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LRRK2

LRRK2-201

A T T T G C T C C T T G A A G G C T A T G A A T T C A T A C T T C G T T A T A T T T T T C T G G C T G C A T A T T T A A A T T A C T T T A A C A A T C A T A T A A G T T C

T A A A C G A G G A A C T T C C G A T A C T T A A G T A T G A A G C A A T A T A A A A A G A C C G A C G T A T A A A T T T A A T G A A A T T G T T A G T A T A T T C A A G

A T T T G C T C C T T G A A G G C T A T G A A T T C A T A C T T C G T T A T A T T T T T C T G G C T G C A T A T T T A A A T T A C T T T A A C A A T C A T A T A A G T T C

90 100 110 120 130 140 150 160 170

LRRK2

LRRK2-201

A T T G T A A A A A T T T T G G A A A T A A A A A G G A A G A T A A A A T G C A C A G A T A A T T T T A G C A A A T G A A A T A A T A A T T A T A T T G G G A T G T A T T

T A A C A T T T T T A A A A C C T T T A T T T T T C C T T C T A T T T T A C G T G T C T A T T A A A A T C G T T T A C T T T A T T A T T A A T A T A A C C C T A C A T A A

A T T G T A A A A A T T T T G G A A A T A A A A A G G A A G A T A A A A T G C A C A G A T A A T T T T A G C A A A T G A A A T A A T A A T T A T A T T G G G A T G T A T T

180 190 200 210 220 230 240 250

LRRK2

LRRK2-201

T C T T C C T A G A T T T T A A T T A T G T A C A T T C C C A T C A A C T T T T T A T T T T G A A A A T G T T T A A G C C T A A A G A A C A G T T G A A A G A G T A G T A

A G A A G G A T C T A A A A T T A A T A C A T G T A A G G G T A G T T G A A A A A T A A A A C T T T T A C A A A T T C G G A T T T C T T G T C A A C T T T C T C A T C A T

T C T T C C T A G A T T T T A A T T A T G T A C A T T C C C A T C A A C T T T T T A T T T T G A A A A T G T T T A A G C C T A A A G A A C A G T T G A A A G A G T A G T A

260 270 280 290 300 310 320 330 340

LRRK2

LRRK2-201

C A G G C T G G G T G C A G T G G C T C C T G C C T G T A A T C C C A A C A C T T T G G G A G G C C G A G G T G G G T G G A T C A C T T G A G G T C A G G A G T T C A A G

G T C C G A C C C A C G T C A C C G A G G A C G G A C A T T A G G G T T G T G A A A C C C T C C G G C T C C A C C C A C C T A G T G A A C T C C A G T C C T C A A G T T C

C A G G C T G G G T G C A G T G G C T C C T G C C T G T A A T C C C A A C A C T T T G G G A G G C C G A G G T G G G T G G A T C A C T T G A G G T C A G G A G T T C A A G

350 360 370 380 390 400 410 420

AleIMspA1I
PvuII

LRRK2

LRRK2-201

A C C A G C C T G A C C A A C A T G G T G A A A C C C T G T C A C T A C T A A A A A T A C A A A A A T C A G C T G G G C A C G G T G G T G G G C A C C T G T A A T C C C A

T G G T C G G A C T G G T T G T A C C A C T T T G G G A C A G T G A T G A T T T T T A T G T T T T T A G T C G A C C C G T G C C A C C A C C C G T G G A C A T T A G G G T

A C C A G C C T G A C C A A C A T G G T G A A A C C C T G T C A C T A C T A A A A A T A C A A A A A T C A G C T G G G C A C G G T G G T G G G C A C C T G T A A T C C C A

430 440 450 460 470 480 490 500 510

BstAPIBsoBI
AvaI

LRRK2

LRRK2-201

G C T A C T C G G G A G G C T G A G G C A G G A G A A T C G C T T G A A C C C A G G A G G C A G A G G T T G C A G T A A G C C A A G A T C A C A C C C C T G C A C T C C A

C G A T G A G C C C T C C G A C T C C G T C C T C T T A G C G A A C T T G G G T C C T C C G T C T C C A A C G T C A T T C G G T T C T A G T G T G G G G A C G T G A G G T

