Supplementary table S1
The values of serum lipids in each genotype in male (C3H-S x C3H-C)F2 mice.

Marker Trait (C3H-S x C3H-C)F2
(position) (mg/dL)  C3H-C/C3H-C C3H-C/C3H-S C3H-S/C3H-S
n=14 n=18 n=9
TG 163 £ 96 136 £ 63 191+ 93
(Szl‘gl.’ﬂziﬁl) TC 80 + 27 81 20 74 + 24
HDL-C 70 £ 16 69+ 12 69+ 15
PL 248 + 60 265 + 36 262 + 30
n=13 n=20 n=2_8
TG 122£62°  142+65¢ 253:89°
(571‘;1"4—27 1%11% TC 85 +23 80 + 19 65+ 29
HDL-C 7112 T1L12 63+ 19
PL 263 + 56 265 + 35 236 + 44
n=13 n=20 n=7
TG 103+£38°  160£65°  250+113°
(811\157618112\)[%2; TC 89+ 19° 82 4220 534 16°
HDL-C 72 £ 10 71413 61 +20
PL 272 + 56 261 +33 228 + 41
n=12 n=21 n=2_§
TG 111£36° 13049+ 299 £43°
(31125738613\;[%’; TC 94 + 15° 84+ 18° 44430
HDL-C 74+ 10° 74120 52460
PL 267+56°  275+21° 204 427"
n=11 n=22 n=2_§
TG 107 £34°  131+£49° 299 £ 43 °
?%1;75126%% TC 93 + 15° 85+ 18¢ 44430
HDL-C 73 £ 100 74+ 12° 52460
PL 266+£59°  275+20° 204 +£27°

Mean = SD. Underline indicates the maximum values of each trait at the respective marker.

(C3H-S x C3H-C)F2 mice (n=41). *®» Means without common letters are significantly different by

Tukey’s (parametric) or Dunn’s (non-parametric) multiple comparison test (P<0.05).



Supplementary table S2
The coefficient of determinations between the chromosomal markers and serum lipids
concentrations in the (C3H-S x C3H-C)F2 mice.

Marker (position) Trait deg;;figg{;g; (&f{z) P-value
TG 0.069 2.56e-1

SNP 2871  TC 0.012 7.99¢-1
(2871Mb)  HDL-C 0.001 9.75¢-1
PL 0.029 5.66e-1

TG 0.342 4.00e-4

SNP 79.42 TC 0.092 1.61E-1
(7942Mb)  HDL-C 0.062 3.00E-1
PL 0.064 2.85E-1

TG 0.358 2.16e-4

SNP 112.68 TC 0.284 1.76¢-3
(112.68 Mb)  HDL-C 0.080 2.07e-1
PL 0.117 9.45¢-2

TG 0.727 1.96e-11

SNP 163.08  TC 0.592 4.01¢-8
(163.08 Mb)  HDL-C 0.423 2.90e-5
PL 0.380 1.13¢-4

TG 0.733 1.28e-11

SNP 168.52 TC 0.578 7.28e-8
(16852Mb)  HDL-C 0.423 2.89¢-5
PL 0.381 1.09¢-4

Underline indicates the strongest correlation of each trait. (C3H-S x C3H-C)F2 mice (n=41).



Supplementary table S3
The microsatellite markers used for genotyping of High-TG group and Low-TG group in F2

