Supplementary Figure 1.

a. HS-CRM1 (Alb gene)

10 20 30 40 50 60 70 80 920
hg18.chr4 a gt ttgtectagettticte
pantrol a gt ttgtcctagettticte
rhemac2 a gt ttgtcctagettticte
mm8 -iaaotaagtatogttaatoatcta gtatattagaccgant agatcacctttecta
ma aacca - gtgtogottaatogateta gtatattaga acagaccacctttecto
bostau2 a gt ctatcttttete
acaattattggectaaagaagt - catacta----- tctt
canfam2 gagtctggttaataatcta gtatattagt tegtectacctiticte
dasnovl - gtatatta tcgttetaccatttcte
eoxatrl - gat a ata ttttete
echtell ggct acaactactgogttgogagaagt ccat t

AGCCAATGAAATACAAAGATGAGTCTAGTTAATAATCTACAATTATTGGTTAAAGAAGTATATTAGTGCTAATTTCCCTCCGTTTGTCCTAGCTTTTCTC

b. HS-CRM2 (Apoc4 gene)

10 20 30 40 50 60
hg18.chr19 gaat-';accttcag-:cl:t ' gatatgégc ' ca : : aag
pantrol gaatgaccttcageccet : gagatogoggce : ca a-;
rhemac2 gaac;a 1ccc-;tcc-:1 = aa ag
4 aaacgaccttcagitctgtccctgtccec aaca

m gaccgaccticagecctogecccctgecccece aa ag
Orycunl ccccgacctteagect c goacgoc-aacatgcag
canfam2 gaatgacctttageet aagatogoaogce ----Flg
dasnovl aaatgaccticagecct agoggtoggoge ca ga

Consensus
GAA+GACCTTCAGCCTGTTCCTGTCCC+AAGATGGGCAAACAT TGCAAGCAGCAAACAGCAAACACACAG

c. HS-CRM3 (Apoh@ gene)

hg18.chr19 lgcgtattic----11aa tTaaaaagatctatactt -- 1-C---11¢C1C :14)
rhemac2 1geectattettetttaa taaaaagatctatactt t-c ttet a0
mms8 lTocetattetttt ataaaagoagctatagtt - - tac---ttecte a1
1gc----tgcact atadaaagagctctgcta gott t az
bostau2 1gcectigt ataaaaagagecta-actt -- .- - =Ii]
canfam2
Consensus

GCCTATTCTTCTTTAAGAATAGATTAAACAATCATAAAAAGAGCTATACTTAAAAATTG- - AAAAATGCTTAAATATTAAAAGTAC TTCTCAT

hg18.chr19 a7 aaaas ttt tgeatacatasaacgacacaccetettgt 172
rhemac2 91 - - ddaaa ttt tgcat caccctcttaa 174
mms8 92 - -hi- g attt -- catgcataaaaggacaaa--ctattaa 171
bostau2 a3 - -- - gratacataaaccageacgtecteteca 175
canfam2 a1 - - aa - geat latccttttaa 174
Consensus

-A+AAAATATTAATT - +AAAAAGAGGCCTGARACATTTATCTATTTATTGCACAGGGT TGCATACATAAAACAACACA+CCTCTTAA




d. HS-CRM4 (Apoht gene)

