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Figure S2
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Sn-RNA-Seq run summaries

Duodenum lleum Colon All
Approx. Nuclei Encapsulated 12884 24413 30551 67848
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Total Runs 4 6 5 15
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inDrop Total Nuclei 1756 3570 3328 8654
Total Nuclei Pre-cleaning 7150 11861 17599 36610
Total Nuclei Post-cleaning * 6217 8379 10612 25208
Total Reads 10x 7.8E+08 1.8E+09 9.5E+08 3.6E+09
Total Reads inDrop 1.7E+08 1.3E+08 2.5E+08 5.5E+08
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D Putative subtype identities and top cluster markers \@ghk

Cluster Proposed Subtype Known Markers Top 3 Mouse Top 3 Human-Match % Tot. (Lit) % Obs.
0 Excitatory longitudinal MMN _Calb2/Chat/ Tac1+/-  Brinp2/Fbxw15/Specc1 Oprk1/Brinp2/Tmem132c  13% (1) 18.7%
1 Inhibitory longitudinal MMN Nos1/Vip Ass1/Cygb/Col25a1 Ngb/Gsg1l/Col25a1 3% (1) ~8.2%E

2 Inhibitory circular MMN Nos1/Vip/Npy+/- Gm4876/Gm16083/Dsc2 Vwa5b1/Sv2b/Oprd1 23% (1) ~26.5%E
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Figure S5
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Figure S6
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Figure S9
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Figure S10
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Figure S11
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Figure S12
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Figure S13

A Adult EN (May-Zhang, this study)

® Adolescent EN (Zeisel 2018)
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0 muscle motor neurons 18.6% 21.6%
Inhibitory longitudinal

1 muscle motor neurons 17.5% 19.3%
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Excitatory circular muscle

3 motor neurons 10.3% 8.4%

4 Unassigned 8.1% 8.0%

5 IPAN 7.5% 7.1%

6 IPAN 4.5% 6.8%

7 (Type |/'simple") 3.8% 6.7%

8 Unassigned 3.5% 5.9%
Descending interneurons

9 (Filamentous) 3.0% 3.1%
Descending interneurons

10 (Type ) 2.8% 2.3%

11 Unassigned 1.4% 0.0%

12  Unassigned 0.8% 0.0%

13 Unassigned 0.4% 0.0%
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