male mice.
Position Physical
Primers Forward and Reverse primer (5—3’) 2 position
(cM)a (bp)e
D iaieiTs F:  AATCCTTCAATTATCTCCAATAGGC g 41503391
R: TTAAGTAGCAGGGTTCTGTTAGGG 41503736
S F° GCCAGACAGGGCTACATTGT o7 156774467
R: AGACTGAACTCTGGCCTCCA T 156774646
- F: GTGTCTGCCTTTGCACCTTT o5 189571254
R: CTGCTGTCTTTCCATCCACA 189571420
. T ACTGGGGAGACTAAATGGGG 57081653-
D2Mit156 R: ACTCTTCCATGCAACCGATT SLT 57081799
Donices F: GGATACCGTTTGGAAAGTAAACC o5  118112449-
R: GCAAGAAGCACAGGAGGC 118112609
DoMita26 F: TTTTTGCAACTTTGTTAAGAATTCC o1y 163194446-
R AAAACACCCTCCCACCCTT 163194546
) F- CTCCCTCCCTTCCTCCTTC 44707730
D3Mit333 R: ACAAAAGCAGAAGACTGATCCC 203 44707852
DML F: CCAACCACAGTAACACATGT 15 100556675
R TGGAGACCAATGCGAACAAC 100556821
. F: TCACTGCCCATCTTTGTAACC 154541602-
D3Mit116 R: CCCAGAGACCCGGAATAGAA 92 54541860
. F- TCTTAGCATGCTTACCGCCT 39111944
D4Mit236 R: GGCCCGTAGGATGACTGTC 200 39119145
DML F: AGGAATACTGAATGTGGACTTTCC 1ng 91556462
R: TCCCTTGATTAACAGAAGACCTG 91556746
. F: CTGCTGCAGCGATTCTCTC 133427367
D4Mit204 R: TCAGGCACCTAAGTACATGTGC 663 133497471
Dentiats F- TCCAGTTCTCATAGATGTCTAAGCC L, 24969162
R CTTCTGTGTATCTACACCACTGGG 24969301
. F: GTGCAGGCCTGAATTGAAAT 55230992
D5Mit254 R\ CAAAGTGCCTGTGCATGTG 306 55931125
Denitzss F: ATTGCAGACATAAAGGATATTTTGG 0y  107413140-
R: GCCAGCCTGGCTTACATAAG 107413285
A F:  GGCACATTTGCCTTTGTTIT o 15ladzia
R: TCTCCTATCTCTCCACCTTTTCC : 15144496
oM F: AATGCTTTATATGCAAACTACTCTCTC .~ 55199866-
R: GAATATAGCAAGACAAGGGAGACA 55199990
. F: AGTGTCCCTAGGGGGTGG 125356646-
D6Mit254 R\ GGGGCCTTAGAGGTAGCAAC 593 195356785
) F GGTTCTCTTTCCTTGTTTGCC 15686980-
D7Mit229 R: TACTGGTTACATCTGGTGGGTG 294 45687102
. F: TCATCCTAGGATTCTCTGCACA 96901062
D7Mit351 R: CTTTGTGAGGTGTTCTCTCCG 529 " 96901168
— F: TTCACTCCCAGCCAGTCTCT o1 119885096-
R\ TAACCAGGAAACACACGAACC 119886157
I F AAGACAGCACACTTTTAGTTAGIGIG . 39405411
R AGGCTAGTGATGGTGGACTCA 39405520
DeMita4 F: AAACTCACACACACAGAGACAACA sag 80939547
R: GCCCCAGTGTGACTAAGGAG 80939696
DeMites F: ATTATCCCAAGGTGGCCTTC s 126552317
R\ AGGGAACTCACGTTCACACC S 196552465
oM T ATTGCATAACACCCCCACAT os 49508998
R: CAGTGCTTAACTGCTCAAATGC 8 49500211
DOMIEL0 F: TAACCAACCCTTCAAGGCAC i 89977005
R AATCCTTGGCTGAAGGGAAT 89977152
DoMicLs F: TCACTGTAGCCCAGAGCAGT s 120289445
R CCTGTTGTCAACACCTGATG 120289624




