survival during 
postembryonic development (Fig. 1G), which is consistent with 
the postembryonic lethality observed in Keap1-deficient mice 
(17). These data demonstrate that compound loss of keap1a and 
keap1b in zebrafish provides a powerful model to investigate the 
role of the KEAP1–NRF2 pathway during development.

Keap1-Deficient Larvae Exhibit Defects in Postembryonic 
Liver Development. Additional analysis of crkeap1a/b zebrafish 
revealed Nrf2 reporter activity to be highest in the liver (Fig. 2A). 
In addition to increased Nrf2 activation, liver morphology 
was altered in crkeap1a/b larvae. Specifically, in contrast to the 
multilobed wild-type (WT) liver, the crkeap1a/b liver appeared 
as a single droplet-shaped lobe (Fig.  2A) Next, a hepatocyte 
reporter line (Tg(lf:NLS-mcherry)) was utilized to specifically 
examine Nrf2 activity in hepatocytes. While liver volume and 
hepatocyte number were unchanged in crkeap1a/b larvae, a 
dramatic increase in Nrf2 activity was observed in hepatocytes 
(Fig. 2 B and C and SI Appendix, Fig. S2 A and B). Flow cytometry 
analysis confirmed elevated Nrf2 reporter activity in hepatocytes 
isolated from crkeap1a/b larvae (Fig. 2D). Histological evaluation 
highlighted sinusoidal widening and increased size of hepatocyte 
nuclei (Fig.  2E and SI  Appendix, Fig.  S2C). Multiphoton 
analysis of crkeap1a/b larvae on a combined Nrf2 and vascular 
reporter background [Tg(gstp1:EGFP; kdrl:mCherry)] confirmed 
vasodilation (SI Appendix, Fig. S2D). Importantly, Nrf2 activity 
was not observed in the vasculature (SI  Appendix, Fig.  S2D). 

Collectively, these studies illustrate that hepatocytes are sensitive 
to loss of Keap1.

Loss of Keap1 Induces Lysosomal Biogenesis. Among the most 
enriched pathways observed by GSEA in crkeap1a/b larvae was 
the KEGG lysosomal signature (Fig. 3A). Indeed, expression of 
numerous lysosomal genes, including ß-galactosidase (ß-gal) and 
multiple cathepsins, was notably increased in the context of Keap1 
loss (Fig. 3B). The lysosomal signature was also highly enriched 
in dissected larval liver tissue (Fig.  3C). Transmission electron 
microscopy of crkeap1a/b livers, relative to WT livers, revealed an 
increase in single membrane-bound vesicles, suggesting an increase 
in lysosomal abundance (SI  Appendix, Fig.  S3A). To directly 
visualize lysosomes in the liver, a hepatocyte-specific lysosomal 
reporter [Tg(lf:Lamp1-mGreenLantern; lf:mKate2-CAAX)] was 
generated. In this line, a dramatic increase in lysosome abundance 
was observed in response to loss of Keap1 (Fig. 3 D and E). To 
visualize lysosomal activity in the whole larvae, ß-gal staining 
was performed. In contrast to WT larvae, which exhibited ß-gal 
staining in lysosome-rich enterocytes (21), crkeap1a/b larvae 
displayed intense ß-gal staining in the liver (Fig.  3 F and G). 
Although ß-gal staining is used as a measure of lysosomal activity 
(22), it is also used as a surrogate marker of cellular senescence 
(23). Therefore, orthogonal assays were employed to exclude a role 
for senescence in the Keap1-deficient phenotype. A characteristic 
feature of senescence is p53-dependent cell cycle arrest  
(24, 25)(22). Co-staining of ß-gal and proliferating cell nuclear 
antigen in crkeap1a/b hepatocytes revealed no evidence of cell 
cycle arrest (SI Appendix, Fig. S3B). Moreover, loss of p53 did 
not impact ß-gal staining (SI Appendix, Fig. S3 C and D). Further 
analysis of the RNA-Seq datasets revealed an absence of senescence-
associated secretory phenotype factors among the DEGs observed 
in crkeap1a/b larval livers and whole larvae (SI Appendix, Fig. S3 
E and F). These data suggest that increased lysosomal biogenesis 
occurs as a consequence of Keap1 loss.

Expression of lysosomal genes, and regulation of lysosomal 
biogenesis, is controlled by members of the MiT/TFE family of 
transcription factors, which include TFEB and TFE3 (26). Loss 
of folliculin (FLCN) stimulates lysosomal biogenesis by promot-
ing TFEB/TFE3 activation (27, 28)(26). A CRISPR/Cas9 gene 
editing approach was employed to compare the developmental 
phenotypes observed following loss of Keap1 or loss of Flcn. 
Mosaic KO of flcn (crflcn) on the hepatocyte-specific lysosomal 
reporter background phenocopied the increase in lysosome abun-
dance and activity observed in crkeap1a/b larvae (Fig. 3 H–K and 
SI Appendix, Fig. S3 G–I). Interestingly, loss of Flcn or Keap1 was 
associated with mortality at a similar developmental stage, sug-
gesting that dysregulation of lysosomal biogenesis may contribute 
to postembryonic lethality (SI Appendix, Fig. S3J).