G C T A C T C G G G A G G C T G A G G C A G G A G A A T C G C T T G A A C C C A G G A G G C A G A G G T T G C A G T A A G C C A A G A T C A C A C C C C T G C A C T C C A



520 530 540 550 560 570 580 590

LRRK2

LRRK2-201

G C C T G G G C A A G A G A G T G A G A C T C C A T C T C A A A A A A A A A A A A A A A A A A A A A A A G A A A G A A A G A G T A G T A C A A T A T A C A T T C A T A C T

C G G A C C C G T T C T C T C A C T C T G A G G T A G A G T T T T T T T T T T T T T T T T T T T T T T T C T T T C T T T C T C A T C A T G T T A T A T G T A A G T A T G A

G C C T G G G C A A G A G A G T G A G A C T C C A T C T C A A A A A A A A A A A A A A A A A A A A A A A G A A A G A A A G A G T A G T A C A A T A T A C A T T C A T A C T

600 610 620 630 640 650 660 670 680

LRRK2

LRRK2-201

C A T A T A C C C G A C G C A T A A A T T C A T T G A T T A T T T A C T T T T T G C C C T A C T T G T T C T T T C T T G C T C T C T T T G C G T A T G A A T G A A T C A T

G T A T A T G G G C T G C G T A T T T A A G T A A C T A A T A A A T G A A A A A C G G G A T G A A C A A G A A A G A A C G A G A G A A A C G C A T A C T T A C T T A G T A

C A T A T A C C C G A C G C A T A A A T T C A T T G A T T A T T T A C T T T T T G C C C T A C T T G T T C T T T C T T G C T C T C T T T G C G T A T G A A T G A A T C A T

690 700 710 720 730 740 750 760

LRRK2

LRRK2-201

T G A A A T T A A G T T G T A G A C A T C A T G C C A T A T C A C C T C T G A A C A G T G T G T A T A T T T C T T T A G A A T A A G G A T G T T T A C T T A C A T A A T C

A C T T T A A T T C A A C A T C T G T A G T A C G G T A T A G T G G A G A C T T G T C A C A C A T A T A A A G A A A T C T T A T T C C T A C A A A T G A A T G T A T T A G

T G A A A T T A A G T T G T A G A C A T C A T G C C A T A T C A C C T C T G A A C A G T G T G T A T A T T T C T T T A G A A T A A G G A T G T T T A C T T A C A T A A T C

770 780 790 800 810 820 830 840 850

LRRK2

LRRK2-201

A T A A T A C C A T T A T C A C A G C T A A G A A A A T T A A T T C A G T T G A T T T T T T C C A C A T A T T T G A T A A C T T T C T G T C T A T C C A C G A T T A T G T

T A T T A T G G T A A T A G T G T C G A T T C T T T T A A T T A A G T C A A C T A A A A A A G G T G T A T A A A C T A T T G A A A G A C A G A T A G G T G C T A A T A C A

A T A A T A C C A T T A T C A C A G C T A A G A A A A T T A A T T C A G T T G A T T T T T T C C A C A T A T T T G A T A A C T T T C T G T C T A T C C A C G A T T A T G T

860 870 880 890 900 910 920 930

BstZ17I

LRRK2

LRRK2-201

C T T A C A T A T T C T T T T A A T T T A T G T C A T A G C A T A T C A T C T T A G A A A G T G A T C C C T A A G T T A C T G C A T G G T A T A C A T T G T T T A A C C A

G A A T G T A T A A G A A A A T T A A A T A C A G T A T C G T A T A G T A G A A T C T T T C A C T A G G G A T T C A A T G A C G T A C C A T A T G T A A C A A A T T G G T

C T T A C A T A T T C T T T T A A T T T A T G T C A T A G C A T A T C A T C T T A G A A A G T G A T C C C T A A G T T A C T G C A T G G T A T A C A T T G T T T A A C C A

940 950 960 970 980 990 1000 1010 1020

LRRK2

LRRK2-201

T T T C C C T T T G T G A T T G G A T G T C T T T A G G T T G A T T A T A T T T T T A T T A T T A T C A C A A A T G T T G A A A T C A C T C T T T T T T T C T G A A G A A