GTAAGARTAA

hgig.chrl? oy
pantrol  yag
rthemac2 125

loxafrl

Consensus

mm8 129 gcrgagecags

hg18.chr17
pantrol 1ati1gqs gactatataceata catetetactpaatagapagtee tancanaaapictcaaaagpattetgea agetag| te agat
rhemac2 fati102aseasgae fatataceata cafet agitctancanaanggcticanaagpacictgra agetap) tratciaaaat
orycunt 1 gtiiggaacaaggriataiaceata catrtciactpaaiaggpagicctaacaaaaaggciicaaaagpacictgra agetap) taatciaaaat
1 atr199aa99299c 194 - 19cEa tazagg-3cagtgteatctoras tpaagaggpagte 11casaagpacicLyea agetag taatrtaaaat
mmg 1 gtgrgaapcarggs 1g6- 1ac- .- gg-aaggtolcgiecci-ctgaalaggga-fectascasaaaggcl 1etgea ggrtagggcacasacagea taatcizaaat
bostau2 I'vr||:|-1-\.a.,r-|:|rr|anr:|-|rtal|-\:|a|na'|ﬂ'| apa- ~-21333990419950360--ceeatEbe13e nI e Bg- pagtes toneanagange tetgrg ol
Canfam2 I gtciggaatganage i T a - tcacgtciactpaaiagapaad act frtge an
ma 1 gtatgaapcgagar fgo- 1g-31p9tgicariciceLgaTlaggpa- 1tctaacasaaaggci 1ergea 991 Eaggpcacazacayca
dasnovl 1ating 1 IT: ) At 1 1tigea
loxafrl 1 - t [ 1] aaggct [IE]
Consensus
OT+ TOBAACOAARCT+ + ATACCATATCCTACAGAARAA - - - - - ATAAAGATAAABI AAAGOTOCCATETCTACTOAAT ADOOABTCOTAACAAAALANCT TEARAAGAA CTCTACATCTT TAATAATAT AL ARABDET AOGACACARAGAOCA TAATETA AR ATOS
he18.chriz Betitacaidcesans geaggettiiateasgigal o g aagitge atie
pantrol diaigatt H
rhemac2 aragoatt L
orycun1 qragaget
mm8 qeaggett a
bostau2 actiracaiacaadas qraggattifataaagigal raagitgs
Canfam2 actiracatacaaaaa qraggattifatazagigat aagityas
ma psticasatacaaaaa qraggpttifataaagigal aagitaa
dasnovl. actitacatacanaaas graggattifataaagigal gacaagitgy
loxafr1 actitacsiacanaas graggattifatasagigal 3 s301tas
Consensus i i i i i i i
GATTAGRARTACT TGACATACAAARAGLTGTARGTARACGACDAT TT TATARAAGTOATGAARR AAOAARGACT AARCIDCI ARARATCTT T TAAGATTARACROLTTTT TGAAAGCAGAASTT CAAGTOO TOT ARAATTT ATOACICACGAT TAAAGTTGABT TGTAR
hg1g.chr17 aitear atgiptessatattaiaagectettasaciittiaznaca ac amg tactaigatcacic--agagi
pantrol aitoas acd ama tactaigaicacic--agagi
rhemac2 T .
orycun1 --
mm8 -
bostau2 actm
Canfam2 atgipreaa wlaagacte .\u\u-u,.u-u
ma atgipicasatatiaiaapecte potcaa ticitcgitageacagtai
dasnout agi atgiptepaatottaiaapecteats aca atipatiagacgtittagpteaat - epataigaee
P as1 ::|1ﬂr\::n::r:n:-u_.r:rr:::nwnn atipatesgacatattapptees: eagtatgacs
Consensus

ATTATTCACTATAARAACATACAT GTGTEAAATAT TATAAGCCTGT TARALTTT T TAAAACARTTTCT TG CAGAACTGAT TAGATETATT AGGTCAALATT AGGAGATAGTARG TTTTTCA TT AGCAAGTATEACCAG TR - AGAGTARAG RAGLAL

apaaccaicaataglrgalicarcaccaaaigtoa
pacapaaccalraatagoogalicaccaccaaalgtpa
parapaaccairaacagoeaaiacasfaccacaigtps

. agacapaaccatraalaggetalicaccaccacalctpa

agaa - --lle--1gafgagrtecicagicre--1ictga
. apaca-gaccaicagiageitefas--cacigciiaton
Tragiagatel
1

11
atgaaccaiig
paca- n;._.nuuun(nh
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in unv e on oo o n g Lx

e HS-CRM5 (Cyp2 gene)

hg18.chr10
mm8

rn4
bostau2
rhemac2
canfam2
Pantrol
echetell
loxarfrl

Consensus

hg18.chr10
mm8

rn4
bostau2
rhemac2
canfam2
Pantrol
echetell
loxarfrl

Consensus

‘ 10 . 30 : . 40 . 50 ‘ g
gcgggaatece atggccaac ttagogataag
ccaagggtc agcactttaggccaa
ccaaggttc agtaccttaggccaa
gaagogaatec atggccaac aatgtcttoggoctoag
gcgggaatc gatggccaac aataacttgggc tac
atagogaacec aatgccaac agtgtcttogo
gcgggaatc atggccaac ttgggatag

