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Gonads Single-cell barcoding cDNA library construction

CSF1R(Macrophages)
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E7-r1 601,312,993 317,972,678 277,388,103 86.28 2.11 11.6 18,549 
32,385 2,375 

E7-r2 706,399,870 549,682,984 498,036,339 85.34 2.93 11.73 13,836 

E8 760,955,944 535,367,560 480,355,466 86.19 3.54 10.27 11,257 11,257 564 

E9-r1 701,590,297 633,868,558 541,197,430 78.24 7.36 14.4 12,085 
23,629 2,063 

E9-r2 762,627,466 538,996,509 490,934,750 84.15 3.99 11.86 11,544 

E10 745,693,077 589,899,274 526,404,623 84.14 4.08 11.78 13,623 13,623 2,086 

E11 755,578,268 681,972,885 588,984,160 80.09 6.41 13.5 22,478 22,478 4,049 

E7-D4 

E7-D125 

593,174,084 
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320,865,555 

256,638,941 
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83.87 

80.11 

3.37 

2.51 

12.76 

13.42 
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LY86(Macrophages) SLC40A1(Macrophages) HMOX1(Macrophages)
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DMRT1(Supporting) CYP19A1(Supporting) COLA31(Interstitial) COL1A2(Interstitial) POSTN(Interstitial) DCN(Interstitial) CDH5(Endothelial)

SOX18(Endothelial) HBM(Erythrocytes) HBA1(Erythrocytes) CYP17A1(Steroidogenic) STAR(Steroidogenic) 
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A B

C D

E

D90

D120

D150

BF tdTomato

DAPI tdTomato

Gonad

Heart

Liver

Lung

Cell type No. of cells 
injected/embryo 

No. of embryos 
incubated 

Hatched chicken Chimeric 
chicken 

PGCs (D120) 2000-2500 15 3 1 
PGCs (D132) 2000-2500 11 4 4 
PGCs (D135) 2000-2500 9 1 1 
PGCs (D136) 2000-2500 10 5 5 

 

G

tdTomato SSEA1 DAPI Merged

F

H
tdTomato SSEA1 DAPI Merged

#4 #5 #6

BF

tdTomato

I

Cell type No. of cells 
injected/embryo 

No. of chimeric E7 
embryos checked 

Average chimerism 
ratio(%) 

PGCs (D120-129) 2000-2500 11 0.12 
PGCs (D130-139) 2000-2500 11 0.16 
PGCs (D140-149) 2000-2500 5 0.14 
PGCs (D150-159) 2000-2500 7 0.14 

 

Stage No. of cells 
injected/embryo 

No. of chimeric 
embryos checked 

Average chimerism 
ratio(%) 

E9 2000-2500 6 0.27 
P1-P3 2000-2500 6 0.69 
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BF tdTomato

A B

C D

Cell line Receive stage No. of cells 
collected 

#3 E7 60 
#4 E7 100 
#5 E7 700 
#11 E7 500 

E

tdTomato SSEA1 DAPI MergedtdTomato SSEA1 DAPI Merged

BF tdTomato

Figure S5
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