A A A G G G A A A C A C T A A C C T A C A G A A A T C C A A C T A A T A T A A A A A T A A T A A T A G T G T T T A C A A C T T T A G T G A G A A A A A A A G A C T T C T T

T T T C C C T T T G T G A T T G G A T G T C T T T A G G T T G A T T A T A T T T T T A T T A T T A T C A C A A A T G T T G A A A T C A C T C T T T T T T T C T G A A G A A



1030 1040 1050 1060 1070 1080 1090 1100

LRRK2

LRRK2-201

T T T A A A A G T A A T T T A T C T G T C T T A T G G A A T A A A A T A T T T A T T T C C C C T T A A A A G A A T T T C A G G C A T G A A C C C A A G A G A G A A G G C T

A A A T T T T C A T T A A A T A G A C A G A A T A C C T T A T T T T A T A A A T A A A G G G G A A T T T T C T T A A A G T C C G T A C T T G G G T T C T C T C T T C C G A

T T T A A A A G T A A T T T A T C T G T C T T A T G G A A T A A A A T A T T T A T T T C C C C T T A A A A G A A T T T C A G G C A T G A A C C C A A G A G A G A A G G C T

1110 1120 1130 1140 1150 1160 1170 1180 1190

LRRK2

LRRK2-201

T T T T T T T T T G T T T T A G T T G T T G T T T T T A T T T T T A T T T T T T A T T T T T T G G G T A G A A G G A G C A G A G A G A C A A G T T C A G G A A A T A A T G

A A A A A A A A A C A A A A T C A A C A A C A A A A A T A A A A A T A A A A A A T A A A A A A C C C A T C T T C C T C G T C T C T C T G T T C A A G T C C T T T A T T A C

T T T T T T T T T G T T T T A G T T G T T G T T T T T A T T T T T A T T T T T T A T T T T T T G G G T A G A A G G A G C A G A G A G A C A A G T T C A G G A A A T A A T G

1200 1210 1220 1230 1240 1250 1260 1270

MmeI

LRRK2

LRRK2-201

A G A G T G T T A G A A T T T T G T T C A G G T T A A A G T G A G T T G G A G T G A A G T T T A G A A A T C T C C T T T C T A C T C A T C T C T C C T G T T T T T A A A A

T C T C A C A A T C T T A A A A C A A G T C C A A T T T C A C T C A A C C T C A C T T C A A A T C T T T A G A G G A A A G A T G A G T A G A G A G G A C A A A A A T T T T

A G A G T G T T A G A A T T T T G T T C A G G T T A A A G T G A G T T G G A G T G A A G T T T A G A A A T C T C C T T T C T A C T C A T C T C T C C T G T T T T T A A A A

1280 1290 1300 1310 1320 1330 1340 1350 1360

LRRK2

LRRK2-201

C A C T G T C C T G G A A A T A G T T A A T A T T A G G A A C G A G A A A A A T G G T A T A G G T T T T C C T A G T A C A C T T T A T T T C T T A A T T A T G A A A T T C

G T G A C A G G A C C T T T A T C A A T T A T A A T C C T T G C T C T T T T T A C C A T A T C C A A A A G G A T C A T G T G A A A T A A A G A A T T A A T A C T T T A A G

C A C T G T C C T G G A A A T A G T T A A T A T T A G G A A C G A G A A A A A T G G T A T A G G T T T T C C T A G T A C A C T T T A T T T C T T A A T T A T G A A A T T C

1370 1380 1390 1400 1410 1420 1430 1440

LRRK2

LRRK2-201

T A C T T A A T A A C T T A C C A T T G A A T G T T T A T C C T T A T T A T C A T T C A A G G T A A T T T T A T T G A A G A T T G A A G A T A T T T A T A A T A A A G A T

A T G A A T T A T T G A A T G G T A A C T T A C A A A T A G G A A T A A T A G T A A G T T C C A T T A A A A T A A C T T C T A A C T T C T A T A A A T A T T A T T T C T A

T A C T T A A T A A C T T A C C A T T G A A T G T T T A T C C T T A T T A T C A T T C A A G G T A A T T T T A T T G A A G A T T G A A G A T A T T T A T A A T A A A G A T