GCAGGAATCAGCCTTTGAAATGATGGCCAACAGCAGCTAATAATAAACCAGTAACTITGGGCTAG

, ?D , 80 90 100 . 110 , 1“0 130 } 140
agggcattggttggtgggtcaccctcctTctcag-aacacattat-aaaaa--c - ca
gggagatgag ccacccteccttctcaacgacacgttat-aaaat-- -
gggagaagag - - ccaccctccttctcaaggatacattat-aaa - - -
atgge ctcecttctcaagaatgeattat-aaa - - taag
agggcgttggttggtagggtcaccct - acattat-aaaaa-gccctgcgtttcc-aca
gcggcattggttgactggtcacccte gcattataaaa - - - tg
agggcattggttoggtgoggtcaccectecttectcag-aacacattat-aaaaa-ac - ca
---------------- cattggtgggagagecaccectecttete----gtccaatac-acgagaat - ca
—————————————————— ttgattggtga-------------------ctttaagtc-acga ---- - gg

AGGAGAAGGAAGA+GGCATTGGTTGGTGGGTCACCCTCCTTCTCAAGAATACATTAT - AAAAG-GC+TTGC+TTTCC- ACA




f. HS-CRM6 (Aldob gene)

ﬂID QIU 3|D 4;0 :'I»D I'|D 7;0
hgl8.chr9 cacaatttttatagacttetea = 0 i------- - - - gl:cct-ccc
pantrol  cgcaatttttatagacttcteal o | ------ - - - gccect-ccocc
themac2 ¢ gcaatttttatagacttctcattaa - - ttaccct-cce
mm8 -:acggtttttatag-:cctcttathaggtclggﬂg---attntltttaaact cctcctacca
™m4  cacggtttttatagecect tggt ttaact - ctcctgccg
°£yl':;"'li cacaggttttatagagatctcatttaaga--------- ttttttttttaaacttttaccct-ccc
e cacagettttatagtgt e tEgecmo oo oo mmm e m e e e e e oo ttgg - atct
CACAGTTTTTATAGACTTCTCATCAA+GTCTGGTT---TTTTTTTTT+CAACTTTTGCCCT-CCCCTTCCTACCT'
EO . EIIO , 100 . 1|10 . ‘IIQO ‘ 130 140
hg18.chr9 acctagtaaog gattogctcataaa-caaccagtccttaaaatcatac
pantrol acctagtagagqg gattggctcataaa-caaccagtccttaaaatcatge
rhemac2 acctagtaagagg gattggctcataaa-caacc catagc
mrmnﬁ tgacccagta-gg tgattggcttgtgaa-cageccaatctttataatcagge
Orycunt tgatccagtagoa tgattoggcgcogtgaa-cagcecc agac
echtell gccagatagggaggt ctctgattgg - caatccttacaatc---¢
tggcctgggagggaggtgtttateccaagaccteoctgatt agagt

TCGACCTAGTAGGGAGGTGTTTATTCAA+ACCTCTGATTGGCTCATAAA- CAACCAATCCTTA+AATCA+GC

g. HS-CRM7 (Apocl gene)

1.0 ZI‘C Z?D -}E "3 GI'D .fﬂ 80 !?U
hgl8.chr9 1 o aa - qjtcctccr[gcct;‘chctlggqg"[gmggcagaggt:agagacr[ctc
pantrol tgagatogooc ca --- agrectoccrtgogtgripaccttiggagotgocggoagagogtcagagaccticte
rhemac2 1 G aa agcectcoccotogegtorigacetiooaocioguacanagotcaganaceicee
mé4 s aa cacag-ccaccotgtatarni tcadagacciccc
mm8 ¢ aa cacag-ccaccttgtatgei cagagaccilce
orycunl 1 [ goa - - gtocctogceccar fgace ttggooc agpguacagagutcagsgacectcoe
cafam2 c@aagatgogc g EEEGRREER]- - - - - - - tac------- actgaccttogoaagccagagca ctcte
dasnovl GAadggdtonac cagggcectccrigcacgeigacecgggagecgaggacagagcteagggaccicte
Consensus m
+AAGATOOGCAAACATTOCAAGCAGCAAACAGLCAAACAACCCACABCCCTCOLCTOCATOCTGACCTTORAGL »GGEGCAGAGOGTLAGAGACLTC+C
h. HS-CRM9 (Tf gene)
hgi8.chr3 | pgsgosactpgcicassacagscagsgg giiesgaggeccactgctt 104
mms8 1gggagunaatgetigaange cangaag attt giieagaan actqe 104
rhemac2 | pgagnaactocicaga----acagagy gifragagpeccactactt 100
pantrol 11J|g_1.ut_1 leazsacagacagagg giieagadn actgettind
echtell I g3agagactactics gtcragagpuccaciocet 101
ma 1 pggagpaataccigaadeagacagaga HH giicagaggecicactiacet 104
Consensus W
GLAGG+ACTGCT+AARGCAGACAGAGGLTCT TTGTTTGL T+ TG T TCTGTET + MA+TLGGGCARCAT T TGEARACAACAAATATTGL TTCAGAGGLOCACTGL+ T
hg18.chr3 ctgeigpteagetittoeaq lacacacaagencadetatet
mm8 coe accccaaaciceccigracgiapac c
rhemac2 ctgetgtt ctgeac L
pantrol ctgcigpteapctittocan 1acacac _wta autt_ntt
echtell t1ctapteagpticaccagecectelgeacglacacac
ma gacan tcctagca q1a-::cacn:lc|ct uutt:ntt
Consensus M
AT+ TEATOAGC T T TRCA-C T+ TN TROANG TAC AN AN ARG+ GRAGLTATTT