Bach1-Mediated Repression of Nrf2 Modulates Lysosomal 
Biogenesis. In addition to enrichment of genes regulated by NRF2, 
HOMER de novo motif analysis identified BTB domain and 
CNC homolog 1 (BACH1) as one of the most enriched motifs in 
crkeap1a/b larvae (Fig. 1C). BACH1 is a transcriptional repressor 
that regulates heme metabolism via binding to MAF recognition 
elements (MARE). Due to the similarity of MARE and ARE 
motifs, a subset of NRF2 target genes are known to be co-regulated 
by BACH1 (29, 30). To explore the role of BACH1 in KEAP1-
regulated lysosomal biogenesis, Bach1 double KO (Bach1 DKO) 
zebrafish were generated on a Tg(gstp1:EGFP; lf:NLS-mcherry) 
background (SI Appendix, Fig. S4A). Loss of Bach1 had no effect 
on Nrf2 reporter activity in the WT background (Fig. 4A). RNA-
Seq analysis confirmed that Bach1 loss was not sufficient to induce 
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the NRF2 transcriptional program (Fig.  4B). However, in the 
context of Keap1 deficiency, loss of Bach1 exacerbated Nrf2 
reporter activity (Fig. 4A), and this was reflected by augmented 
NRF2 target gene expression (Fig. 4 B and C). Moreover, GSEA 
revealed a higher normalized enrichment score for multiple 

features, including the KEGG lysosome signature, in Bach1 DKO; 
crkeap1a/b compound mutants relative to crkeap1a/b mutant 
larvae (Figs. 1E, 3A, and 4C and SI Appendix, Fig. S4B). ß-gal 
staining confirmed a significant increase in lysosomal biogenesis in 
Bach1 DKO; crkeap1a/b larvae (Fig. 4 D and E). Importantly, loss 
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Fig.  1. Loss of Keap1 activates Nrf2 and drives postembryonic lethality. (A) Representative whole-mount brightfield and fluorescent images of WT, 
crkeap1a, crkeap1b, and crkeap1a/b zebrafish on a gstp1:EGFP background at 7 days post fertilization (dpf). Fluorescent images are pseudocolored using the 
Fire Look-Up Table (LUT). Scale bars represent 350 µm. (B) Volcano plots of differentially expressed genes (DEGs) identified by comparing WT and crkeap1a, 
crkeap1b, or crkeap1a/b zebrafish at 7 dpf by RNA-Seq analysis, n = 4 pools of 10 larvae. Significant DEGs are highlighted in dark gray. Select canonical Nrf2 
target genes are highlighted in red. (C) Top five enriched transcription factor-binding sites, as determined by Hypergeometric Optimization of Motif EnRichment 
(HOMER) motif analysis, among the genes up-regulated in crkeap1a/b zebrafish at 7 dpf. (D) Heatmap of Nrf2 target gene expression among DEGs identified in 
Fig. 1B. (E) Gene set enrichment analysis (GSEA) plots derived from RNA-Seq analysis of crkeap1a/b versus their WT counterparts at 7 dpf demonstrating Nrf2 
pathway activation. (F) Glutathione (GSH) abundance in WT and crkeap1a/b zebrafish at 7 dpf as determined by LC-MS/MS. Data are shown as mean area under 
the curve (AUC) ± SEM, n = 4 pools of 10 larvae. (G) Kaplan–Meier survival plot of WT, crkeap1a, crkeap1b, and crkeap1a/b zebrafish, n = 50. For all experiments 
**P < 0.01, ****P < 0.0001.
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of Bach1 accelerated Keap1-dependent postembryonic lethality 
(Fig. 4F). Collectively these results suggest that, during embryonic 
development, BACH1 contributes to repression of NRF2 activity.

Keap1-Dependent Regulation of Lysosomal Biogenesis Requires 
Nrf2. To determine whether NRF2 is required for lysosomal 
biogenesis in the context of KEAP1 deficiency, we took advantage 
of a previously reported Nrf2 mutant line (nfe2l2fh318) (16, 31). 
Keap1 loss failed to induce the NRF2 transcriptional program in 
the Nrf2 mutant background (SI Appendix, Fig. S5A). In addition, 
the increase in lysosomal gene expression observed in crkeap1a/b 
larvae was suppressed by loss of Nrf2 activity (Fig. 5A). Moreover, 
the increase in ß-gal staining and postembryonic lethality observed 
in crkeap1a/b larvae were rescued in the Nrf2 mutant background 
(Fig. 5 B–D). These results demonstrate that KEAP1-dependent 
lysosomal biogenesis and postembryonic lethality are dependent 
on NRF2.

