


















Supplementary table 1. Quantification of proliferative cells 
 
 

P5 Apex Middle Base 

Genotypes EdU+ 
Myo7a+ 

EdU+ Sox2+ 
Myo7a- 

EdU+ 
Myo7a+ 

EdU+ 
Sox2+ 

Myo7a- 

EdU+ 
Myo7a+ 

EdU+ 
Sox2+ 

Myo7a- 
Wildtype 0 0 0 0 0 0 

Sox2-CreERT2 0 (10.2±4.8) 0 0 0 0 
Sox2-EGFP 0 (22.8±13.8) 0 0 0 0 

Fgfr3-iCreER; 
Ctnnb1-fl(ex3) 

(P2 tamox) 
0 0 0 0 0 0 

Sox2-
CreERT2; 

Ctnnb1-fl(ex3) 
(P2 tamox) 

0 3.5±0.1 
(39.3±1.5) 0 0.3±0.1 

(3.3±1.5) 0 0 

Fgfr3-iCreER; 
Ctnnb1-fl(ex3) 

(P1 tamox) 
0 0 0 0 0 0 

Fgfr3-iCreER; 
Sox2-fl; 

Ctnnb1-fl(ex3) 
(P1 tamox) 

0 2.5±0.7 
(27.7±7.4) 0 4.0±1.2 

(45.3±12.0) 0 0 

Pou4f3-DTR 0.3±0.1 
(3.2±0.8) 

1.4±0.5 
(15.8±5.6) 0 0 0 0 

Pou4f3-DTR; 
Sox2-CreERT2 

1.5±0.3 
(16.2±3.6) 

10.3±1.9 
(113.2±20.1) 0 3.9±0.6 

(43.2±6.3) 0 0 

Pou4f3-DTR; 
Fgfr3-iCreER; 
Ctnnb1-fl(ex3) 

(P2 tamox) 

0.8±0.2 
(8.3±2.1) 

5.2±1.4 
(57.7±14.6) 0 0 0 0 

Pou4f3-DTR; 
Sox2-

CreERT2; 
Ctnnb1-fl(ex3) 

(P2 tamox) 

1.4±0.2 
(16.0±2.0) 

16.0±2.8 
(186.8±31.3) 

0.2±0.1 
(2.0±1.4) 

3.1±0.4 
(36.8±5.0) 0 0.1±0.2 

(1.5±1.9) 

 
-Shown are EdU+ cell counts per 160 µm cochlear length from P5 mice. Also shown in 
parenthesis are counts per cochlear turn. Mean±S.D. n=3-6. 
 
 
 
 
 
 
 
 
 



Supplementary Table 2. Quantification of transitional cells. 
 

P4 Apex Middle Base 

Genotypes 

Atoh1+  
Gfi1+ 
Sox2+ 

Myo7a+ 

Atoh1+  
Gfi1+ 
Sox2+ 

Myo7a- 

Atoh1+  
Gfi1+ 
Sox2+ 

Myo7a+ 

Atoh1+  
Gfi1+ 
Sox2+ 

Myo7a- 

Atoh1+  
Gfi1+ 
Sox2+ 

Myo7a+ 

Atoh1+  
Gfi1+ 
Sox2+ 

Myo7a- 
Wildtype 0 0 0 0 0 0 

Sox2-CreERT2 0 0 0 0 0 0 
Fgfr3-iCreER; 
Ctnnb1-fl(ex3) 

(P1 tamox) 
0 0 0 0 0 0 

Sox2-CreERT2; 
Ctnnb1-fl(ex3) 

(P1 tamox) 
0 0 0 0 0 0 

Fgfr3-iCreER; 
Sox2-fl; 

Ctnnb1-fl(ex3) 
(P1 tamox) 

0 0 0 0 0 0 

Pou4f3-DTR 9.7±0.6 0 5.0±1.0 0 0.3±0.6 0 
Pou4f3-DTR; 

Sox2-CreERT2 12.7±1.2 0 8.3±1.5 1.3±0.6 3.7±0.6 0.3±0.6 

Pou4f3-DTR; 
Fgfr3-iCreER; 
Ctnnb1-fl(ex3) 

(P2 tamox) 

4.3±1.5 6.0±1.7 2.7±1.2 4.3±1.5 0 0 

Pou4f3-DTR; 
Sox2-CreERT2; 
Ctnnb1-fl(ex3) 

(P2 tamox) 

21.3±3.2 3.0±1.0 12.7±0.6 4.0±1.0 4.3±2.1 4.3±0.6 

 
-Shown are Atoh1+, Sox2+ transitional cell counts per 160 µm length from P4 
cochleae. Mean±S.D. n=3-4. 
 



Supplementary table 3. Quantification of Myosin7a+ hair cells 
 
 Genotypes Apex Middle Base 

P5 

Wildtype 84.8±4.4# 87.0±3.7# 76.8±3.4# 
Pou4f3-DTR 47.3±4.6 65.7±4.6 55.8±3.9 
Pou4f3-DTR; 

Sox2-CreERT2 57.8±5.3** 72.8±2.6** 58.2±3.4 

P7 

Wildtype 86.3±6.2# 88.3±2.9# 83.5±3.1# 
Pou4f3-DTR 47.0±4.6 57.3±2.5 36.0±6.6 
Pou4f3-DTR; 

Sox2-CreERT2 41.0±5.0 66.0±4.4** 47.0±3.6** 

P10 

Wildtype 87.7±2.3# 84.3±1.2# 79.0±6.1# 
Pou4f3-DTR 14.7±0.6 36.7±6.4 12.7±1.5 
Pou4f3-DTR; 

Sox2-CreERT2 41.0±4.0** 53.3±3.2** 26.3±2.5** 

P21 

Wildtype 79.3±4.2# 85.3±3.8# 77.3±3.2# 
Pou4f3-DTR 5.3±0.5 0 0 
Pou4f3-DTR; 

Sox2-CreERT2 17.5±3.9** 0 0 

 
-Shown are Myosin7a+ hair cell counts per 160 µm cochlear length from P5, P7, 
P10, P21 mice. Mean±S.D. n=3-6. ** denotes p<0.01 between Pou4f3DTR/+ and 
Pou4f3DTR/+; Sox2CreERT2/+ animals. # denotes p<0.001 between wildtype and the 
other two groups (two-way ANOVA and Tukey post hoc test).  