i. HS-CRM10 (Ttr gene)

hg18.chr16 {gatactotastclciciagacaapottcatatiiagiat gaalcageagy L]
momdom4 fgacagretaatoctefgcagacaappttcatatiiogantoa agaatcageanotttoaooy (90
luxarftl 1gat pltecatatiigiat Ql ()
dasnov1l igotgeototaat - gttcatatifgigt ttot g a7
canfam2 1 tacactetaate pttcatatifgiat a tam
bostau2 tTgatgetetaate pttecatatiigiat +] (1]
orycunl 1igt - - gottcatatiigigt (]
mm8 tgatactetaate ot ttot L)
ma Tgatgetetaatclecclagacaapgolt (1]
rhemac2 tgatgectctaatciciciagacaagpttcatatiigiat s c 4B
pantrol Tgatgetctaatctetetaga t gatcageaagy ]
Consensus
GATGCTCTARTLT TACACAACGTTCATAT T TOTOTCEETTACTTATTCTCTCT TTAT TEACTAAGTCAATAATCAGAATCABCAGETTTGGAGTE
hg18.chr16 _ ~
momdom4 ':IB tlogocaggdataagcaacctapctcagoanaadigadtatasgageccc-aaaetppragcagccalea 169
loxarftl a8 ggalaagragectaactcacaggecigggatatasaageecc- griggee 1649
dasnovi  J9Adattpgragagataadeagectypcttadaagaagrgagtatasdageccc-angctynpageageeatty 169
canfam2 a8 attpleagggataageacictpga caglatagaageccc-atgetippgacagecagea 168
bostau2 Q9 agettgoragoggatcagececatgnettgggagaagygagtatasaagecec-acagannyageggeigeea 169
GO egotigoeagggatcageagettgpetogogtaaagigagtatasaagecig-gagetooyogeagiciget 169
orycunl 4T aga agecageccantagigoagaagggagtalasaageice-aagetyogagcagecaces 167
mm8 99 agcttgoragggatcagoage gagggggtatasaageocccitoaccagpagaagecgica 170
m4 9 agarton Jgatcagcaggetoecttgggaggagaggotatataagecccifcaceagpagaagicaiey 170
rhemac2 d9agatton galaageagectagotcagogagaagtyggatatasaagecec-agactos cagecalea 169
pantrol 44 ttooe gataagcagectagctoaggagaagtgagtatasaageccc-aggetyyysgeagecatiea 164
Consensus

AGATTGROAGRRATAAGCAGLOTEANTTHRGAGAAGGGAGTATARRAGLOOCTAAGCTGRRARCAGLCATCA

j. HS-CRM11 (Fga gene)

hg18.chrd lgccactecta tt - aggtt tgtagaca 73
pantrol l geccactctta tttaaatctgc-aggaggtt tgtagaca 73
rhemac2 1 tccacteccta tttaaatctgc-aggaggtt lgtagace 73
mm8 1 tgcactcacagectccaaccctacttaaaccgge-agg----- ggcccactcaapgeca [i]
ma 1 ttcactcactgctecctatecctacttaa - ct gtcctactcagata 73
orycunl 1 tecteteeccagteaceatgecacttaaatetge-aggegett 000 oo il oo oo gaca (1]
bostau2 1teet ateccatttaaatetoc- tt ttoaogaga 73
canfam2 1tccactctta tt tt tttagaca 74
dasnovl 1 ttecactctec-gteccccatcgeatttaa aa atgtagago 2
loxarft1 1ttcactgctggtccccatcccatttaaatctgc-agga tgtagaga 73
echtell 1 tttaatcctggtecectegacccatttaaatectac-aggggoog tttagaga 73

