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LC717376.1 GCTGEGTCTICATIGCTGTIGTTCAGGCTITCTCTAGTIGEGECAAGCGAGGSCTATTICTIC a0
B GCTGEGTCTICATIGCTGTIGTTCAGGCTITCTCTAGTIGEGECAAGCGAGGSCTATTICTIC a0
AD GCTGEETCTITCATIGCTGTIGTICAGGCTITICTCIAGTIGEGECRAAGCGRAGEECTATICTIC 60
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LC717376.1 TAGTTGCGATGTGCAGCCTTCTGCAGGTGECTTCTCTTGTTGCAGAGCCEEEECTCTGEGE 120
B TAGTTGCGATGTGCAGCCTTCTGCAGGTGECTTCTCTTGTTGCAGAGCCEEEECTCTGEGE 120
AD TAGTTGCGAT G GCAGCCTICTGCAGGTGECTICICTIGITGCAGAGCCGGEGETCTGEE 120

FEFFEE I I IR I I I FF A EEFF I I I I I I F I FF A EEFF I A I I E A A A AR F Rk

LC717376.1 TECACAGGCTTCAGTITGTIGTGEC I TGAAGCTCTAGAGCACAGECTCAGTGETCGTGECG 180
B TECACAGGCTTCAGTITGTIGTGEC I TGAAGCTCTAGAGCACAGECTCAGTGETCGTGECG 180
AD TECACAGGCTTCAGITGTIGTGEC I TGRAGCTCTAGRAGCACAGECTCAGTGETCGTGECG 180

EEF IR EEFF I TR I I I EF IR I EF I I IR F I I EFF A A EFF I A drhhkrr kA Er Ak kR Ak Kk

LC717376.1 CACAGGCTTACTCCACGGCATGTGEEATCTTCCCTGGCCAGGGAGCERRCCCGTGTCCCC 240
B CACAGGCTTACTCCATGGCATGTGEGATCTTCCCTGGCCAGGGAGCERRCCCGTGTCCCC 240
AD CACAGECTTACTCCACGGCATGTGEEAT CTTCCCT GECCAGGGAGCEARCCCGTETCCCC 240

FEFFEkE I I IR I IE FEEEEFF I I I I I FEFFEEEFF I A I I I A E A ARk L

LC717376.1 TECGTTGCAAGECEECCTCTTAACCACTGECCACCAGEGARGCCCCARGATGCCARGECT 300
B TECGETTGCRAAGECEECCTCITARCCACTGECCACCAGEGRARAGCCCCARGATGCCARGECET 300
AD TECETTGCAAGECEECCTCTITARCCACTGECCACCAGEGARAGCCCCARGATGCCARGEET 300

EEF IR EEFF I TR I I I EF IR I EF I I IR F I I EFF A A EFF I A drhhkrr kA Er Ak kR Ak Kk

LC7175%76.1 ITITACTICIGGTICTTACCGTCTGGTTAATACRRATTCCTTCATCAGCCAGTCA 354
B ITITACTICIGGTICTTACCGTCTGGTTAATACRATTCCTTCATCAGCCAGTCA 354
AD ITITACTICIGGTICTTACCGTCTGGTTAATACRATTCCTTCATCAGCCAGTCA 354
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Figure S1. Representative DNA sequence alignment for a segment of CDS of CAST gene (354-bp) among Barki
and Aboudeleik lambs and reference sequence available in the GenBank gb|LC717976.11. B= Barki and AD=
Aboudeleik. The asterisks represent the similarity.