KEAP1-Dependent Regulation of Lysosomal Biogenesis Is Cell-
Autonomous and Evolutionarily Conserved. To determine 
whether regulation of lysosomal biogenesis by KEAP1 occurs in a 
cell-autonomous and evolutionarily conserved manner, the impact 
of KEAP1 loss was also examined using mammalian cells. Given 
that KEAP1 loss primarily impacted the liver in vivo (Fig. 2), a 
hepatic cell line (HepG2) was employed. KEAP1 KO HepG2 
cells were generated using a CRISPR/Cas9 gene editing approach. 
Consistent with the in vivo data, loss of KEAP1 induced a marked 

increase in NRF2 expression and GSH content (Fig.  6A and 
SI Appendix, Fig. S6A). Moreover, loss of KEAP1 was associated 
with a significant increase in ß-gal staining (Fig.  6 B and C). 
KEAP1 KO HepG2 cells also exhibited elevated cathepsin activity 
and increased lysosomal abundance, as determined using the Magic 
Red cathepsin activity assay and the acidotropic dye LysoTracker, 
respectively (Fig.  6D and SI  Appendix, Fig.  S6B). To examine 
the role of TFEB/TFE3 in KEAP1 KO cells, RNA-Seq analysis 
was performed in the absence or presence of siRNA-mediated 
knockdown of TFEB and TFE3 (SI Appendix, Fig. S6C). NRF2 
target genes and lysosomal genes were up-regulated in KEAP1 
KO HepG2 cells (Fig. 6E and SI Appendix, Fig. S6C). Moreover, 
enrichment of the NRF2 pathway signature and the KEGG 
lysosome signature was revealed by GSEA (Fig. 6F). Importantly, 
TFEB/TFE3 knockdown suppressed lysosomal gene expression 
in KEAP1 KO HepG2 cells without any impact on NRF2 target 
gene expression (Fig.  6 E and F  and SI  Appendix, Fig.  S6D). 
Consistent with increased lysosomal gene expression, elevated 
nuclear localization of TFEB/TFE3 was observed in KEAP1 
KO cells (Fig.  6G). Analysis of gene expression data from the 
The Cancer Genome Atlas database revealed a strong correlation 
between expression of the NRF2 target genes PRDX1 and TXN 
and expression of the TFEB/TFE3 target genes ATP6V0B and 
GLA (Fig. 6 H and I and SI Appendix, Fig. S6E). Collectively, these 
data indicate that KEAP1 loss induces a TFEB/TFE3-dependent 
lysosomal program in a cell-autonomous and evolutionarily 
conserved manner.
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Fig. 2. Keap1-deficient larvae exhibit defects in postembryonic liver development. (A) Representative whole-mount fluorescent images of WT and crkeap1a/b 
zebrafish on a gstp1:EGFP background at 7 dpf. Dashed line highlights the liver. Fluorescent images are pseudocolored using the Fire LUT. Scale bars represent 
200 µm. (B) Representative Imaris-rendered multiphoton images of hepatocyte nuclei (magenta) and EGFP expression (yellow) in WT and crkeap1a/b zebrafish 
at 7 dpf. White scale bars represent 50 µm, yellow scale bars represent 10 µm. (C) Quantification of EGFP intensity in livers of WT and crkeap1a/b zebrafish at 
7 dpf. Data are shown as mean and interquartile range, n = 14. (D) Quantification of EGFP expressing/mCherry-positive hepatocytes at 7 dpf as determined by 
flow cytometric analysis of larval single-cell suspensions, n= 8 pooled samples of 10 larvae. (E) Representative hematoxylin and eosin-stained transverse sections 
from WT and crkeap1a/b zebrafish at 7 dpf. For all experiments ***P < 0.001, ****P < 0.0001.
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Fig. 3. Loss of Keap1 induces lysosomal biogenesis. (A) GSEA plot, derived from RNA-Seq analysis of crkeap1a/b zebrafish versus their WT counterparts at 7 
dpf, demonstrating induction of the KEGG lysosomal signature. (B) Heatmap of lysosomal genes among DEGs identified in Fig. 1B. (C) GSEA plot, derived from 
RNA-Seq analysis of dissected larval livers isolated from crkeap1a/b zebrafish and their WT counterparts at 7 dpf, demonstrating induction of the KEGG lysosomal 
signature, n = 3 pools of 15 larval livers. (D) Representative multiphoton images of hepatocyte membrane (magenta) and lysosomes (yellow) on a lf:Lamp1-
mGreenLantern; lf:mKate2-CAAX background of WT and crkeap1a/b zebrafish at 7 dpf. White scale bars represent 50 µm, green scale bars represent 25 µm.  
(E) Quantification of lysosome volume (mGreenLantern) normalized to liver volume in D. (F) Representative images of ß-galactosidase (ß-gal)-stained whole-mount 
larvae (Left) and dissected larval livers (Right) of WT and crkeap1a/b zebrafish at 7 dpf. Black scale bars represent 350 µm, blue scale bars represent 100 µm.  
(G) Quantification of ß-gal intensity in dissected larval livers in F. (H) Representative multiphoton images of hepatocyte membrane (magenta) and lysosomes 
(yellow) on a lf:Lamp1-mGreenLantern; lf:mKate2-CAAX background of WT and crflcn zebrafish at 7 dpf. White scale bars represent 50 µm, green scale bars 
represent 25 µm. (I) Quantification of lysosome volume (mGreenLantern) normalized to liver volume in H. (J) Representative images of ß-gal-stained whole-
mount larvae (Left) and dissected larval livers (Right) of WT and crflcn zebrafish at 7 dpf. Black scale bars represent 350 µm, blue scale bars represent 100 µm. 
(K) Quantification of of ß-gal intensity in dissected larval livers in J. For all quantification, data are shown as mean and interquartile range, *P < 0.05, **P < 0.01.
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Discussion