T AT OO TAGT T O AT O AT TTAAATO TG - AGGAGGTTTGETTAATCATTACCTTTGTOOTGT+TAGADA
Consensus




k. HS-CRM12 (HPR gene)

hg18.chrl6
pantrol
rhemac2
mé4
orycunl
bostau2
canfam2
loxafrl
echtell
momdom4
galgal2

Consensus

hg18.chr16
pantrol
rhemac2
m4
orycunl
bostau2
canfam2
loxafrl
echtell
momdom4
galgal2

Consensus

hg18.chr16
pantrol
rhemac2
m4
orycunl
bostau2
canfam2
loxafrl
echtell
momdom4
galgal2

Consensus

hg18.chr16
pantrol
rhemac2
m4
orycunl
bostau2
canfam2
loxafrl
echtell
momdom4
galgal2

Consensus

hg18.chr16
pantrol
rhemac2
m4
orycunl
bostau2
canfam2
loxafrl
echtell
momdom4
galgal2

Consensus

1tecttecce
1tecttecce
1tettteccee

1tctacccce
lcctacccccctttaaagacccccctgaatecctateaaaageacatettecatte
1tctctcaccecccctaacacccccctigaatcctatcaaaageacatettccattc

1tetetcecccctecaagacccccctgaatectatcaaaageacatettccatte
1tetetee

1tetetececece-

1tetettece

Ttttetece

98
98
ag

a8
98
98
98
98

96

195
195
195
185
195
185
195
195
195
194
193

291
260

n
TATCATTTAAAATTAAACTCCTCTGTGGACAGGGG- G- GGGGATAGAGAAGCAGGAGAAGGTAGAGAGAGGCCAGACAGTACTGTATTTTTCC-

377
374
377
380
382
377
380
383
384
379
375

TCTCTCCCCCTTCCAAGACCCCCCTGAATCCTATCAAAAGCACATCTTCCATTCATTGCTTCCCGGTGTCATTATGACAAGCGGCTACAAATCAATA

gaccaacccgcactcaccaagtgataaagattcactecteagecccga
gaccaacccgcactcaccaagtgataaagattcactectcagecccga
gaccaacccgiactcaccaagtgataaagaticacticicageeccga
gagcageccgecactcaccaagtgataaagattcactctcagctecoa
gaccaacccgecactcaccgagtgataaagattcactctecageeccga
gaccaacccgcactcaccaagtgataaagattcacteteagccteoga
gaccaacccgcactcaccaagtogataaagattcactctcageeccqga
gaccaacccgecactcaccaagtgataaagaticacicicagecticga
gaccageccgeactcaccaagtgataaagattcactctcagecccoa
gaccaacccgcactcaccaagtgataaagaticactictcagccccga
agocctegeccacactcaccaaogtogataaagattecacteteaaccccoa

ccctgaatcctateaaaageacatettccatte
ccctgaatcetatcaaaageacatettecatte
ccctgaatcctatcaaaageacatettecatte
ccctgaatcctatcaaaaggacatettccattce

ccccctgaatcoctatcaaaageacatettecatte
ccctgaatcctatcaaaageacat
cctggacccccctgaatcclatcaaaagcccalcltccaitc

caatcctatcaaaagcacatcttecatte

tgtcattatgacaagcggctacaaatcaat
tgtcattatgacaagcgogctacaaatcaat
tgtcattatgacaagcgoctacaaatcaat
tgtcattatgacaagcggctacaaatcagt
tgtcattatgacaagcggctacaaatcaat
tgtcattatgacaagcggctacaaatcaat
tgtcattatgacaagcggctacaaatcaat
tgtcattatgacaagcgactacaaatcaat
attatgacaagcggctacaaatcaat
tgtcattatgacaageg
tgtcattatgacaagcggctacaaatcaat

ccataatagcageccattggcge
ccataatagcagccattggcge
ccataataacageccattggtioe
ccataatagcagccattggcage
ccataatagecagccattggcage
ccataatagcagccattogcagc
ccataatagcagccattoggege
ccataatagcageccattgogeoge
ccataatagecageccattgocagc
ccataatagcagecattgogcage
acataatagcagccattggcge

GCAGAGGGAAAGGCAGGACCAACCCGCACTCACCAAGTGATAAAGATTCACTCTCAGCCCCGATTTGCTAATAGCCCATAATAGCAGCCATTGGCEE

cee

cccgeattaaate
cctgecattaaate
cctogcattaaate
cctgecattaaate
cctgcattaaate
cetgeattaaate
cctgcattaaate
ccggeattaaate
cccgeattaaate
cccgeattaaate