1450 1460 1470 1480 1490 1500 1510 1520 1530

Acc65I KpnIHincII

LRRK2

LRRK2-201

T G A A G G A T T T T A T T G T C C T G T G T G G T C A A C C T T G G G G G G T G A G A T G T T A T G A G A C A G G A C A A T T A A T T G A C T T G A T C A A G G T A C C

A C T T C C T A A A A T A A C A G G A C A C A C C A G T T G G A A C C C C C C A C T C T A C A A T A C T C T G T C C T G T T A A T T A A C T G A A C T A G T T C C A T G G

T G A A G G A T T T T A T T G T C C T G T G T G G T C A A C C T T G G G G G G T G A G A T G T T A T G A G A C A G G A C A A T T A A T T G A C T T G A T C A A G G T A C C



1540 1550 1560 1570 1580 1590 1600 1610

EarI

LRRK2

LRRK2-201

Sanger Sequencing Primer

T T G T T A T A A A A A T A A C A C A G C C T G G T T T A G A A C A T C T C T T C C T G A C T C T C T T A T T T G G C A T A T A G C C T A A G T G T A T G C C T C C T T G

A A C A A T A T T T T T A T T G T G T C G G A C C A A A T C T T G T A G A G A A G G A C T G A G A G A A T A A A C C G T A T A T C G G A T T C A C A T A C G G A G G A A C

T T G T T A T A A A A A T A A C A C A G C C T G G T T T A G A A C A T C T C T T C C T G A C T C T C T T A T T T G G C A T A T A G C C T A A G T G T A T G C C T C C T T G

1620 1630 1640 1650 1660 1670 1680 1690 1700

BanII

LRRK2

LRRK2-201

2040 2045

ENSE00003468457
F R A P E V A R G N

LRRK2-201

Sanger Sequencing Primer

G A T G T A T G A G C C C T G A T G T T G G T C A T A T T T A T T A T T T T A T C T G C T T A C T T T C A G G G T T T C G T G C A C C T G A A G T T G C C A G A G G A A A

C T A C A T A C T C G G G A C T A C A A C C A G T A T A A A T A A T A A A A T A G A C G A A T G A A A G T C C C A A A G C A C G T G G A C T T C A A C G G T C T C C T T T

G A T G T A T G A G C C C T G A T G T T G G T C A T A T T T A T T A T T T T A T C T G C T T A C T T T C A G G G T T T C G T G C A C C T G A A G T T G C C A G A G G A A A

1710 1720 1730 1740 1750 1760 1770 1780

LRRK2

LRRK2-201

2050 2055 2060 2065 2070 2075

ENSE00003468457
V I Y N Q Q A D V Y S F G L L L Y D I L T T G G R I V E

LRRK2-201

Donor Sequence WT -> SNV

Donor Template WT -> SNV

T G T C A T T T A T A A C C A A C A G G C T G A T G T T T A T T C A T T T G G T T T A C T A C T C T A T G A C A T T T T G A C A A C T G G A G G T A G A A T A G T A G A G

A C A G T A A A T A T T G G T T G T C C G A C T A C A A A T A A G T A A A C C A A A T G A T G A G A T A C T G T A A A A C T G T T G A C C T C C A T C T T A T C A T C T C

T G T C A T T T A T A A C C A A C A G G C T G A T G T T T A T T C A T T T G G T T T A C T A C T C T A T G A C A T T T T G A C A A C T G G A G G T A G A A T A G T A G A G



1790 1800 1810 1820 1830 1840 1850 1860 1870

SexAI*
CsiI

T

A

T
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G

A

T

C A A T T A A T A T T G G T G T A G T T A A T A T T A T A T T T A G A A A C A T A G A G A A G G A A A T T G C T G T T A G A A C T C C A C A T T T G G T G A T T T T T A A



2130 2140 2150 2160 2170 2180 2190 2200 2210

LRRK2

LRRK2-201

T T T T C A T A A A G A A T T A C T G T G T A C T C A T T A T C C T G G A A T G T T T T C G T T T T C T T G G A G T G A A A T A A T T T A C A T G C A G G A A T G G A A G

