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Complete Nucleotide Sequence of KCNE1 in Korean Genome
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We have cloned the gene for long QT syndrome in Korean genome and determined its detailed nucleotide sequence.
Blood DNAs were isolated from 68 healthy individuals (including males and females) and the genomic DNAs were
amplified by PCR method followed by automatic DNA sequencing. Entire sequence of the coding region for KCNE1
was located in exon 3. PCR products were reexamined for the confirmation of KCNE1-specific amplification by nested
PCR. KCNE1 mRNA was 436 bp. This corresponded to 129 amino acids. There was no recognizable difference between
males and females. This study should contribute to the better understanding of long QT syndrome in Korean population.
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=eg £ Ag Aol tF AhEe NLE £E g A
o]7] wWEolch & AFNME Type VO] HA4 KONEI &
F=9] AgelA edatA vestan dridE 2T
Azg Bastunat gt

. Relative
Primer Sequence Position
IF CTGCAGCAGTGGAACCTTAA (20mer) 1~20

IR TTTAGCCAGTGGTGGGGT (18 mer) 419~436

2F TCAGCAGGGTGGCAACATG
2R AGATGGTTTTCAACGACA

(19mer) 91~109
(19 mer) 348~366

Fig. 1. Primers to be used for the amplification of KCNELI.
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2 A3 E2)3FAck PCR kit?} DNA cleaning kits QAAIAL
o912 (Korea), Takara (Japan) 5225} FU3I3 3L pGemT-
easy vector:> Promega (USA)IA] T3ttt PCR primere
(F)uko] 1o} (Koreayell 2|5t A 25H3 3 DNAY] H7)
AL (Frta A Korea)oll 23kl AR5 Aol
AT BE 27| FE 121CoA 30870 13F712F 6
o] A2319]2, microcentrifuge tube®}t V38 tip, petridish &
< U3 LES AT
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CTGCAGCAGTGGAACCTTAA CCCAGGATCCTGTCT-4O
1 F M I L s - 4
AACACCACAGCGGTGACGCC TTCTGACCAAGCTGTGGC- 8
N T T A v T P L T K L w Q- 18
AGGAGACAGTTCAGCAGGGT CAACATGTCGGGCCTGGC-120
2 F
E T v Q Q G N M S G L A -3l
CCGCAGGTCCCCCCGCAGCG GACGGCAAGCTGGAGGCC-160
R R S P R s G D G K L E A - 44
TCTACGTCCTCATGGTACT GATTCTTCGGCTTCTTC A-200
L Y \% L M \% L F F G F F T- 58
CCTGGGCATCATGCTGAGC CATCCGCTCCAAGAAGCT-240
L G I M L s I R S K K L -7l
GGAGCACTCGAACGACCCA AACGTCTACATCGAGTC C-280
E H S N D 3 F N \ Y I E S - 84
GATGCCTGGCAAGAGAAGG AGGCCTATGTCCAGGCCC-320
D A w Q E K D A Y \% Q A R- 98
GGGTCCTGGAGAGCTACAGG GTGCTATGTCGTTGAAAA-360
2 R

Y L E s Y R c Y \% \% E N -111
CCATCTGGCCATAGAACAAC AACACACACCTTCCTGAG-400
H L A I E Q P N T H L P E - 124
ACGAAGCCTTCCCCA|TGAIAC CACCACTGGCTAA - 436
T K P s P 1 R <129

Fig. 2. Nucleotide Sequence and the corresponding amino acid sequence of KCNE1. Relative positions of primers are underlined.

Initiation codon (ATG) and termination codon (TGA) are boxed.
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mer 2FS} 2RS A WA primer 402 FEH PCR AHES
nested PCR3}] KCNE1©] Ho]H 02 FEHJE=A] o7&
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