Supplementary table S3  (Continued)
OMit100 F: GATTGTTTGTAAAGACATGATCACG ous 46844307
i R: AGATGTGGAATAGGAAGTATGATCG : 46844387
D1OMitL F: ATGTCCAAAACACCAGCCAG g 99473356
i R: GGAAGTGATGGAGCTCTGTT : 99473795
. F: TGTTTGCTTGGTTTTGTTTTG 25956097
D11Mit229 R: ATCCCGGTTTTACATCAGACA 15.6 95956218
. F:  GCATTTACTTGATTGATTGTTTGC 54203495
D11Mit140 R: ACCCAATGCCTGCCTCTAC 321 54903622
. F:  CCACTTAGTATATCTTGTCC 98683655
D11Mif14 R: GCATGACTTGGCCTATCACC 624 98683810
) T ATAAGTTAGGGGAAATCACTGGG 27570643
D12Mit84 R: GGTGTGGCTTTCCCAAACTA 1.0 57570810
. F:  CCATCTTCTGGCATTTTGCT 76984294
D12Mit52 R: AGACAGGAGGGTCCCAAAGT 341 76984429
D 1oMic15 F:  CCATATACATTTCTAACACCCTTGC 106972772
i R AGAACTTACTTCTAGTGGAGACAATGC T 106972901
ROPRV F- TCAGGCTCATCCCAGATACC . 20431342
i R TTTTGCAGAGAACACACACC : 20431502
. F©  CTGTGGTAAGTCCAGATTTG 56481436
D13Mit13 R: GGAAAGAGTAGGAAGATGCC 30.1 56481584
. F: TGCTTGTGCTCATGCATACA 108828769-
D13Mit148 R: AAAGGAAGGTGGCAAGTAATAGG 597 108828903
. F- AGGCTGCCCATAAAAGGG 17097793
D14Mit60 R: GTTTGTGCTAATGTTCTCATCTGG 246 47097924
. F: GTTGAGGTCCCACTGCAAAT 87626332
D14Mit125 R: TTGAAGGAGATATATCACTCTGTGTG 42 87626490
. F: ATGCACAGGATTGATCTGCA 121032245-
D14Mit266 R: AGCATGACCTAAATAATGAGACCC 649 191032392
D iaaicia0 F: CATATTTTGCAATTTTTAGTAATAGGC  __ 20807266-
i R: CAACACAGAAATAAAAGTGAGAGAGG : 20807449
D1AMite F:  ACCAATGATCGTTGATGCCT Lo 65245184
i R TAATTTCACACTAGCAAAACCAAA 65245328
. F© TCTGTTTTGTTTGTTCGTTTGC 97011059-
D15Mit161 R: TAAAATCTCCCTGTATACAAGTCTGTG 228 97011157
D erig F: GAACTCAGTAAGCTCTCTATGCCC o 89118021
1 R: GGAGGACTAGCAGGCTAGAGC : 39118212
. F: AGAGACCTCTGGGGTGGG 85803834
D16Mit152 R: TTCAAGATAGACTATTCTGGAAAAAGC %82 85803938
) F' TCGAGCTGGTTGAACGAAC 29492190
D17Mit23 R: CGGGAAAGCATGGAATTTAA 15.4 99499393
. F: CACAAGGAGGGAGCCTGTAG 93199619
D17Mit123 R: CACCGTAAGAGTCTAATAATAAGGGG %7 93199751
RPN F- CAGACTTCATAGCAACACCCTG os 33006651
i R TAACATGAAAACAGAAACAGCCA : 35006806
D1sMit18e F: CACACATGTGTAGGTAGGTAGGTAGG . - 66819243
i R: CGCACAAGGACTACTGAAACA : 66819414
. F: ACTGTTGCTGGGGAATGG 84126264-
D18Mit4 R: CCAAGTTCAAAGCTGCTGG 575 84196470
R F: CTGAATGTGTATGTGTGCAAGTATG gy 9933199
i R: ATTATGAATTCAAGACTAGCCTAGGA : 9933333
. F© TCAAAGTCAAGGTGGGCAG 12394609
D19Mit11 R: ACTTTCCAGATGTTGGGCAC 363 49394755
) Fr GAGATAAACCTGACTAACCCTTTCC 51683498
DXMit166 R: GGATTTTCCCAAAAAAGAAACC 283 51683611
XM F: AGTCTGCCTTCTCTTTCTGTATCC rng  130863870-
i R: TGAAACTATTCCAACATTATTCTTGG 2 130864007

2 Primer sequence’ ¢cM and physical position were obtained from the Mouse Genome Informatics
(http://www.informatics.jax.org/).



Supplementary table S4
The primers and restriction enzymes used for genotyping of (C3H-SxB6)F2 male mice on
chromosome 2.