A A A A G T A T T T C T T A A T G A C A C A T G A G T A A T A G G A C C T T A C A A A A G C A A A A G A A C C T C A C T T T A T T A A A T G T A C G T C C T T A C C T T C

T T T T C A T A A A G A A T T A C T G T G T A C T C A T T A T C C T G G A A T G T T T T C G T T T T C T T G G A G T G A A A T A A T T T A C A T G C A G G A A T G G A A G

2220 2230 2240 2250 2260 2270 2280 2290

BbsI

LRRK2

LRRK2-201

A C T G A A T G A T C T A T A A T A A T A A T T T T T C A T A A G A A T C G G T A A A T G T G T A T T T A A T G T T A T C A A A G C T C A T T T G G A A T G G T T G T C T

T G A C T T A C T A G A T A T T A T T A T T A A A A A G T A T T C T T A G C C A T T T A C A C A T A A A T T A C A A T A G T T T C G A G T A A A C C T T A C C A A C A G A

A C T G A A T G A T C T A T A A T A A T A A T T T T T C A T A A G A A T C G G T A A A T G T G T A T T T A A T G T T A T C A A A G C T C A T T T G G A A T G G T T G T C T

2300 2310 2320 2330 2340 2350 2360 2370 2380

LRRK2

LRRK2-201

C A T G C T T T C A A G A A A T T A G A G G A C T T T G T A A T T C A T T C C T T A A C C A T T A C T T T A G T T C T C A C C A C A A A A T A A C A T T T T A A G T T T A

G T A C G A A A G T T C T T T A A T C T C C T G A A A C A T T A A G T A A G G A A T T G G T A A T G A A A T C A A G A G T G G T G T T T T A T T G T A A A A T T C A A A T

C A T G C T T T C A A G A A A T T A G A G G A C T T T G T A A T T C A T T C C T T A A C C A T T A C T T T A G T T C T C A C C A C A A A A T A A C A T T T T A A G T T T A

2390 2400 2410 2420 2430 2440 2450 2460

DraIII

LRRK2

LRRK2-201

T T T A G C T C T T T C T C A T A T T T T C T G C T T T C C C T T T C A T T T A A A A A A T A C T T T T G A G T G T A C A C A A T G T G C C A T G T A C A G G A A A T A G

A A A T C G A G A A A G A G T A T A A A A G A C G A A A G G G A A A G T A A A T T T T T T A T G A A A A C T C A C A T G T G T T A C A C G G T A C A T G T C C T T T A T C

T T T A G C T C T T T C T C A T A T T T T C T G C T T T C C C T T T C A T T T A A A A A A T A C T T T T G A G T G T A C A C A A T G T G C C A T G T A C A G G A A A T A G

2470 2480 2490 2500 2510 2520 2530 2540 2550

LRRK2

LRRK2-201

A G C T T T A T C T T T T T T G G G T A T A A C T T C A A G A T C A T G G C A A A A G A A A A C T T A T T A T T A A T T G G A T A A A C C T T A G A T A T A A T C T A G G

T C G A A A T A G A A A A A A C C C A T A T T G A A G T T C T A G T A C C G T T T T C T T T T G A A T A A T A A T T A A C C T A T T T G G A A T C T A T A T T A G A T C C

A G C T T T A T C T T T T T T G G G T A T A A C T T C A A G A T C A T G G C A A A A G A A A A C T T A T T A T T A A T T G G A T A A A C C T T A G A T A T A A T C T A G G

2560 2570 2580 2590 2600 2610 2620 2630

SpeI

LRRK2

LRRK2-201

T T A T T T C C C T T A T T T T A C T A G T T T T C T A G T G A A A A T A T T C A G G T C T C T G C T G G G T A C A G T G G C T T A C G C C T G T A A T C C C A G C A C T

A A T A A A G G G A A T A A A A T G A T C A A A A G A T C A C T T T T A T A A G T C C A G A G A C G A C C C A T G T C A C C G A A T G C G G A C A T T A G G G T C G T G A

T T A T T T C C C T T A T T T T A C T A G T T T T C T A G T G A A A A T A T T C A G G T C T C T G C T G G G T A C A G T G G C T T A C G C C T G T A A T C C C A G C A C T



