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SMED30030292: Cytochrome P450
SMED30019369: Unknown

SMED30034660: Spectrin beta chain, brain 4
SMED30021793: Pmp-10

SMED30009956: Expressed conserved protein
SMED30027315: Unknown

MED30020220: ATPase subunit alpha

SMED30035904: PROG-1

SMED30030168: Fibrillin-2

SMED30009277: Viral A-type inclusion protein
MED30002454: nuclease d

SMED30020811: Viral A-type inclusion protein, putative

SMED30025603: Unknown

SMED30014918: Ornithine decarboxylase
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SMED30005357:
SMED30002992:
SMED30010071:
SMED30027207
SMED30004267
SMED30033073
SMED30018353
SMED30009513
MED30032169:

hypothetical protein

Unknown

Sodium/potassium-transporting ATPase subunit alpha
Omithine decarboxylase 1

Actin-3

Dynein heavy chain 5, axonemal

Glycine amidinotransferase, mitochondrial

Glycine amidinotransferase, mitochondrial

SMED30019154:
SMED30031568:
SMED30031061
SMED30010951
SMED30033621.:
SMED30007341.:
SMED30001515:
SMED30004319:
SMED30001371:
SMED30026350:
60('
SMED30029450;

Glycine

Glycine amidinotransferase mitochondrial
Cytochrome P450 CYP2

Nucleobindin-2

Pmp-10

Omithine decarboxylase

TBC1 domain family member 30

Annexin

Girdin

Proprotein convertase subtiisin/kexin type 5
slc26a-8
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SMED30033611: Tetraspanin
SMED30012447: Filamin-A

SMED30011140: Argininosuccinate synthase
SMED30021257: Synaptic vesicle 2-related protein
SMED30030464: Unknown

SMED30003738: hadrian
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Extended Data Fig. 10. Additional data supporting wound-induced epidermal clusters and EC20-
enriched genes requires for regeneration. UMAP embedding of all epidermal lineage cells, colored
by time after amputation and split by cells from biopsies taken from un-irradiated (A), sub-lethally
irradiated (B), or lethally irradiated (C) animals. (D) Scaled proportion of cells from each epithelial
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sub-cluster across sampled conditions, normalized to sample in which sub-cluster had maximum
representation. (E) Maximum intensity projections from confocal stacks of whole mount fluorescent
in situ hybridizations of EC20 enriched genes. (F) Gene expression of screened epidermal genes in
bulk RNAseq dataset of planarian regeneration (55). (G) Scoring of phenotypes in RNAI treated
animals in Figure 6G (n=20 posterior fragments). P values are Mann Whitney Test compared to
Unc-22 Control. Scale = 500um.

47


https://doi.org/10.1101/2020.06.04.132753
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.06.04.132753; this version posted June 6, 2020. The copyright holder for this preprint (which
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

A Un-irradiated B Post-Sublethal C Post-Lethal

®0dpa ®0dpa
®1dpa ® 1dpa
2dpa ) 8 2dpa
4dpa o o 4dpa
7dpa % . PRCES * 7dpa
®i0dpa el ®10dpa
®1adpa : ®14dpa

c
2
£
S
a
2
[
]
7]
2
o
E
S
z

F Log2 (Fold Change) G

SMED30012684: Unknown
SMED30005648: Unknown 1
SMED30028552: Unknown

SMED30024391: Lectin 2b

SMED30007501: lectin-like protein

SMED30002911: Lipase

SMED30008623: Phospholipase B-like protein B
SMED30001635: Cathepsin B

SMED30010200: 3-hydroxyanthranilate 3,4-dioxygenase
SMED30031134: slc13a-3

SMED30035609: Cathepsin L

SMED30024204: CG10527-like methyltransferase
SMED30020872: Myosin IE

SMED30020778: slc22a-6

SMED30019771: Ammonium transporter Rh type B
SMED30004147: Carboxypeptidase

SMED30006949: Soldier-specific protein-1
SMED30010468: E3 ubiquiin-protein ligase RNF216
SMED30030402: Linear gramicidin synthetase subunit D

M (1) Lysis/Lesions [ (3) No pharynx/ [ (5) No PR
small blastema  pigment
H (2) No blastema [ (4) Cyclopia [ (6) Normal

] L Unc-22
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I- cathepsinB (P=0.0042)

- Irrk2 (P<0.0001)

- myosin1E (P=0.0007)

- PB-1 (P<0.0001)

- talin-1 (P<0.0001)
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SMED30008553: Phosphoenolpyruvate carboxykinase [GTP]

SMED30025164: Protein NDRG1 0 5 . 10 15 20
SMED30016829: Canalicular multispecific organic anion transporter 2 Proportion Fragments

SMED30005571: Delta-1-pyrroline-5-carboxylate synthase w/ Phenotype Score (n=20)

SMED30002513: Histidine ammonia-yase

SMED30007277: Tryptophan-2,3-dioxygenase

SMED30008076: Glycoside hydrolase

SMED30003660: Cytoplasmic dynein 1 heavy chain 1

SMED30011727: Dedicator of cytokinesis 1

SMED30006689: Leucine-rich repeat serine/threonine-protein kinase 2
SMED30029746: NFX1-type zinc finger-containing protein 1
SMED30021590: Spectrin beta chain

SMED30029716: PERQ amino acid-rich with GYF domain-containing protein 2
SMED30018086: Talin-1

SMED30018632: Serine/threonine-protein kinase 10

SMED30029235: Carbamoyl-phosphate synthase [ammonia), mitochondrial
SMED30024527: non-gastric H K -ATPase alpha subunit

SMED30012043: Calcium-transporting ATPase

SMED30017381: Protein polybromo-1

SMED30020296: Microsomal triglyceride transfer protein large subunit
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Extended Data Fig. 11. Additional data supporting wound-induced Intestinal clusters and intestinal
genes requires for regeneration. UMAP embedding of all intestinal cells, colored by time after
amputation and split by cells from biopsies taken from un-irradiated (A), sub-lethally irradiated (B), or
lethally irradiated (C) animals. (D) Scaled proportion of cells from each epithelial sub-cluster across
sampled conditions, normalized to sample in which sub-cluster had maximum representation. (E)
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Maximum intensity projections from confocal stacks of whole mount fluorescent in situ hybridizations
of intestinal genes. (F) Gene expression of screened intestinal genes in bulk RNAseq dataset of
planarian regeneration (55). (G) Scoring of phenotypes in RNAI treated animals in Figure 71 (n=20
posterior fragments). P values are Mann Whitney Test compared to Unc-22 Control. Scale = 500um.

Supplementary Tables

Supplementary Table 1. (excel file)

Description of single cells and associated metadata

Supplementary Table 2. (excel file)

Cluster and sub-cluster enriched genes

Supplementary Table 3. (excel file)

Transcript IDs, annotation (if applicable), and RNAi phenotypes of all transcripts functionally
tested in this study
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