The NRF2 pathway is recognized as an important regulator of redox 
homeostasis and cellular metabolism. There is clear evidence that 
NRF2 can regulate both anabolic (GSH biosynthesis, pentose phos-
phate pathway, and serine biosynthesis) and catabolic processes 
[autophagy, heme catabolism, and fatty acid oxidation (FAO)] 
(32–34), although in some cases, the mechanisms involved are poorly 
understood. Many of the mechanistic insights into the regulation of 
metabolism by NRF2 have relied on cancer models harboring con-
founding oncogenic mutations (13, 35, 36). In these circumstances, 
there may be aspects of NRF2 biology that are more difficult to 
detect. Here, we have examined the function of NRF2 in a nontu-
morigenic background. Using this approach, we reveal an evolution-
arily conserved mechanism wherein the KEAP1-NRF2 pathway 
regulates TFEB/TFE3-dependent lysosomal biogenesis.

Lysosomes have traditionally been viewed as hubs of catabolic 
activity, harboring a plethora of proteases and hydrolases involved 
in degrading a range of macromolecules (37). More recently, lys-
osomes have been recognized to play a central role in nutrient 

sensing in part due to the lysosomal localization of the active 
mTORC1 complex (38). At the transcriptional level, lysosomal 
biogenesis is regulated by the MiT/TFE family of transcription 
factors, which includes TFEB and TFE3 (39–41). TFEB and 
TFE3 localization and activity are linked to nutrient availability 
via mTORC1-dependent phosphorylation (42, 43). The emerging 
consensus is that lysosomal abundance and activity are regulated 
by switching between the anabolic mTORC1 signaling cascade 
(44) and catabolic TFEB/TFE3 network (39–41). In this study, 
we have demonstrated that KEAP1 loss drives an NRF2-dependent 
increase in lysosomal biogenesis. This is consistent with a recent 
study demonstrating an increase in lysosomal content in Keap1 
KO mouse embryonic fibroblasts (45). Another study has shown 
that loss of NRF2 decreases TFEB nuclear localization and 
TFEB-dependent transcription of the lysosomal protein VAMP8, 
which supports a role for NRF2 in the regulation of TFEB (46). 
It would be of interest in subsequent studies to determine whether 
the NRF2 pathway plays a buffering role in the regulation of 
lysosomal homeostasis in disease. For instance, aberrant proteo-
stasis and defective lysosomal biogenesis can drive the pathogenesis 
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of a subset of neurodegenerative diseases (47–49). There may be 
opportunities to examine the efficacy of NRF2 activating com-
pounds as a therapeutic approach to treat these disorders.

Previous work supports the notion that lysosomal biogenesis is 
sensitive to changes in redox state (50–52). In the current study, 
we found that loss of Keap1 promotes accumulation of GSH 
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during embryonic development. Furthermore, four NRF2 target 
genes (G6PD, PGD, ME1, and IDH1) generate NAPDH. Elevated 
levels of reducing equivalents, such as GSH and NADPH, can 
promote reductive stress (53). Reductive stress has been shown to 
impair processes important for development, including myogenic 
differentiation (53) and neurogenesis (54). Until recently, little was 
known about the molecular underpinnings of how cells sense 
reductive stress. However, recent insights have shed light on this 
question by identifying folliculin-interacting protein 1 (FNIP1) 
as a sensor of reductive stress (53, 55). Interestingly, FNIP1 forms 
a heterodimeric complex with FLCN on the cytoplasmic surface 
of lysosomes (28), which acts as a GTPase-activating protein to 
stimulate mTORC1 and inhibit TFEB/TFE3 (56).

The regulation of FAO by NRF2 has been controversial in the 
field, in part, because the genes involved in FAO do not harbor 
NRF2-binding sites (AREs) in their promoter regions. Interestingly, 
TFEB and TFE3 have been shown to regulate the transcription of 
genes involved in FAO in vivo (57, 58). This may provide a mech-
anistic link that explains how NRF2 can regulate FAO. In a similar 
vein, it is now well established that NRF2 can regulate autophagy 
in the context of cancer (59)(14). Given that TFEB/TFE3 induce 
genes involved in the execution of autophagy (60), it would be 
interesting to examine the requirement for TFEB/TFE3 in situa-
tions where NRF2 induces autophagy. Together, this body of 
research suggests that TFEB/TFE3 may play a critical role in facil-
itating NRF2-driven catabolic processes.

BACH1 has historically been shown to act as a transcriptional 
repressor, suppressing expression of NRF2 target genes involved in 
the antioxidant response (61–63). However, recent studies in lung 
cancer models (harboring Kras and p53 mutations) have shown that 
BACH1 is required for metastasis downstream of NRF2 activation 
(64, 65). In the context of embryonic development, we found that 
Bach1 represses Nrf2 activity in Keap1-deficient larvae, but not basal 
Nrf2 activity in WT larvae. Clearly, context must play a key role in 
determining the repressive functions of BACH1 (66). It is also pos-
sible that downstream functions of BACH1 are tissue-dependent in 
part due to differences in heme abundance (67, 68).

In conclusion, this study has revealed that KEAP1 loss promotes 
lysosomal biogenesis. Mechanistically, we provide evidence that 
NRF2 activates a conserved TFEB/TFE3-dependent program. 
Given that KEAP1 and NRF2 are frequently mutated in cancer 
(69), it will be interesting to explore the involvement of TFEB/
TFE3 in NRF2-driven cancers.

