Supplementary Figure 2
Putative cDNA sequence of KLC1-ALK

Size

: 2952

Translation Position: 1 - 2952;
Polymorphism: position 830, rsl1670283
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10 20 30 40 50 60
ATGTATGACAACATGTCCACAATGGTGTACATAAAGGAAGACAAGTTGGAGAAGCTTACA
MY DNMSTMVY I KEDIKILEIKTLT

70 80 90 100 110 120
CAGGATGAAATTATTTCTAAGACAAAGCAAGTAATTCAGGGGCTGGAAGCTTTGAAGAAT
Q bE 1 I §$S K TKQV 1 QGLEA AL KN
130 140 150 160 170 180
GAGCACAATTCCATTTTACAAAGTTTGCTGGAGACACTGAAGTGTTTGAAGAAAGATGAT
EHNSIT L Q SL L ETULI KT CULIKKDTD
190 200 210 220 230 240
GAAAGTAATTTGGTGGAGGAGAAATCAAACATGATCCGGAAGTCACTGGAGATGTTGGAG

E S NL V EEI K SNMMIRIK S L EMTL E
250 260 270 280 290 300

CTCGGCCTGAGTGAGGCACAGGTTATGATGGCTTTGTCAAATCACCTGAATGCTGTGGAG
L 6L SEAQVMMALSNUHILNAVE

310 320 330 340 350 360
TCCGAGAAGCAGAAACTGCGTGCGCAGGTTCGTCGTCTGTGCCAGGAGAATCAGTGGCTA
S E K QKL RAQVU RRLTGCOQENZ QWL

370 380 390 400 410 420
CGGGATGAACTGGCCAACACGCAGCAGAAACTGCAGAAGAGTGAGCAGTCTGTGGCTCAA
R DELANTU QO QI KTLTG QI KT STETZ QSVADQ

430 440 450 460 470 480
CTGGAGGAGGAGAAGAAGCATCTGGAGTTTATGAATCAGCTAAAAAAATATGATGACGAC
L E EEKKHLEFWMNUOQLIKK Y DDD

490 500 510 520 530 540
ATTTCCCCATCCGAGGACAAAGACACTGATTCTACCAAAGAGCCTCTGGATGACCTTTTC
I S P S EDIKODTD ST KEWPLDTUDTL F

550 560 570 580 590 600
CCCAATGATGAAGACGACCCAGGGCAAGGAATCCAGCAGCAGCACAGCAGTGCAGCCGCG
P NDTETDTUDTPG GO QG GTIOQQQHTSSAAA

610 620 630 640 650 660
GCTGCCCAGCAGGGCGGCTACGAGATCCCCGCGCGGCTGCGGACGCTCCACAACCTGGTG
AAAQ Q GGY E I PARULIRTILHNILYV

670 680 690 700 710 720
ATCCAGTACGCCTCGCAGGGGCGCTACGAGGTAGCTGTGCCCCTCTGCAAGCAGGCCCTG
Il Q Y ASQGRY EV AV PLCIKIQATL

730 740 750 760 770 780
GAGGACCTGGAGAAGACTTCAGGACACGACCACCCGGACGTGGCCACCATGCTCAACATC
E DLEIKTSGHUDMHUPDVATMTIL NI

790 800 810 820 830 840
CTGGCCTTGGTGTACAGGGATCAGAATAAATACAAAGATGCAGCTAACCTACTGAATGAT
L ALVYRDI QNI KYKIDAANILTILNID
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850 860 870 880 890 900
GCCTTGGCTATTCGTGAGAAAACTTTGGGCAAAGATCATCCTGCGGTGGCGGCGACTTTG
AL Al R EKTWLG G KDHPAVAATL

