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Table S1: Firefly / Renilla activity ratio of the tested vectors determined by GraphPad Prism.

Type of vector Firefly/Renilla Ration
pGL4.23 [luc2/minP] vector containing full intron 3 0.0513
pGL4.23 [luc2/minP] vector containing partial intron 3 0.0383
Non-cloned pGL4.23 [luc2/minP] vector 0.0283
Renilla control vector (pRI.-SV40) 0.00015
Table S2: The standard deviation of the tested vectors determined by GraphPad Prism.
Type of vector Standard deviation
pGL4.23 [luc2/minP] vector containing full intron 3 0.022
pGL4.23 [luc2/minP] vector containing partial intron 3 0.015
Non-cloned pGL4.23 [luc2/minP] vector 0.007
Renilla control vector (pRL-SV40) 0.0002
The structure of LPL
51 2 3 4 5 6 7 8 9 10 3
. Ry 1 0! | ]
. Intron 3 . ’
2 N A P H WJL.LJ‘L!‘*LM' il JLﬂJL.__LJLL...JL#AJ!LAN‘ "iuﬂmu
g = | TTTTGATAAGAATAGACTATAAGGCCAATAAATAGTCCTGCCCTGCTCTATCETTTGATATTTTCACAGTGAATAGATCTGET _——
s GAGACCAATAACTAAGTGGGCCCAACAGAAAAAAGCTTGTGATTITCGGACAGAGGAAAGATGGCATG TTCAGCCAGA
% ‘E CCCTTCCCTACCAGTTGGCTEGCCTGTGGACATCTTATCCTCACCTTGACATACCAATCTCTTTCATGAAAATATTAATAGTA g I‘ " e "ﬂ Ml Nﬂ/ ['
T | o L o e AT oA A R Y Aﬂ_u W a0
£ g ATCCCTTGAGAAGTACCTCTGAAAAGTATCTTGG GG TTGGAAAGAAGCTGATACTCTGACCAAGGCAAATTATTTTAACC
E £ AGGTAATTGGAAGTAAAAAATAAGCTGTGTTTATTAGACTGATCATAAAAGACAAAAGTTCTTTTCTTIGTCTTTTTIGCTG -
) ACCAGGCAAATGAACATGGGCAAACGGGATCACCTCCCTGGGE GCTCAGGLTTCTCACCTGTTAAATGAGGGGCTGGAC “
5 E' CATGTACCTCTGGTCCCTTCCACTGAATGTTTCCTGAGTCTGTCATTGCTTGGCTAACCTTCAATGATAAAGTGATACAGAT LA!H, "‘! Jj MULJ ﬂ uUJL;]Lu ﬁlh ﬂrL ’Ul LAY fll'l ,‘“\ﬂ [
s ATTTAGAGTAAGGAATAATGGGAAANTATATACCCATATACTATACATTCAAACATACACACATATACATATATGCATG CATATA —
£ AATGTATACGCATATGTATATGTGTATATGTTTGTACGTATAGTATATG G TTATATATG CAAATACATATACATATACAAACATAT
GCATATATTATATACATAAATAATACTATTTCAGATGCATGGAAAAACTTTGTAATT TAAATCTGCTATTAAAGAAAGAGAAA 1 4 f 1 )
CTOTAA A AT TAAATAAGTAGAATTACTTTCAGTATITCCTATATTTGOAMAACARTATTTATATCATTTTGTTC = by Al o ol
L TTTTAGTTTTATITTTGGCAGAACTGTAAGCACCTTCATTTTCTTTTTCTTCCAAAG o et HHIELE _
Fig. S1. The structure of the LPL gene consists of 10 exons (num- e Ay ﬁ« fw AR A bk
--____—-_

