Jegq 1 1 -CRCCACGTGIGCTAGT GTGE T GTARGEATTCATTAGCCATGEATGTATTCATGARAGGE 59
FdE | IFFIF00FRL00000 000000 rrerreeerrrrrrrrrrrerrrrrrrrrrrnd
Jegq 2 1 CRCCCCRGEETIGE-AGTGTGETGTARGEATTCATTAGCCATGEATGTATTCATGARAGGE 59

TGCTGCTGAGRRARCCARRCAGERT
FEREEEEETrrrr e
TGCTECTGAGRRARCCRARRCAGEETS

IGECRE 119
|

|
C& 114

Jeq_1 &0 CTTTCRARRAGGCCARAGRRAGERAGTTIGTRED G&E
FEErrrrrrrrr e e e ety [
Jeqg_2 &0 CITTCARAGGCCARGRAGERAGTTIGTGGC TG
Jeq_1 120 GAAGCAGCAGGALAGRCE AR AGAGEETGTICICTATGTAGETAGETARRCCCCARATGTIC 179
FEErregrrrerrrrrerrre et e et e et e ettt et e e ety
Jeqg_2 120 GRAGCACCAGGRAR AGRCR A R AGAGEETGTICTICTATGTAGETAGETARRCOCCRARRATGTC 179

Seq 1 180 AGTTTGETBCTTGTTCATGRA=—————mmmmmmmmm e e e e 199
FTTTEETTTTEETTTTLT] | ###fdsssdddsssddssadddsssaddasssddadses
Seq 2 180 AGTTIGGTGCITGTTCATGA 239
Seq 1 200 e 199
FEFFFFFFFIFEIFFFHEFFFF A FFF A FFFF A FFFF A FIS S FIS SIS EEE
Seq 2 240 299
Seq 1 200 ---GIGATGGGITAGGATAATCAATACTCTIAARTGCTGGIAGTTCICICTCITGATICAT 256
gFEFLLLLIFLLLLeerrreeerrreerrrrerrrrrerrrrrerrrrrerrrrrrrrrn
Seg 2 300 GTGAT-GGTTAGGATAATCARTACTCTARATGCTGGTAGTICTCICICTTGATICAT 358

Seq_ 1 257 TTTTGCATCATTGCTTGICARRRRRGETGE 288
FEEETTETEE e e e
Jeg_2 358 ITTTGCATCATTGCTTIGICARRRRRGETGEA- 389

Supplementary Figure 2. 102 bp sequence insertion in Cl. 14. Seq_1 refers to the gene-corrected clone
SNCA (C1.33. Seq_2 refers to Cl.14. The highlighted “grey” sequence refers to the 102 bp insertion.
The highlighted “blue” base pair at 126 bp refers to the site of the A30P mutation.