Materials and Methods

Zebrafish Husbandry. Zebrafish were maintained according to institutional 
Animal Experimentation and Ethics Committee (AECC) guidelines (Approval E580, 
E666, E634). Previously described lines used in this study: Tg(gstp1:EGFP) (70), 
Tg(fabp10a:NLS-mCherry) (71), p53 KO (tp53M214K) (72), Nrf2 KO (nfe2l2fh318) 
(16), Tg(kdrl:HsHRAS-mCherry)S916 (73). Transgenic lines generated in this study: 
Tg(lf:Lamp1-mGreenLantern)uom302 and Tg(lf:mKate2-CAAX)uom303. Compound 
bach1a/bach1b mutants, herein referred to as Bach1 DKOuom301, were generated 

by crossing crbach1a (bach1aR49*, S93*) and crbach1b (bach1bS16*) mutants gen-
erated using the CRISPR/Cas9 method described below. For all experiments, 
clutch siblings were used as controls and all embryos and larvae were maintained 
at 28 °C throughout development. All zebrafish experiments were performed at 
the larval stage and therefore the sex of the organism was not yet determined. 
All other zebrafish experimental methods are provided in SI Appendix.

Cell Culture. HepG2 cells were purchased from CellBank Australia and main-
tained in MEM with NEAA (ThermoFisher Scientific, 10370) supplemented with 
1 mM sodium pyruvate, 2 mM glutamine, and 10% fetal bovine serum. In addi-
tion, 293T cells were acquired from American Type Culture Collection and main-
tained in Dulbecco's Modified Eagle Medium (ThermoFisher Scientific, 11965) 
supplemented with 1 mM sodium pyruvate and 10% FBS. Cells were maintained 
a humidified incubator at 37 °C with 5% CO2. Cell lines were authenticated using 
short tandem repeat profiling and routinely assayed for mycoplasma contamina-
tion. All other cell culture experimental methods are provided in SI Appendix.

Quantification and Statistical Analysis. Statistical analyses were performed 
with Prism 9 software (GraphPad Software). All statistical analyses for data compar-
ing two groups were performed with an unpaired Student’s t test. One-way ANOVA 
with the Holm–Sidak method for multiple comparisons was used for comparison 
of more than two groups. Survival curves were compared pairwise and the statisti-
cal significance was determined using the Gehan–Breslow–Wilcoxon method. All 
immunoblots are representative of results from at least three independent experi-
ments. All other statistical details of experiments can be found in the figure legends.

Data, Materials, and Software Availability. The RNA-seq data reported in this 
paper have been deposited in the GEO database (accession no. GSE230611) (74). 
All study data are included in the article and/or SI Appendix.

ACKNOWLEDGMENTS. A.J.S.O. and T.A.T. are supported by Australian 
Government Research Training Program Scholarships. K.J.E. is funded by NIH/
NCI (R01CA222570) and the Damon Runyon Cancer Research Foundation (Damon 
Runyon-Rachleff Innovation Award DRR-61-20). A.G.C. is supported by a National 
Health and Medical Research Council (NHMRC) Investigator Grant (GNT1176650), 
and an Australian Research Council Discovery Project Grant (DP200102693). K.K.B. 
is supported by NHMRC Ideas Grants (GNT2004212 and GNT2012313) and a 
Victorian Cancer Agency Mid-Career Research Fellowship (MCRF17020). K.K.B 
and A.G.C. are also jointly supported by the Peter MacCallum Cancer Foundation 
(Ted and Lila Seehusen Foundation). We acknowledge support from the Peter 
MacCallum Cancer Centre Foundation and the Australian Cancer Research 
Foundation. This research used National Collaborative Research Infrastructure 
Strategy-enabled Metabolomics Australia infrastructure at the University of 
Melbourne, funded through BioPlatforms Australia. We extend our thanks to 
the Peter MacCallum Cancer Centre Core Facilities and their staff who provided 
support for this work; namely the Centre for Advanced Histology & Microscopy, 
the Molecular Genomics Core, the Flow Cytometry Core and the Bioinformatics 
Core Facilities. We also thank the staff involved at the University of Melbourne 
Zebrafish Core Facility. Finally, we thank members of the Cox Laboratory and Brown 
Laboratory (Peter MacCallum Cancer Centre) for helpful discussions.

Author affiliations: aPeter MacCallum Cancer Centre, Melbourne, VIC 3000, Australia; bSir 
Peter MacCallum Department of Oncology, The University of Melbourne, Melbourne, VIC 
3010, Australia; cDivision of Anatomic Pathology, Department of Pathology, University of 
Utah, Salt Lake City, UT 84112; dHuntsman Cancer Institute, University of Utah, Salt Lake 
City, UT 84112, USA; and eDepartment of Biochemistry and Pharmacology, The University 
of Melbourne, Melbourne, VIC 3010, Australia

1. J. Needham, Chemical embryology. Annu. Rev. Biochem. 1, 507–526 (1932).
2. Y. Song, S. Y. Shvartsman, Chemical embryology redux: Metabolic control of development. Trends 

Genet. 36, 577–586 (2020).
3. J. Needham, W. W. Nowiński, Intermediary carbohydrate metabolism in embryonic life: General 

aspects of anaerobic glucolysis. Biochem. J. 31, 1165–1184 (1937).
4. N. Shyh-Chang, G. Q. Daley, L. C. Cantley, Stem cell metabolism in tissue development and aging. 

