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EIEELEDNA m=1ug, c=12.5 ng/uL
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m=1ug, ¢=10 ng/ul, BRERE

FFPEEAEZEDNA
m=0.2ug, c=2.5ng/ul, MpoERE

PE101. PE151% 100X, 200X, 500XEL_E (cfDNA) FHELLX

plls2 HEERIES

> EEISHR
52l —: 2INBTFNFFER BEIE (MR AR IR

ONEGER (CVD) ZEHFEERNN—LEENBSLER, RPMRPERENRZEEEDBEE (low-density
lipoprotein cholesterol, LDL-C) REM— M EERBMREARZ—. LDL-CHIRRET S, RNRERDIKEET, FZRBTR,
ISR MEEE, N5 R0MERR. ZXEEANEXAEFR W=ALDLCERE M —NEEMEHT2IE
TR, 2i8fE, RSPLOL-CMANRE(L R, #EBL L BEINE T, dbSNPEEERE. SIFT/ERMPOLYPhen  V2#]
Mutation TasterMERHNREALR. E2INEFNFELUESangerFEIERLEH T— N RMRELIMAT-K306fs, 5
3¥1000Z AT R MEL B R AN LIMALERE R B#{ TN FE LN SIBPRANLIMAIBRERESHLSIRE

(LIMAT-L25] (Leu—1le)) o

A 40 Chinese Kazakh individuals with low LDL-C (0,66-1.65 mmeol/L)
Sequence the 11 exons of LIMA{

+IK306s (0)
< +iL251 (1) — Family 2

510 Chinese Kazakh individuals with narmal LDL-C (2.7-3.36 mmeliL) and
509 Chinese Kazakh individuals with low LDL-C (0.29-2,42 mmeol/L)

1 Sequence the LIMA7T-K308fs and L25I variants

+MK306fs (D)

+[L251 (D)

+IK306fs (1) — Refused to participate in the study
+IL25! {2) — Family 3, Family4

510 individuals with normal LDL-C <

509 individuals with low LDL-C <

4586 individuals in the Dallas Heart Study (Average LDL-G: 2.74 mmol/L) and

4838 individuals in the Biobank (Average LDL-C: 2.61 mmol/L)

l Search for the LIMA 1-K306fs and L25| variants
in the Dallas Heart Study and in the Biobank

+[K306fs (D)
+[L26I (1) —= LDL-C: 1.76 mmol/L
+/K306fs (0)
+(L25] {1} —= LDL-C: 1.99 mmal/L

4586 individuals in the Dallas Heart Study <
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