910 920 930 940 950 960
AATAACCTTGCAGTCCTTTATGGTAAAAGAGGGAAGTACAAAGAAGCAGAGCCGTTGTGT
NNL AV LY G KRG KYKEATEUPTLTC

970 980 990 1000 1010 1020
AAAAGAGCTCTGGAAATCCGAGAAAAGGTTTTGGGGAAGGATCACCCCGATGTTGCCAAG
K R AL E 1 REKV L G KDHUPDV A K

1030 1040 1050 1060 1070 1080
CAGTTAAATAACTTGGCCTTACTGTGCCAGAACCAGGGCAAGTATGAAGAAGTAGAATAT
Q LNNULALWLTCOQNO QOQSG I KYEEVEY

1090 1100 1110 1120 1130 1140
TATTATCAAAGAGCCCTCGAGATCTACCAGACAAAACTGGGACCTGATGACCCCAACGTG
Y Y QR AL EITYQTIKULGPDDP NV

1150 1160 1170 1180 1190 1200

GCTAAGACGAAAAATAACCTGGCATCCTGCTATTTGAAACAAGGAAAGTTCAAGCAAGCA
AAK T KNNILASTCY L KQG K F K Q A

1210 1220 1230 1240 1250 1260
GAAACACTGTACAAAGAGATTCTCACTCGTGCACATGAAAGGGAGTTTGGTTCTGTAGAT
E T LY KE1T L TRAHTERETFG S V D

1270 1280 1290 1300 1310 1320
GTGTACCGCCGGAAGCACCAGGAGCTGCAAGCCATGCAGATGGAGCTGCAGAGCCCTGAG
VYRR RIKUHO QETLG OQAMOQOMETLTG QS SPE

1330 1340 1350 1360 1370 1380
TACAAGCTGAGCAAGCTCCGCACCTCGACCATCATGACCGACTACAACCCCAACTACTGC
Y K L §$ K L RTSTI1 MTDYNUZPNYTC

1390 1400 1410 1420 1430 1440
TTTGCTGGCAAGACCTCCTCCATCAGTGACCTGAAGGAGGTGCCGCGGAAAAACATCACC
FAGKTS S 1 SDULKEV PRI KNIT

1450 1460 1470 1480 1490 1500
CTCATTCGGGGTCTGGGCCATGGCGCCTTTGGGGAGGTGTATGAAGGCCAGGTGTCCGGA
L 1 R GL GHGAFGEVYEGA QV S G

1510 1520 1530 1540 1550 1560

ATGCCCAACGACCCAAGCCCCCTGCAAGTGGCTGTGAAGACGCTGCCTGAAGTGTGCTCT
M P NDUPSPL QV AV KTULUPEV C S

1570 1580 1590 1600 1610 1620
GAACAGGACGAACTGGATTTCCTCATGGAAGCCCTGATCATCAGCAAATTCAACCACCAG
E Q DELDZ FULMEATLTI 1T S KFNWHDQ

1630 1640 1650 1660 1670 1680
AACATTGTTCGCTGCATTGGGGTGAGCCTGCAATCCCTGCCCCGGTTCATCCTGCTGGAG
N1 VRCI GV S L QS L P RF 1 L L E

1690 1700 1710 1720 1730 1740

CTCATGGCGGGGGGAGACCTCAAGTCCTTCCTCCGAGAGACCCGCCCTCGCCCGAGCCAG
L M AGGDLIKSFLRETRPRP S Q

1750 1760 1770 1780 1790 1800
CCCTCCTCCCTGGCCATGCTGGACCTTCTGCACGTGGCTCGGGACATTGCCTGTGGCTGT
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PSSLAMLUDTULLMHYV ARDI ATCGSTC

1810 1820 1830 1840 1850 1860
CAGTATTTGGAGGAAAACCACTTCATCCACCGAGACATTGCTGCCAGAAACTGCCTCTTG
Q Yy L E ENHEFI1T HIRDTIAARNTCILL