Development 140, 2535–2547 (2013).
5. A. Erez, R. J. DeBerardinis, Metabolic dysregulation in monogenic disorders and cancer - Finding 

method in madness. Nat. Rev. Cancer 15, 440–448 (2015).
6. S. Popova, S. Lange, C. Probst, G. Gmel, J. Rehm, Estimation of national, regional, and global 

prevalence of alcohol use during pregnancy and fetal alcohol syndrome: A systematic review and 
meta-analysis. Lancet Glob. Health 5, e290–e299 (2017).

7. K. Itoh, K. Igarashi, N. Hayashi, M. Nishizawa, M. Yamamoto, Cloning and characterization of a novel 
erythroid cell-derived CNC family transcription factor heterodimerizing with the small Maf family 
proteins. Mol. Cell. Biol. 15, 4184–4193 (1995).

8. K. Itoh et al., Keap1 regulates both cytoplasmic-nuclear shuttling and degradation of Nrf2 in 
response to electrophiles. Genes Cells 8, 379–391 (2003).

9. M. McMahon, K. Itoh, M. Yamamoto, J. D. Hayes, Keap1-dependent proteasomal  
degradation of transcription factor Nrf2 contributes to the negative regulation of antioxidant 
response element-driven gene expression. J. Biol. Chem. 278, 21592–21600  
(2003).

10. D. D. Zhang, M. Hannink, Distinct cysteine residues in Keap1 are required for Keap1-dependent 
ubiquitination of Nrf2 and for stabilization of Nrf2 by chemopreventive agents and oxidative stress. 
Mol. Cell. Biol. 23, 8137–8151 (2003).

http://www.pnas.org/lookup/doi/10.1073/pnas.2217425120#supplementary-materials
http://www.pnas.org/lookup/doi/10.1073/pnas.2217425120#supplementary-materials
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE230611
http://www.pnas.org/lookup/doi/10.1073/pnas.2217425120#supplementary-materials


10 of 10   https://doi.org/10.1073/pnas.2217425120 pnas.org

11. T. Yamamoto et al., Predictive base substitution rules that determine the binding and transcriptional 
specificity of Maf recognition elements. Genes Cells 11, 575–591 (2006).

12. D. Malhotra et al., Global mapping of binding sites for Nrf2 identifies novel targets in cell survival 
response through ChIP-Seq profiling and network analysis. Nucleic Acids Res. 38, 5718–5734 
(2010).

13. Y. Mitsuishi et al., Nrf2 redirects glucose and glutamine into anabolic pathways in metabolic 
reprogramming. Cancer Cell 22, 66–79 (2012).

14. M. Komatsu et al., The selective autophagy substrate p62 activates the stress responsive 
transcription factor Nrf2 through inactivation of Keap1. Nat. Cell Biol. 12, 213–223 (2010).

15. K. Chan, R. Lu, J. C. Chang, Y. W. Kan, NRF2, a member of the NFE2 family of transcription factors, is 
not essential for murine erythropoiesis, growth, and development. Proc. Natl. Acad. Sci. U.S.A. 93, 
13943–13948 (1996).

16. K. Mukaigasa et al., Genetic evidence of an evolutionarily conserved role for Nrf2 in the protection 
against oxidative stress. Mol. Cell. Biol. 32, 4455–4461 (2012).

17. N. Wakabayashi et al., Keap1 -null mutation leads to postnatal lethality due to constitutive Nrf2 
activation. Nat. Genet. 35, 238–245 (2003).

18. P. Huppke et al., Activating de novo mutations in NFE2L2 encoding NRF2 cause a multisystem 
disorder. Nat. Commun. 8, 818 (2017).

19. S. Vaidyanathan et al., YAP regulates an SGK1/mTORC1/SREBP-dependent lipogenic program to 
support proliferation and tissue growth. Dev. Cell 57, 719–731.e8 (2022).

20. V. T. Nguyen et al., Generation and characterization of keap1a- and keap1b-knockout zebrafish. 
Redox Biol 36, 101667 (2020).

21. J. Park et al., Lysosome-rich enterocytes mediate protein absorption in the vertebrate gut. Dev. Cell 
51, 7–20.e6 (2019).

22. A. Hernandez-Segura, J. Nehme, M. Demaria, Hallmarks of cellular senescence. Trends Cell Biol. 28, 
436–453 (2018).

23. D. J. Kurz, S. Decary, Y. Hong, J. D. Erusalimsky, Senescence-associated (beta)-galactosidase reflects 
an increase in lysosomal mass during replicative ageing of human endothelial cells. J. Cell Sci. 113, 
3613–3622 (2000).

24. C. M. Beauséjour et al., Reversal of human cellular senescence: Roles of the p53 and p16 pathways. 
EMBO J. 22, 4212–4222 (2003).

25. A. Rufini, P. Tucci, I. Celardo, G. Melino, Senescence and aging: The critical roles of p53. Oncogene 
32, 5129–5143 (2013).