CCTGCATTAAATCATACATTTCACTCTGCGTTTATTATGGGATTTTTAAAACTCCTCACCAAATTGGATTTTCTCGATGGTCTCTAATTTCCACATT

tec---cc

--- tce---cc

--- tcc---cc

--- cee--tce

--- cce--tee

cccecccettt

--- cceectet

c---ctcccctacct

- nim ccccacct

g
ccgctatoonaogg-
tctecatggagagogoggoty -
cctetgta
cctetatg
cctectotao
cctetata

gtttattatgggatttttaaaactcctcaccaaattooa tctcta
ctttattatgggatttttaaaactcctcaccaaattgga tctecta
gtttattatgggatttttaaaactcctcaccaaattgoa tctecta
gtttattatgggatttttaaaactcctcaccaaattgga tctcta
gtttattatgggatttttaaaactcctcaccaaatigoga tctcta
gtttattatgggatttttaaaactcctecaccaaattooa tcteta
gtttattatggoattittaaaactectcaccaaattogga teteta
gtttattatgggatttttaaaactcctcaccaaattooa tctcta
gtttattatgggatttttaaaactccteaccaaattggatt teta
gtttattatgggatttttaaaactcctcaccaaattooga tctcta
gtttattatgggatttttaaaactccteaccaaattgoa teteta

gee=-s ggggatagaga-

ag----- ggggatagaga——-agaag

ggtgtgggggtagaga

TCC
caggtatcacagctataagcage----- agg
cagatatcacagctataagcage----- aga

cccataaatgataccaggtatcacagctataagcage----- aga
a-gcgcage----- tgt

ccataagcagcagggtgge
caggtatcacagtcataagcage----- aga
ccataagcage----- agg

------- ]

------ agg

ccatcagcagt----- ggt

caggtate Cet=wmne gaa

agaagaagglagagagaggccagacagtact
-gtagagagaggccagacagtact
aagglagagagaggccagatagtaci
-aggagaagotagagagaggccagacagtaga
ggtagtgagagagcc

gagaata

tat

gagaggccaaacagttet
gagogggagggagagagaageccaggeagttct
agagaagccgtgecagttetotat

..... agaga---agaaga
———— agagaaggaggagaaggtagaga
..... agagaaggaggaga
----- agaga
cctetgtggagagg----- g
cctcagtggggaga----- gggggttgggaa--

TTTT---CACCCCC+TCCTTTTTATGAAAACCCATAAATAATACCAGGTATCATAGCTATAAGCAGC- - - - - AGG

97
97
97
a7
97
97
97
97
96
95

194
194
194
194
194
194
194
194
194
193
192

291
291
291
291
291
261
291
291
291
280
289

440
437
440
443
451
446
446
447
448
439
432




l. HS-CRM13 (SerpinalP gene)

hg18.chr14
pantrol
rhemac2
m4

mm8
canfam2
bostau2
dasnovl

Consensus

. o . 30
"gagttogctoggta ggagatt
gggttgctogata ggagatt
ggattgctagtao ggagatt
--------- ata ggagtat
gtcctgectggtgectccctagectoggagtogt
ag cccccagactagagatt

ggatttttggtgectcccect-ggetggagagt
aggttgttgattctctcctaggectggagata

50 . 60
ccaaggcgatogtg
ccaagagcgatoto
ccaagagtgatoto
tcaaggtgatgtg
atgtg
ccaaggtgatgtg
ccaaggtgatgecgag
ccaaggttatgtg

. g
cataggcccggec
cataggcctgace
cacaggcccgace
cgagggcctgaag
cgagggcctgace
cctgggectggee
-gggcctggec
tatggaccaggeec

GGGTTGCTGGTGCTTCCC+AGGCTGGAGATTGAGT TAATATTAACAGGCCCAAGGTGATGTGGGC - TTGTGCAATCATGGGCCTGGLC

m. HS-CRM14 (Serpinal® gene)

[ 1IEI 1
hgl8.chria tcg
pantrol tcag
rhemac2 tca
mm8 cagctagattatctogaaqg
orycunl cagccgaggttatctgaag
canfam2 tagcagggttatctgag
bostau2 tagcagggttatctgang
Consensus

40
ctcet
ctecet
ctecet

ttcctetce

ccacc
caacc

TAGCC+GGTTATCTGAGGAGTTAATGAATACAC-T- ATCTCCT

TF identifier

Color code

LEF1/TCF1

LEF1

HNF1

CEBP

FOX

TAL1/BETAEA47

IRF

MYOD