bered in the figure) and 9 introns. The full length of LPL intron 3 is
1360 bp, while the partial LPL intron 3 measures 515 bp. Note that the
shaded area indicates that the partial LPL intron 3 is included within
the full LPL intron 3.
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Fig. S2. Map of pGL4.23[luc2/minP] vector including the cloned
(A) full and (B) partial LPL intron 3 (between Sacl & Xhol restriction
sites). Image modified from Promega, catalogue no. E841A .
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S1Forward GTCCAARRCAGTGTTITTGACTGGAGCCAGARR as
Reference GTCCAARRCAGTGTTITTGACTGGAGCCAGARR €0
S1Forward ACCEECTETTCTITCITCCTTIICTCT TAGATTTRARATATTTICT GGEEGCATTCARATC 85
Reference ACCEECTETTCTITCITCCTTIICTCT TAGATTTRARATATTTICT GGEEGCATTCARATC 120
S1Forward TTCAGAATCAGCGTGEATATTATTTTATATCCARRAGCARCATTTTGATARGAATAGACT 15%
Refersnce  TTCAGARTCAGCGTGEATATTATTTTATATCCARRAGCARCATTTTGATARGAATAGACT 180
S1Forward ATAAGGCCARTARATAGTCCTGCCCTGCTCTATCGTTTGATATT TTCACAGTGAATAGAT 21%
Refersnce  ATARGECCARTARATAGTCCTECCCTECTCTATOGTTT TCACAGTGAATRGAT 240
S1F d CTGCTGAGACCARTAACTAACTGGGCCCARCAGRRRRARGCTTG. a7s
Rasf CTECTEAGACCRRTARCTAACTEEECCCARCAGARRARARRCCTTE . 200
Mote: -The sequencing i starting from Position #: 19,951,964 (Mucleotide # 28).
-The sequencing is covered until Position #: 19,952,233 (Nucleotide # 284)
-This ending is the start of the coming sequence
Reverse CCAACRGAAARRAGCTTGTGATTTTCGGACAGRG 47
Refersnce CCRRCRGARRRRRGCTTGTEATTTTCSGACASRAG 200
S2Forward a
Reverse GARRGATGGCATGTTCAGCCAGACCCTTCCCTACCAGTTGECTGECCTGTGEACATCITA 107
Refersnce GARACATEECATETTCAGCCAGACCD ACCRETTEECT TETEERCATCITA 260
S2F d TTCCCTACCAGTTGECTGECCTGTGEACATCITA 35
Reverse TCCTCACCTTGACATACCARTCTCTTTCAT GRRAATATTARTAGTACTTATICTTTAGTG 167
Reference TCCTCACCTTGACATACCARTCTCTTTCAT GRR AR TATTARTAGTACTTATICTTTAGTG 420
S2Forward TOCTCACCTTEACATACCARTCTCTTTCAT GARAAT -TTAATAGTACTTATTCTTTAGTG 24
-1 TGAARTAGGATGARCETTTTTGTTGAGCATTY AGTEATGEAATTGAGCT xEA 227
Res TCARATACGATGARD TGTT! AGTEATGEARTTCAT X 480
52F. d TGAARTAGGACGARCETTITTGTTGAGCATTY AETGATGGAATTGAGCT: EA 154
Reverse T ATACARCECAACTCAGETCTESACTTCTEACTTASCT 287
Reference T ATAGAAGGGAACTGAGET CTGGAGTTCTGACTTAGCT 540
SaForward T ATAGAAGEGAACTGAGEICTGEAGTTCTGACTTAGCT 214
R GCARGAGACCCACTTTITCACACGATCCCTTGAGARGTACCTCTGARRAGTATCTTIGGGE 347
GCRRGREACCLD TTTCACACEATCCCTTGAGAASTACCTCTGARRRAGTATCTTEEGE 600
S2F d GCARGAGACCCACTTTITCACACGATCCCTIGAGARGTACCTCTGARRAGTATCTIGGEGE 274
Reverse TTEEARACARGCTEATACTCTGACCARGECARATTATTTTARCCACETAATTCEARCTAR 407
Reference TTGGARAGAAGCTGATACTCTGACCRAAGECARATTATTTTARCCAGGTAATTGGAAGTAR 660
S2Forward TTGGARAGAAGCTGATACTCTGACCRAAGECARARTTATTTTARCCAGGTAATTGGAAGTAR 334
R AR RTARGCTGTGTTTATTAGACTGATCATARAAGACAARRGTTCITTTCTIIGTCITITT 467
AR ATARGCTETETTTATIAGACTCATCATARRAGACARARGTICITTICTIGTCTITIT 740
S2F d AR RTARGCTGTGTTTATTAGACTGATCATARAAGACARARRGTTCITTTCTIIGTCITITT 354
Reverse TECTEACCAGECARATEARCATEECORAR TCRCCTCOCT TCRGGCTTOTS 537
Reference TGCTGACCAGECARATGAACATGEGCARACGGGAT CACCTCCCTGEEECTCAGGCTICTS 780
S2Forward TGCTGACCAGECARATGAACATGEGCARACGGGAT CACCTCCCTGEEECTCAGGCTTICTC 454
Reverse A ATGTAC
Refersnce X L TGTAC
S2Forward A ATGTAC
TMote: -The sequencing is starting from Position #: 19,952,216 (Mucleotide # 267).
-The sequencing is coverad until Position #: 19,952,759 (Nucleotide # §11).
-The ending of the previous sequence iz the start of the coming saquence
53F. d o
Reference GGGECTIGEACCATGTACCTCTGGTCCCITCCACTGRATGTTTCCTGR B840
Reverse GEGECIGEACCATGTACCTCTEGTCCCITCCACTGRATGTTTCCTGR €0
S3F d ATGATAAAGTGATACRGATATTTAGAGTAAGGR 33
Reference GT-CTGTCATTGCTTGGCTARCCT TCARTGATARAGTGATACRGATATTTAGRGTARAGGR BS99
Reverse GTCATGTCATIGCTTEECTARCCT TCAATGATARAGTGATACRGATATITAGRGTARGEA 130
S3Forward ATAATGGEARRATATATACCCATATACTATACATTCARACATACACACATATACATATAT 353
Refersnce ATARTGEEARAATATATACCCATATACTATACATT CARACATACACRCATATACATATAT 958
Reverse ATAATGGEARRATATATACCCATATACTATACATTCARACATACACACATATACATATAT 180
53Forward GOATECATATARATCTATACCCATATCTATATETETATATETTTETACCTATACTATATE 152
Reference GOATGCATATARATGTATACGCATATGTATATGTETATATETTTGTACGTATAGTATATS 1018
Reverse GCATGCATATARATGTATACGCATATGTATATGTGTATATGTTTGTACGTATAGTATATG 240
S3F d GTTATATATGCAMATACATATACATEATACARRCATATGCATETATTATATACRTARATRER 213
GTTATATATGCARRTACATATACATATACRARCATATGCATATATTATATACATARATAR 1078
)1 GTTATATATGCAMATACATATACATEATACARRCATATGCATETATTATATACRTARATRAR 200
53Forward TACTATTTCAGATECATECARRARCTTTETARTTTARATCTCCTATTARACARRGAGARR 272
Reference TACTATTTCAGATGCATGGARRAACTTTGTARTTTARRTCTGCTATTARAGARAGAGARA 1138
Reverse TACTATTTCAGATGCATGGARRAACTTTGTARTTTARATCTGCTATTARAGARAGAGARR 360
S3Forward ATCAATTCTGGATTTGTTTACGGAARAGTGARACARARGARARAGACAATTTTARCACTA 332
Refersnce ATCARTTCTGGATTTSTTTACGGARRRGTGARACAARRGARRRAGACARTTTTAACACTA 1128
Reverse ATCAATTCTGGATTTGTTTACGGAARAGTGARACARARGARARAGACAATTTTARCACTA 420
53F. a GAGA] TCTCT 3 CARAATTAARATAAGTAGAATTAGTTTTCA 253
GAGARTATTTTCICTCTCITACCIGTAACACAARATTARAATAAGTAGARTTAGITITCA 1359
b GAGH TCTCT CTAACACARAATTARRATAACTACAATTAGTTTITCA 420
S3Forward GTATTTCCTATATIT AARCAATATTTATATTCATTTIGTTTCITTTAGITTTATITT 453
Reference GTATTTCCTATATITGGARRRCARTATTTATATTCATTTTGTTTCITTTAGTTTITATTTT 1318
Teverse GSTATTT ARRCARTATTTATATTCATTTTETTTCITTTAGTTITIATITT 540
S3Forward TGECAGAACTGTARGCACCTTCATTTTCTTITTTCITCCAARG. 513
Reference TGECAGAACTGTARGCACCTTCATTTTCTTITTTCITCCAARG. 1361
Reverze TEECAGARCTETARGCACCTTCATTTTCTTTTTCTTOORARRS . HE)
HNote: -The sequencing is starting from Position # 19,951,743 (Mucleotide # 794).
-The sequencing is coverad until Poasition #: 19,953,309 (Mucleotide # 1360) the end of the intron
Notes:
The yellow highlighted sequence is the
Reverse complement: intron part 1
Forward primer: Intron part 3