1870 1880 1890 1900 1910 1920
ACCTGTCCAGGCCCTGGAAGAGTGGCCAAGATTGGAGACTTCGGGATGGCCCGAGACATC
T ¢CP GPGRV AK 1T GDFGMARDI

1930 1940 1950 1960 1970 1980
TACAGGGCGAGCTACTATAGAAAGGGAGGCTGTGCCATGCTGCCAGTTAAGTGGATGCCC
Y R ASYYRKS GGT CAMLUPVKWMTP

1990 2000 2010 2020 2030 2040
CCAGAGGCCTTCATGGAAGGAATATTCACTTCTAAAACAGACACATGGTCCTTTGGAGTG
P EAFMETGI FTSKTDTWSF GV

2050 2060 2070 2080 2090 2100
CTGCTATGGGAAATCTTTTCTCTTGGATATATGCCATACCCCAGCAAAAGCAACCAGGAA
L Lw©EgEI 1&$FSLGYMPYPS K SN Q E

2110 2120 2130 2140 2150 2160

GTTCTGGAGTTTGTCACCAGTGGAGGCCGGATGGACCCACCCAAGAACTGCCCTGGGCCT
v L EFV TS G GRMDUPPKNZCPGP

2170 2180 2190 2200 2210 2220
GTATACCGGATAATGACTCAGTGCTGGCAACATCAGCCTGAAGACAGGCCCAACTTTGCC
VYRTIMTOQCWGOQHTOQPTETDT RTPNTFA
2230 2240 2250 2260 2270 2280
ATCATTTTGGAGAGGATTGAATACTGCACCCAGGACCCGGATGTAATCAACACCGCTTTG
1 1 L ER I EYCTOQDT PUDVINTAL
2290 2300 2310 2320 2330 2340
CCGATAGAATATGGTCCACTTGTGGAAGAGGAAGAGAAAGTGCCTGTGAGGCCCAAGGAC

PI1 EY GPLVETETETETZKVFPVRZPIKTSD
2350 2360 2370 2380 2390 2400

CCTGAGGGGGTTCCTCCTCTCCTGGTCTCTCAACAGGCAAAACGGGAGGAGGAGCGCAGC
P E GV PPLLV S QQ AIKIREEE R S

2410 2420 2430 2440 2450 2460
CCAGCTGCCCCACCACCTCTGCCTACCACCTCCTCTGGCAAGGCTGCAAAGAAACCCACA
P AAAPPPLPTTSSGKAAIKIKPT

2470 2480 2490 2500 2510 2520
GCTGCAGAGGTCTCTGTTCGAGTCCCTAGAGGGCCGGCCGTGGAAGGGGGACACGTGAAT
AAAEV SVRVPRGWPAVEG GG GH VN

2530 2540 2550 2560 2570 2580
ATGGCATTCTCTCAGTCCAACCCTCCTTCGGAGTTGCACAAGGTCCACGGATCCAGAAAC
M A F S QS NWPWPSELUHIKVHGS RN

2590 2600 2610 2620 2630 2640
AAGCCCACCAGCTTGTGGAACCCAACGTACGGCTCCTGGTTTACAGAGAAACCCACCAAA
K p T S L WNWPTYG S WFTEK P T K

2650 2660 2670 2680 2690 2700
AAGAATAATCCTATAGCAAAGAAGGAGCCACACGACAGGGGTAACCTGGGGCTGGAGGGA
K NN P I A K KEWPHDIRGNILGL E G
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AGCTGTACTGTCCCACCTAACGTTGCAACTGGGAGACTTCCGGGGGCCTCACTGCTCCTA
s ¢T1TVvVPPNVATS GRLUPSGASLTLL

2770 2780 2790 2800 2810 2820
GAGCCCTCTTCGCTGACTGCCAATATGAAGGAGGTACCTCTGTTCAGGCTACGTCACTTC
E PSS LTANMKEVPLFRLRHF

2830 2840 2850 2860 2870 2880
CCTTGTGGGAATGTCAATTACGGCTACCAGCAACAGGGCTTGCCCTTAGAAGCCGCTACT
PCGNVNYGYQQOQGLUPLTEAAT

2890 2900 2910 2920 2930 2940
GCCCCTGGAGCTGGTCATTACGAGGATACCATTCTGAAAAGCAAGAATAGCATGAACCAG
AP G A GHY EDTTI1 L K S KNSMNDQ
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