Primers Forward and Reverse primer (5'—3") P (OCS;;;“ poz’i};i}:) Snic(*lljlp)a R:irylrc;‘e(;n
ovtimre  F AGGAAGCACCAAGTCTGCAT s LIBA42,067 ]
R: CACTAAACCCTACATGGTACAGTCC 118,442,203
s NOOCOCAOGATS o, i
1527294950 1 ggﬁgg{fggggg%gﬁig 147,068,748 Accl
1529500584 1 EE%IA}TT%(S%((}}%E&%%%% 153,628,450 Sall
127325969 TC[;%?SCAETTSCTTTSSTT%TT%%AA 155,212,992 Psil
e § TGO oo Tomee
513459398 fgfg%fgggg%?gﬁgﬁ 164,852,656  HpyCH4IV
127205206 1 QAR OTTACCUAAAC AL 166,077,467  Accl
sSI710768 1 e AT 173,527,895 Sacl
27693033 A0 A L A 181,206,785  EcoRV

® Primer sequence’ ¢cM and physical position were obtained from the Mouse Genome Informatics
(http://www.informatics.jax.org/).
b Restriction enzyme was used for the determination of the SNPs.



Supplementary table S5
Primers used for genotyping of male (C3H-SxXC3H-C) F2 mice.

marker Forward and Reverse primer (5°—3”) bp R;Ei;;izn
3871M R CIGGOGACATTICCCAGEAT w A
MR CAANTCTICCACTGGCCCCT P04 N
268Mb R ICCICIGITAGETIGGCAGE e
G08MY R GOTICIGICAGGTGAGGCG 608954 A
_162.1;]5 Mb ;:: iiﬁgi;}ggg;ggggiiiigTCAG 164,123,955 Sphl
@S R GCrATCATGGAMCCCGreG SIS0 Hnciay




Supplementary table S6
The primers for SYBR real-time PCR.

Primers Forward and Reverse primer (5°—3") Accession No. position
. F AGATGACCCAGATCATGTTTGAGA
B-actin R CACAGCCTGGATGGCTACGT NM _007393.3 462-526
F: CCGAGTGACCTGGACATGCT
PP R CTCGGACTCAGGAGAACAATGC  NM_0011125.2  1022-1086




Supplementary Figure Legends

Supplementary Fig. S1

Genotyping using pooled genomic DNA of F2 mice at D2Mit62 and D2Mit226.
(A) To detect the chromosome region associated with serum TG concentration, PCR
were performed by using pooled DNA of high-TG group (top 15 mice of serum TG
concentration) or low-TG group (bottom 15 mice of serum TG concentration) in F2
mice. By using microsatellite markers, the apparent differences in PCR product size of
electrophoresis between high-TG group and low-TG group were detected at D2Mit226
on chromosome 2. The lanes of B6, F1 and C3H-S show control genomic DNA. At
D2Mit226, the lanes of high-TG show that most of top 15 mice have C3H-S allele. In
contrast, the lanes of low-TG show that most of bottom 15 mice have B6 allele. (B)

Original gel in Fig. S1A.

Supplementary Fig. S2

The correlation of serum lipids concentrations in (C3H-S x C3H-C)F2 mice.

(A) TG vs. TC, (B) TG vs. HDL-C, (C) TG vs. PL, (D) TC vs. HDL-C, (E) TC vs. PL,
(F) HDL-C vs. PL. (C3H-S x C3H-C)F2 mice (n=41). Spearman's correlations was

performed for each pair of the serum lipids. NS, not significant.

Supplementary Fig. S3

The regression of PLTP mRNA levels for serum lipids in (C3H-S x C3H-C)F2
mice.

(A-D) Sigle linear regression of Epi-fat PLTP mRNA levels for serum lipids in (C3H-S
x C3H-C)F2 mice (n=41). The mRNA levels of C3H-C/C3H-C genotype at
SNP_161.12 Mb was set to 1. NS, not significant.

Supplementary Fig. S4

The sequences of Pltp transcripts (S1 and S2 in Fig.6E) and predicted amino acid.
(A) S1, (B) S2. Exon 12 was shown in green marker and intron 12 was shown in gray
letters. Target site duplication (TSD) was shown as yellow line. LTR (383) are shown in
red letters (S1; 323 bp, S2; 81 bp) and the gag-pol protein is shown in blue.

Supplementary Fig. S5
The original agarose gels electrophoresis of Fig. 6.
(A) Original gel of Fig. 6A. (B) Original gel of Fig. 6D.



Supplementary Fig. S1

(A) D2Mit62 D2Mit226

(B)
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Supplementary Fig. S3
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Supplementary Fig. S5

(A) Original gel in Fig. 6A (B) Original gel in Fig. 6D
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