26. R. M. Perera, C. Di Malta, A. Ballabio, MiT/TFE family of transcription factors, lysosomes, and cancer. 
Annu. Rev. Cancer Biol. 3, 203–222 (2019).

27. S.-B. Hong et al., Inactivation of the FLCN tumor suppressor gene induces TFE3 transcriptional 
activity by increasing its nuclear localization. PLoS One 5, e15793 (2010).

28. C. S. Petit, A. Roczniak-Ferguson, S. M. Ferguson, Recruitment of folliculin to lysosomes supports the 
amino acid-dependent activation of Rag GTPases. J. Cell Biol. 202, 1107–1122 (2013).

29. H. Nishizawa et al., Ferroptosis is controlled by the coordinated transcriptional regulation of 
glutathione and labile iron metabolism by the transcription factor BACH1. J. Biol. Chem. 295, 
69–82 (2020).

30. H.-J. Warnatz et al., The BTB and CNC homology 1 (BACH1) target genes are involved in the 
oxidative stress response and in control of the cell cycle. J. Biol. Chem. 286, 23521–23532 (2011).

31. A. G. Cox et al., S-nitrosothiol signaling regulates liver development and improves outcome 
following toxic liver injury. Cell Rep. 6, 56–69 (2014).

32. M. Rojo de la Vega, E. Chapman, D. D. Zhang, NRF2 and the hallmarks of cancer. Cancer Cell 34, 
21–43 (2018).

33. K. Taguchi, M. Yamamoto, The KEAP1-NRF2 system as a molecular target of cancer treatment. 
Cancers (Basel) 13, 46 (2020).

34. J. D. Hayes, A. T. Dinkova-Kostova, The Nrf2 regulatory network provides an interface between redox 
and intermediary metabolism. Trends Biochem. Sci. 39, 199–218 (2014).

35. V. I. Sayin et al., Activation of the NRF2 antioxidant program generates an imbalance in central 
carbon metabolism in cancer. Elife 6, e28083 (2017).

36. D. Saigusa et al., Impacts of NRF2 activation in non-small-cell lung cancer cell lines on extracellular 
metabolites. Cancer Sci. 111, 667–678 (2020).

37. A. Ballabio, J. S. Bonifacino, Lysosomes as dynamic regulators of cell and organismal homeostasis. 
Nat. Rev. Mol. Cell Biol. 21, 101–118 (2020).

38. Y. Sancak et al., Ragulator-Rag complex targets mTORC1 to the lysosomal surface and is necessary 
for its activation by amino acids. Cell 141, 290–303 (2010).

39. M. Sardiello et al., A gene network regulating lysosomal biogenesis and function. Science 325, 
473–477 (2009).

40. N. Raben, R. Puertollano, TFEB and TFE3: Linking lysosomes to cellular adaptation to stress. Annu. 
Rev. Cell Dev. Biol. 32, 255–278 (2016).

41. J. A. Martina et al., The nutrient-responsive transcription factor TFE3 promotes autophagy, lysosomal 
biogenesis, and clearance of cellular debris. Sci. Signal. 7, ra9 (2014).

42. A. Roczniak-Ferguson et al., The transcription factor TFEB links mTORC1 signaling to transcriptional 
control of lysosome homeostasis. Sci. Signal. 5, ra42 (2012).

43. C. Settembre et al., A lysosome-to-nucleus signalling mechanism senses and regulates the lysosome 
via mTOR and TFEB. EMBO J. 31, 1095–1108 (2012).

44. A. P. Mutvei et al., Rap1-GTPases control mTORC1 activity by coordinating lysosome organization 
with amino acid availability. Nat. Commun. 11, 1416 (2020).

45. E. Uribe-Carretero et al., Loss of KEAP1 causes an accumulation of nondegradative organelles. 
Antioxidants (Basel) 11, 1398 (2022).

46. A. Anandhan et al., NRF2 controls iron homeostasis and ferroptosis through HERC2 and VAMP8. Sci. 
Adv. 9, eade9585 (2023).

47. L.-Y. Ma et al., Autophagy-lysosome dysfunction is involved in Aβ deposition in STZ-induced diabetic 
rats. Behav. Brain Res. 320, 484–493 (2017).

48. R. L. Wallings, S. W. Humble, M. E. Ward, R. Wade-Martins, Lysosomal dysfunction at the centre of 
Parkinson’s disease and frontotemporal dementia/amyotrophic lateral sclerosis. Trends Neurosci. 
42, 899–912 (2019).

49. F. M. Menzies, A. Fleming, D. C. Rubinsztein, Compromised autophagy and neurodegenerative 
diseases. Nat. Rev. Neurosci. 16, 345–357 (2015).

50. X. Zhang et al., MCOLN1 is a ROS sensor in lysosomes that regulates autophagy. Nat. Commun. 7, 
12109 (2016).

51. J. A. Martina et al., A conserved cysteine-based redox mechanism sustains TFEB/HLH-30 activity 
under persistent stress. EMBO J. 40, e105793 (2021).

52. H. Wang et al., Oxidation of multiple MiT/TFE transcription factors links oxidative stress to 
transcriptional control of autophagy and lysosome biogenesis. Autophagy 16, 1683–1696 
(2020).

