Supplemental Table S1 Association of SHTG and dose of the study SNPs

SNP Gene Nucleotide TG-raising OR 95%CI P value
variation allele
rs1367117 APOB c.293C>T T 1-132 0-474-2-704 0-779
rs1042031 APOB c.12541G>A A 0-533 0-186-1-533 0-243
rs13306194 APOB c.1594C>T T 0-502 0-220-1-146 0-102
rs1042034 APOB c.13013G>A A 1-411 0-843-2-360 0-190
rs7205804 CETP - A 0-790 0-484-1-289 0-346
rs5104 APOA4 c.440A>G G 2-252 1-346-3-767 0-002
rs651821 APOAS c.-3G>A A 5-612 3-049-10-179 <0-001
152075291 APOAS c.553G>T T 5-866 2-045-16-825 0-001
rs3135507 APOAS c.457G>A A 2-293 1-164-4-516 0-016
rs5128 APOC3 c.*40G>C C 2-173 1-270-3-718 0-005
rs4225 APOC3 c.*71G>T T 3-200 1-574-6-505 0-001
rs4984948 LMF1 c.1685C>G G 1-961 0-799-3-332 0-198
rs8179206 GCKR c.230A>G G 1-037 0-291-3-689 0-935
rs1260326 GCKR c.1337C>T T 1-676 1-031-2-723 0-037
rs7412 APOE c.526C>T T 3-398 1-285-8-987 0-014
rs440446 APOE c.42C>G G 2-117 1-300-3-448 0-003
rs327 LPL ¢.1323-90T>G G 0-634 0-322-1-247 0-186
rs328 LPL c.1421C>G G 0-536 0-137-2-095 0-370
rs11538389 GPHIBP1 c.41G>T T 1-332 0-794-2-236 0-278




Supplemental Table S2 Summary of pathogenic/likely pathogenic mutations in 58 patients

Subjects Gene_Symbol Nucleotide_Changes Amino_Acid Type SIFT Predi  PolyPhen 2 Predict MutationTaster Pr Mygeno_InterA  Pathogenic
ct edict CMG
Controls
1 LMFI1 c.856C>T p.R286W het Damaging Possibly damaging Disease_causing PM2;BP1 Uncertain
2 APOB c.7043A>G p-Y2348C het Damaging Benign Disease_causing - Uncertain
3 GPIHBPI1 c.545_546ins p.R182fs het - - - PVS;PM2 Likely pathogenic
AGTACCATTC
3 GPIHBPI c.547_548insGC p.R183fs het - - - PVS;PM2 Likely pathogenic
4 APOB ¢.3850C>T p.R1284W het Damaging Probably_damaging Polymorphism PM2 Uncertain
5 APOB ¢.3404G>A p.S1135N het Damaging Possibly damaging Polymorphism PM2 Uncertain
6 APOE c.425C>T p.Al142V het Tolerated Benign Disease_causing PM2 Uncertain
7 LMF1 c.1223C>A p.A408D het Damaging Probably_damaging Disease_causing PM2;PP3;BP1 Uncertain
8 APOB c.4013C>G p.P1338R het Damaging Probably damaging Disease_causing PM2;PP3 Uncertain
9 APOB ¢.3301A>G pI1101V het Tolerated Benign Disease_causing - Uncertain
10 GCKR c.307G>A p.V103M het Damaging Probably_damaging Disease_causing PP3;BS1 Uncertain
11 APOA4 c.916C>T p.R306W het Damaging Possibly damaging Polymorphism - Uncertain
11  APOB c.1433G>A p.C478Y het Damaging Probably_damaging Disease_causing PM2;PP3 Uncertain
11  APOB c.11303T>C p.I3768T het Damaging Probably_damaging Polymorphism PS1;PM2 Likely pathogenic
11 GCKR c.1551G>T p.W517C het Tolerated Possibly damaging Disease_causing BS1 Uncertain
12 APOB ¢.7115_7116insCTCT p.E2372Dfs*15 het - - - PVS;PM2 Likely pathogenic
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Supplemental Table S3 Comparison of TG in admission according to different LPL molecular regulating genetic variant status in

patients with severe hypertriglyceridemia

TG (mmol/L) P
LPL variants vs. no LPL variants 9.543.7 9.6+4.0 >0.05
> | variant in LPL related genes vs. no variants in
9.9+4.6 9.5+£3.7 >0.05

LPL related genes