51Fozwazd AARACA €0
[ P— ccssuac}xc'msxTt;GA*rasaErmsucsm}\marsrsr:rmMAG &0
Reference mmmmmmmmmm e as
51Fozwarzd ann TEITCTTT GATTTARAT 120
Reverse Aan TEITCTTT GATTTARAT 120
Aan TEITCTTT GATTTAZAT o8
51Pozwazd 2 2 180
fE— ATTTTCT x T Tocaz 180
2 2 158
51Fozwazd Y T2z T 240
[ P— 2 CTx TCTATCATTT 240
2 CTx TCTATCETTT 218
51Fozwarzd e T GACCARTAACT: cacanaAL oo
Reverse e T GACCAATAACT: cacanRAL oo
cx T GACCAATAACT: cacanAAL 278
51Pozwazd x 360
fE— Y TTCAGCCAGH T 280
x TTCAGCCAGH T 23e
51Pozwazd 2aTAT 120
Revezze ZATAT 420
ACETCT cc: ame
51Fozwazd T az0
[ P— THATAGTA T TTTTTGTIGACCATIGEGAGAG 480
TARTAGTR T TTTTTGTIGACCATIGEGAGAG ass
51Pozwazd s28
fE— TGATCGARTTEAGCTAGEAAGATETTGEARCEEA s2z
Reference TGATCGAATTGAGCTAGEAAGATETTGEAACEEA 512
Note: Thesequm(mguﬂtsrunz from position # 19,951,949 (1st aucleotide).
e sequencing is cavered uniil Position #: 19,952,441 (Nucleotide # 492).
Notes:
| S eeo eSO RUBRBIS 51> i Position #: 19,951,550 (splice donor variant)