53. A. G. Manford et al., A cellular mechanism to detect and alleviate reductive stress. Cell 183, 46–61.
e21 (2020).

54. K. K. S. Narasimhan et al., Reductive stress promotes protein aggregation and impairs neurogenesis. 
Redox Biol. 37, 101739 (2020).

55. A. G. Manford et al., Structural basis and regulation of the reductive stress response. Cell 184, 
5375–5390.e16 (2021).

56. J. Meng, S. M. Ferguson, GATOR1-dependent recruitment of FLCN-FNIP to lysosomes coordinates 
Rag GTPase heterodimer nucleotide status in response to amino acids. J. Cell Biol. 217, 2765–2776 
(2018).

57. C. Settembre et al., TFEB controls cellular lipid metabolism through a starvation-induced 
autoregulatory loop. Nat. Cell Biol. 15, 647–658 (2013).

58. C. Settembre, A. Ballabio, Lysosome: Regulator of lipid degradation pathways. Trends Cell Biol. 24, 
743–750 (2014).

59. J. Todoric et al., Stress-activated NRF2-MDM2 cascade controls neoplastic progression in pancreas. 
Cancer Cell 32, 824–839.e8 (2017).

60. C. Settembre et al., TFEB links autophagy to lysosomal biogenesis. Science 332, 1429–1433 
(2011).

61. S. Dhakshinamoorthy, A. K. Jain, D. A. Bloom, A. K. Jaiswal, Bach1 competes with Nrf2 leading 
to negative regulation of the antioxidant response element (ARE)-mediated NAD(P)H:quinone 
oxidoreductase 1 gene expression and induction in response to antioxidants. J. Biol. Chem. 280, 
16891–16900 (2005).

62. S. J. Chapple et al., Bach1 differentially regulates distinct Nrf2-dependent genes in human venous 
and coronary artery endothelial cells adapted to physiological oxygen levels. Free Radic. Biol. Med. 
92, 152–162 (2016).

63. J. F. Reichard, G. T. Motz, A. Puga, Heme oxygenase-1 induction by NRF2 requires inactivation of the 
transcriptional repressor BACH1. Nucleic Acids Res. 35, 7074–7086 (2007).

64. L. Lignitto et al., Nrf2 activation promotes lung cancer metastasis by inhibiting the degradation of 
Bach1. Cell 178, 316–329.e18 (2019).

65. C. Wiel et al., BACH1 stabilization by antioxidants stimulates lung cancer metastasis. Cell 178, 
330–345.e22 (2019).

66. Y. Dohi et al., Bach1 inhibits oxidative stress–induced cellular senescence by impeding p53 function 
on chromatin. Nat. Struct. Mol. Biol. 15, 1246–1254 (2008).

67. K. Suzuki et al., Bach1 promotes muscle regeneration through repressing smad-mediated inhibition 
of myoblast differentiation. PLoS One 15, e0236781 (2020).

68. Y. Zenke-Kawasaki et al., Heme induces ubiquitination and degradation of the transcription factor 
Bach1. Mol. Cell. Biol. 27, 6962–6971 (2007).

69. F. Sanchez-Vega et al., Oncogenic signaling pathways in the cancer genome atlas. Cell 173, 
321–337.e10 (2018).

70. T. Tsujita et al., Nitro-fatty acids and cyclopentenone prostaglandins share strategies to activate the 
Keap1-Nrf2 system: A study using green fluorescent protein transgenic zebrafish. Genes Cells 16, 
46–57 (2011).

71. R. Mudbhary et al., UHRF1 overexpression drives DNA hypomethylation and hepatocellular 
carcinoma. Cancer Cell 25, 196–209 (2014).

72. S. Berghmans et al., Tp53 mutant zebrafish develop malignant peripheral nerve sheath tumors. 
Proc. Natl. Acad. Sci. U.S.A. 102, 407–412 (2005).

73. B. M. Hogan et al., Ccbe1 is required for embryonic lymphangiogenesis and venous sprouting. Nat. 
Genet. 41, 396–398 (2009).

74. A. J. S. Ong, K. K. Brown, A. G. Cox, The KEAP1-NRF2 pathway regulates TFEB/TFE3-dependent 
lysosomal biogenesis. NCBI Gene Expression Omnibus. https://www.ncbi.nlm.nih.gov/geo/query/
acc.cgi?acc=GSE230611. Deposited 26 April 2023.

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE230611
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE230611

	The KEAP1–NRF2 pathway regulates TFEB/TFE3-dependent lysosomal biogenesis
	Significance
	Results
	Loss of Keap1 Activates Nrf2 and Drives Postembryonic Lethality.
	Keap1-Deficient Larvae Exhibit Defects in Postembryonic Liver Development.
	Loss of Keap1 Induces Lysosomal Biogenesis.
	Bach1-Mediated Repression of Nrf2 Modulates Lysosomal Biogenesis.
	Keap1-Dependent Regulation of Lysosomal Biogenesis Requires Nrf2.
	KEAP1-Dependent Regulation of Lysosomal Biogenesis Is Cell-Autonomous and Evolutionarily Conserved.

	Discussion
	Materials and Methods
	Zebrafish Husbandry.
	Cell Culture.
	Quantification and Statistical Analysis.

	Data, Materials, and Software Availability
	ACKNOWLEDGMENTS
	Supporting Information
	Anchor 25



