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Isolation of a gene and determination of its expression pattern are essential in understanding its function. Among the
genes localized in 12q13, stSG3435 EST was chosen to study its expression pattern. The full-length cDNA was cloned
by screening of human brain cDNA library and its sequence was determined by serial deletion followed by automated
sequencing of the clones with overlapping fragments. The sequence analysis revealed that stSG 3435 cDNA displayed
100% identity to human MYG1 and 86% identity to mouse melanocyte proliferation gene-1 (Gamm 1) originally
identified from melanocyte, suggesting that MYG1 determined by Northern blot analysis revealed the strongest
expression in testes with ubiquitous expression in all the tissues tested. In order to investigate the cellular localization
of its protein product, the green fluorescence protein gene was fused into the full-length coding sequence of MYG1.
Transfection of the fusion construct followed by confocal microscopy resulted in the green fluorescence signal as a
punctate state in cytoplasm indication that MYG1 was localized in one of the cellular organelles.
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Hum : 1 MGHRFLRGGLLTLLLPPPPLYTRHRMLGPESVPPPKRSRSKLMAPPRIGTHNGTFHCDEAL 60

MG RFLRG L L

+HRMLG E

PP KR R+ LMAPPRIGTHNGTFHCDEAL

Mou : 1 MGRRFLRGILTLPLRSVLQ-AQHRMLGSEQDPPAKRPRNNLMAPPRIGTHNGTFHCDEAL 59

Hum : 61 ACALLRLLPEYRDAEIVRTRDPEKLASCDIVVDVGGEYDPRRHRYDHHQRSFTETMSSLS 120
ACALLRLLPEY +AEIVRTRDPEKLASCDIVVDVGGEY+P+ HRYDHHQR+FTETMSSL

Mou : 60 ACALLRLLPEYANAEIVRTRDPEKLASCDIVVDVGGEYNPQSHRYDHHQRTFTETMSSLC 119

Hum : 121PGKPWQTKLSSAGLIYLHFGHKLLAQLLGTSEEDSMVGTLYDKMYENFVEEVDAVDNGIS 180
PGKPWQTKLSSAGL+YLHFG KLLAQLLGTSEEDS+V T+YDKMYENFVEEVDAVDNGIS
Mou : 120 PGKPWQTKLSSAGLVYLHFGRKLLAQLLGTSEEDSVVDTIYDKMYENFVEEVDAVDNGIS 179

Hum @ 181QWAEGEPRYALTTTLSARVARLNPTWNHPDQDTEAGFKRAMDLVQEEFLQRLDFYQHSWL 240
QWAEGEPRYA+TTTLSARVARLNPTWN P+QDTEAGF+RAMDLVQEEFLQRL+FYQHSWL
Mou : 180QWAEGEPRYAMTTTLSARVARLNPTWNQPNQDTEAGFRRAMDLVQEEFLQRLNFYQHSWL 239

Hum : 241PARALVEEALAQRFQVDPSGEIVELAKGACPWKEHLYHLESGLSPPVAIFFVIYTDQAGQ 300
PARALVEEALAQRF+VD SGEIVELAKG CPWKEHLYHLES LSP VAI FVIYTDQAGQ

Mou : 240 PARALVEEALAQRFKVDSSGEIVELAKGGCPWKEHLYHLESELSPKVAITFVIY TDQAGQ 299

Hum : 301WRIQCVPKEPHSFQSRLPLPEPWRGLRDEALDQVSGIPGCIFVHASGFIGGHRTREGALS 360
WR+QCVPKEPHSFQSRLPLPEPWRGLRD+ALDQVSGIPGCIFVHASGFIGGH TREGAL+
Mou @ 300 WRVQCVPKEPHSFQSRLPLPEPWRGLRDKALDQVSGIPGCIFVHASGFIGGHHTREGALN 339

Hum : 361MARATLAQRSYLPQIS 376
MARATLAQR
Mou : 3600MARATLAQR 368

Figure 1. Sequence comparison of human MYG1 and mouse Gamm!. Identical amino acids between 2 sequences were noted in the middle.
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Figure 2. Expression of MYGI in various human tissues by Northern blot analysis. To determine the tissue distribution of human MYG1 mRNA, multiple
tissue expression array blot were probed with 1.3 kb cDNA fragment. 1 : heart; 2 : whole brain; 3 : placenta; 4 : lung; 5 : liver; 6 : skeletal muscle; 7
: kidney; 8 : pancreas; 9 : spleen; 10 : thymus; 11 : prostate; 12 : testis; 13 : ovary; 14 : small intestine; 15 : colon (no mucosa); 16 : peripheral blood leukocyte.
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Figure 3. Expression of partial MGY! in E. coli. A. map of expression construct. T1 promoter controled the expression of N-terminus 243 A.A. of
MYG1 antigen. B. Proteins from bacterial lysates stained with coomassie brilliant blue. C. Western blot analysis anti-His antibody. D. Western blot
analysis against anti-MYG1 antibody. Lanes indicate as follows, M : Marker; 1 : lysates before IPTG induction; 2 : after IPTG induction; 3, 4 : eluates.
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Figure 4. Cellular localization of MYGL protein. A. map of pGF-MYG1. MYGI full-length ¢cDNA was fused with N-terminus of GFP gene. B. The
fusion gene expressed after transfection in 293 cell line and LeHa cell line. The fluorescence was observed by confocal microscope. The symbols indicates
as follows. a : DAPI in 293 cell; b : pGF-MYGI in 293 cell; ¢ : overlay of a and b; d : 50 nM LysoTracker in HeLa cell; e : pGF-MYGI in Hela

cell; £ : overlay of d and e.
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bp : base pair
SDS : sodium dodecyl sulfate
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