Fig. S5. Sequence analysis of the purified PCR product of the par-
tial fragment of intron 3 using the first primer set was aligned using
the Clustal Omega platform. The alignments between the sequencing
result against the nucleotide sequence of intron 3 from the database.
The * refers to the identity of the nucleotide in the same column in
the alignment.
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Fig. S6. Electrophoretogram of the partial fragment of LPL intron
3 from the purified recombinant pGL4.23 [luc2/minP] vector using
forward primer of intron 3. The blue bars indicate that the quality of
the generated nucleotide sequence was above 95%.

Fig. S4. Sequence analysis of the cloned full intron 3 using 3 primer
sets from the recombinant TOPO vector was aligned using the Clus-
tal Omega platform. The alignments between the sequencing result
against the nucleotide sequence of intron 3 from the database. The
* refers to the identity of the nucleotide in the same column in the

Fig. S7. Sequence analysis of the partial fragment of intron 3 cloned

seq 011 FO3 TeTITTTGACTCCACCCAGARRACCEECTCTICTTTCTTCCTTTTCTCTTAGATTTARAT 120

seq_00%_E03 TETTTTTEACTGEAGCCAGRARACCEECTGTTICITTCTTCCTTTICICTTAGATTTARAT 120

ref TETTTTTEACTGCACCCACARRACCEECTGTICTTTCTTCCTTTTCTICTTAGRTTTARAT L1

seq_011_F03 ATTITCTEEEECCATICARATCTICAGAATCAGCGTGGATATTATTITATATCCAARRGS 180

saq_003_E03 ATTTTCTGEEEGCATICARRTCTTCAGARTCAGCGTGGATATTATTTTATATCCRARAGE 180

ref ATTTTCTGEEEGCATICARATCTTCAGAATCAGCGTGGATATTATTITATATCCRARAGE 158
e e e ek e e

sag 011 F03 2ACATTTTGATAAGRATAGACTATARGGCCRAATARRTAGTCCTECCCTGCTCTATCETTIT 240

seq 005 _E03 AACATTTTCATAACRATACACTATARCCCCAATARATACTCCTECCCTECTCTATCETIT 240

raf 2ACATTTTGATAACARTACACTATARCCCCAATARATACTCCTECCCTGCTCTATCETIT 218

seq 011 FO3 CATATTTTCACACTCARTACATCTCCTCAGACCAATAACTARCTCECCCCAMCACARRR 300

seq_005_E03 CATATTTTCACACTCARTAGATCTCCTCAGACCAATARCTA RCTCECCCCARCACARAD 300

ref CATATTTTCACACTCARTAGATCTCCTCAGACCAATARCTE RCTCEECCCARCACARAR 278

seq_011_F03 AECTTETEATTTTCCEACAGAGGARRGATGECATCTICAGCCAGACCCTTCCCTACCAGT 360

sag_003_E03 2ECTTGTGATTITCGEACAGAGGARREATGECATGTTCAGCCAGACCCTTCCCTACCAGT 360

raf 2ECTTGTGATTITCGEACAGAGGARREATGECATGTTCAGCCAGACCCTTCCCTACCAGT 338
e e e ek e b

sag 011_F03 TEECTGECCTETEEACATCTTATCCTCACCTIGACATACCARTCTCTTTCATCARARTAT 420

seq 005 _E03 TEECTEECCTETGEACATCTTATCCTCACCTIGACATACCANTCTCT TTCATGARARTAT 420

ref TEECTEECCTETCEACATCTTATCCTCACCTIGACATACCARTCTCT TTCATCARARTAT 358

seq_011_F03 TRATAGTACTTATICTTTACTCTCARRTACCATEARCGTTTTISTTCH

saq_003_E03 TAATAGTACTTATICTTTAGICTGARATAGGATEARCGTTTTIGTTGA

ref TAATAGTACTTATICTTTAGICTGARATAGGATEARCGTTTTISITGA

Note:

T 1s The sequence is starting from the 39 nucleotide ition #: 19,951 988

5

alignment.

from the recombinant pGL4.23 [luc2/minP] vector using the first pri-
mer set was aligned using the Clustal Omega platform. Alignments
between the sequencing results and nucleotide sequences of intron 3
from the database. * Identity of the nucleotide in the same alignment
column.