2640 2650 2660 2670 2680 2690 2700 2710 2720

EaeI* MscI*AlwNI*
PflMI*

LRRK2

LRRK2-201

T T G G G A G G C C C A G G C A G G C A G A T C A C T T G A G G C C A G G A G C T G G A G A C C A G C C T G G C C A A C A T G G T G A A A C C C T G T C T C T A C T A A A

A A C C C T C C G G G T C C G T C C G T C T A G T G A A C T C C G G T C C T C G A C C T C T G G T C G G A C C G G T T G T A C C A C T T T G G G A C A G A G A T G A T T T

T T G G G A G G C C C A G G C A G G C A G A T C A C T T G A G G C C A G G A G C T G G A G A C C A G C C T G G C C A A C A T G G T G A A A C C C T G T C T C T A C T A A A

2730 2740 2750 2760 2770 2780 2790 2800

BssSαI
BssSI

LRRK2

LRRK2-201

A A T A C A A A A A G T A G C T G G G C A T G G T G G C A T G T G C G T G T A G T C C C A G C T A C C A A G G A G G C T G A G G C A C G A G A A T A G C T T G A A C C T G

T T A T G T T T T T C A T C G A C C C G T A C C A C C G T A C A C G C A C A T C A G G G T C G A T G G T T C C T C C G A C T C C G T G C T C T T A T C G A A C T T G G A C

A A T A C A A A A A G T A G C T G G G C A T G G T G G C A T G T G C G T G T A G T C C C A G C T A C C A A G G A G G C T G A G G C A C G A G A A T A G C T T G A A C C T G

2810 2820 2830 2840 2850 2860 2870 2880 2890

LRRK2

LRRK2-201

G G A G G T T G C A G T G A G C C G A G A T T G C G C C A C T G C A C T C C A G C C T A A G C A A C A A A G T G A G A C T C C A T C T T A A A A A A A A A A A T T C A G T

C C T C C A A C G T C A C T C G G C T C T A A C G C G G T G A C G T G A G G T C G G A T T C G T T G T T T C A C T C T G A G G T A G A A T T T T T T T T T T T A A G T C A

G G A G G T T G C A G T G A G C C G A G A T T G C G C C A C T G C A C T C C A G C C T A A G C A A C A A A G T G A G A C T C C A T C T T A A A A A A A A A A A T T C A G T

2900 2910 2920 2930 2940 2950 2960 2970

LRRK2

LRRK2-201

T C T G T G T T C T G C A T C A A C C A G A A T A A G C T A C G C C T C T T A T A A A A A A C A A A T G T G C A C A A A C C A T C T G T G A G G A C A T A A G G A T T A A

A G A C A C A A G A C G T A G T T G G T C T T A T T C G A T G C G G A G A A T A T T T T T T G T T T A C A C G T G T T T G G T A G A C A C T C C T G T A T T C C T A A T T

T C T G T G T T C T G C A T C A A C C A G A A T A A G C T A C G C C T C T T A T A A A A A A C A A A T G T G C A C A A A C C A T C T G T G A G G A C A T A A G G A T T A A

2980 2990 3000 3010 3020 3030 3040 3050 3060

BspMI
BfuAI

HindIII

LRRK2

LRRK2-201

A T G C T T G C T T A C T T T G A G T A T T A A A A T A A A A A G T A G A A G C T T T A T T A T A T G A G T A A A A G T G T T T C C A A A G T C T A T T T G A A A T G C A

T A C G A A C G A A T G A A A C T C A T A A T T T T A T T T T T C A T C T T C G A A A T A A T A T A C T C A T T T T C A C A A A G G T T T C A G A T A A A C T T T A C G T

A T G C T T G C T T A C T T T G A G T A T T A A A A T A A A A A G T A G A A G C T T T A T T A T A T G A G T A A A A G T G T T T C C A A A G T C T A T T T G A A A T G C A



3070 3080 3090 3100

End  (3102)

