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Figure S2
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Figure S4

GNPTAB

Exon 9

[ sgGNPTAB target |

Wild-type Chromosome 12 TCT................. GAGGTACTCATTGCGATCTATC GAGAGGCATGCA............ CAG
Chromosome 12-1 TCT......oov....... GAGGTACTCATTGCGATCTATC =-AGAGGCATGCA............ CAG
KO | Chromosome 12-2 TCT.....cvo......... GAGGTACTCATTGCGATCTATCCGAGAGGCATGCA........... CAG
Chromosome 12-3 TCT.......cccue..... GAGGTACTCATTGCGATCTATCAGAGAGGCATGCA............ CAG
B
GNPTAB
| 1]
{1 U
Exon 21
Wild-type Chromosome 12 TTA.....GCTAGTCCCAATCGAATCAGAGTATAG
Chromosome 12-1 TTA......GCTAGTCCaAAcaggATCcgtGTA HA I HA I HA
Kl|Chromosome 12-2 TTA......GCTAGTCCaAAcaggATCcgt GTA HA I HA I HA
Chromosome 12-3 TTA.....GCTAGTCCaAAcaggATCcgt GTAA HA TACCCCCTATGA
Lo AS P NIRTIR RV S0l
WCL
C D GNPTAB3v5 + + + + E
TMEM2510E — + — +
WCL S1P-Flag OE — — + + kg)s?) g
GNPTABKI — + — o R
GNPTABKO — — + kDa arp| SN - -, < 80
B 5 ~ % %k %k
LAPTM4A|: =120 2 ool
! —100 .g
LC3B-|| == =— — I 5 0
LC3B-I i T * g
ProCTSD| s s = 50 g 20{
_37 =
B - 0 *
mCTSD | e &= 2 TM251 WT OE WT OE
15
¥ 150
S1P-Flag| r— -
GAPDH | v s wmw s 37




	Figure 1 New
	Figure 2 Lysosome defects_Final
	Figure 3 Lysosome upregulation
	Figure 4 Secretion of lysosome enzymes 
	Figure 5 M6P
	Figure 6 GNPTAB processing
	Figure 7 Zebrafish
	Figure 8 Model
	Figure S1 Long and Short isoform
	Figure S2 RNA-seq Heatmap
	Figure S3 TM251 localization
	Figure S4 GNPTAB sequencing and processing