3 ʹ

5 ʹ

LRRK2

LRRK2-201

G G T A C A G A A T G A A A A T C T G T T A T T T T A T T A A A T C G T T A T T T G

C C A T G T C T T A C T T T T A G A C A A T A A A A T A A T T T A G C A A T A A A C

G G T A C A G A A T G A A A A T C T G T T A T T T T A T T A A A T C G T T A T T T G

Original Sequence:  ASK2J00180_LRRK2_N2081D_E03_AB.dna



Feature Location Size Type

LINC02471 1 .. 3102 3102 bp gene

/note = gene ENSG00000223914
lncRNA

✓ LRRK2 1 .. 3102 3102 bp gene

/note = gene ENSG00000188906
Protein coding

LINC02471-202 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000641941
lncRNA

✓ LRRK2-201 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000298910

LRRK2-204 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000430804
Nonsense mediated decay

LRRK2-206 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000479187
Retained intron

LRRK2-210 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000679360
Nonsense mediated decay

LRRK2-211 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000679532
Nonsense mediated decay

LRRK2-213 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000680018
Nonsense mediated decay

LRRK2-215 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000680422
Nonsense mediated decay

LRRK2-216 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000680425
Nonsense mediated decay

LRRK2-217 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000680453
Nonsense mediated decay

LRRK2-218 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000680790

LRRK2-219 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000681136
protein_coding_CDS_not_defined

LRRK2-220 1 .. 3102 3102 bp prim_transcript

/note = primary transcript ENST00000681696

LRRK2-212 1670 .. 3102 1433 bp prim_transcript

/note = primary transcript ENST00000679683
Nonsense mediated decay

✓ LRRK2-201 1670 .. 1840 171 bp CDS

/codon_start = 1

/note = coding sequence ENSP00000298910

/translation = FRAPEVARGNVIYNQQADVYSFGLLLYDILTTGGRIVEGLKFPNEFDELEIQGKLP
57 amino acids  =  6.3 kDa

LRRK2-218 1670 .. 1840 171 bp CDS

/codon_start = 1

/note = coding sequence ENSP00000505335

/translation = FRAPEVARGNVIYNQQADVYSFGLLLYDILTTGGRIVEGLKFPNEFDELEIQGKLP
57 amino acids  =  6.3 kDa



Feature Location Size Type

LRRK2-220 1670 .. 1840 171 bp CDS

/codon_start = 1

/note = coding sequence ENSP00000505871

/translation = FRAPEVARGNVIYNQQADVYSFGLLLYDILTTGGRIVEGLKFPNEFDELEIQGKLP
57 amino acids  =  6.3 kDa

✓ Donor Sequence WT -> SNV 1739 .. 1838 100 bp misc_feature

LRRK2-208 1764 .. 3102 1339 bp prim_transcript

/note = primary transcript ENST00000636518

LRRK2-208 1764 .. 1840 77 bp CDS

/note = coding sequence ENSP00000490200

/translation = NWR*NSRGFEVSK*V**IRNTRKIT
25 codons (4 internal stop codons)

✓ PAM 1798 .. 1800 3 bp misc_feature

✓ gRNA Protospacer Sequence 1801 .. 1820 20 bp misc_feature

✓ SNV 1801 .. 1801 1 bp misc_feature

/note = WT = A
SNV = G



Primer Length Binding Sites Tm Date Added

✓ PCR Forward 25-mer Aug 18, 20231210 .. 1234 59°C

/sequence = CAGGTTAAAGTGAGTTGGAGTGAAG
44% GC  /  7850.2 Da

✓ Sanger Sequencing Primer 20-mer Aug 18, 20231607 .. 1626 58°C

/sequence = GCCTCCTTGGATGTATGAGC
55% GC  /  6124.0 Da

✓ Donor Template WT -> SNV 100-mer Aug 18, 20231739 .. 1838 68°C

/sequence = GTTTACTACTCTATGACATTTTGACAACTGGAGGTAGAATAGTAGAGGGTTTGAAGTTTCCAGATGAGTTTGATGAATTAGAAATACAAGGAAAATTACC
34% GC  /  31,083.4 Da

✓ gRNA Protospacer 20-mer Aug 18, 20231801 .. 1820 47°C

/sequence = TCTAATTCATCAAACTCATT
25% GC  /  6010.0 Da

✓ PCR Reverse 25-mer Aug 18, 20232087 .. 2111 58°C

/sequence = ATGTGGAGTTCTAACAGCAATTTCC
40% GC  /  7656.1 Da