RH014693 .2 ACTEETTIGEACTTCATCCCTGEECTCCACCCTCTCCTEAGTTTETCCARGATGEACCAR 60
B S ACTTCATCCCTGGECTCCACCCTCTCCTEAGTTTETCCARGATGEACCAR 60
AD ACTGEETTTGEACTTCATCCCTGEGCTCCACCCTCTCCTEASTTTOTCCARGAT GEACCRS 60
E R R AR E R R R E A A E R A I A FF A I A FF A A I ET R AR I ETFA I A FFA I ETFA AT TR AT AT TS S
RH014653.3 ACATTGGCAATCTACCARCAGATCCTCGCCAGTCTGCCT TOCAGARATETEATCCARATA 120
B ACATTEGCGATCTACCARCAGATCCTCGCCAGTCTGCCT TCCAGARATGTEATCCARATA 120
AD ACATTGGCAATCTACCARCAGATCCTCGACAGTCTGCCT TCCAGARATGTEATCCARATR 120
FExExFAFEEFTF AEFF A I ETFF I A FFA I AFFF FEFFAFEFEr I AEFFEr I A ETFIF AT A I A E LR
RHO14693.2 TCTRATGACCTGGAGAACCTCCGEEACCTTCTCCACCTGCTGGCCEGCCTCCARGRAGCTEC 180
B TCTRATGACCTGGAGAACCTCCGEEACCTTCTCCACCTGCTGGCCEGCCTCCARGRAGCTEC 180
AD TCTRAATGACCTGEAGARCCTCCGEEACCT TCTCCACC TGO TGECCECCTOCARGAGCTEC 150
E R R AR E R R R E A A E R A I A FF A I A FF A A I ET R AR I ETFA I A FFA I ETFA AT TR AT AT TS S
BHO14653 .32 CCCTTECCECAGETCAGGECCCTEEAGRGCTTGEAGAGCCTGGECETCETCCTEREARGCC 240
B CCCTTECCECAGETCAGGECCCTEEAGREC TTGEAGAGCCTGEECETCETCCTEEARGOC 240
AD CCCTTACCECAGETCAGGECCCTGEAGRGC TTGEAGAGCCTEGECETCETCOTERARGOC 240
*ExEFh FERFAEFFF A I ETFF I A FFAI I A FF A A I T A I T I F AT I I AT A AT A I A EF AL A
RHO14693.2 TCCCTCTACTCCACCEAGETEGTGECCCTRAGCCEGCTACAGGEETCTCTACAGRACATE 300
B TCCCTCTACTCCACCEAGETBET EECCCTRAGCCEGCTACAGGEETCTCTACAGREACATE 300
AD TCCCTCTACTCCACCEAGETGET EECCCTRAGCCEGCTACAGGEETCTCTACAGREACATE 300
E R S XL L2 2 R S 2 Ll Rl LR L Ll L R R Rl R L LR EEERESE LS X2 2]
RH014693 .2 TTGECRECAGCTGEACCTCARCCCTEEGTECTGARECCT T GARGECCTCTCTTCCCARRET 360
B TTECGEECAGCTEEACCTCAGCCCTEEGTECTGARGCCTTGARGECCTCTCTTCCCARAGT 360
AD TTGECAGCAGCTGEACCTCAGCCCTEEGTECTGARGCCTTGARGECCTCTCTTCCCARAGST 360

EFEHE FE A A A EEF A A E R A I A FF A I A FF A A I ET R AR I ETFA I A FFA I ETFA AT TR A I AT TS S

LAHD14653.2

AD CCAGEEARGRABACCTGAGCTITCTGEC TG ICTGCAGARGRGAGCCTATGTITGGECATCCTTIT 420
s L L T )

LHO14€22.2 432
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Figure S2. Representative DNA sequence alignment for a segment of CDS of LEP gene (432-bp) among Barki
and Aboudeleik lambs and reference sequence available in the GenBank gb| AH014693.21. B= Barki and AD=
Aboudeleik. The asterisks represent the similarity.
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M 02TSS58720.2 ATGEERGCTETITCTCCCICT TGCRGTGERAGAGARGRGTCACGCTGRCTIGIGTCCTICATT &0

E ATGEGERCCTETTTCTCCC T CT T ECRGTGERGAGRRGRGTCRCGCTGACTETETCCTCATT &0

LD ATGGERECTCTITCTCCCICTTGCRGTGERGAGARGRGTCACGRTGRCTGTIGTCCTCATT &0
B N

M 027858720.2 TRCRARTCR R GRCCCRECEEERCRGRAGACCACRCT OCRCRACRCEEGRCTTCCTCGEATTIC 120

E TACKRATCRAGAGACCERAGEEEEACRGREACCACGCT CCRCACACCERCTITCCTCGGRTTC 120

LD TACRARTCRCACRCCEREEEEERCRGREGRCCACRCTCCRCRCACEEACTTCCTCGEATTC 120
AkbkE bk bAd b E bbb bbb A b E bbbk Eb bbbl Shdd bbb bbb bbb sdh s

M 027358720.2 COCRCCARGAT GO TARCAGT GRAGRGECTCEERGEARGCRACGCETCTTACCGCAGTGRT 180

E CCCR AR CATCCTRARC AT GAR GG T CECRCERRECRRCECETETTACTGCRETERT 120

LD COCRCCARGAT GO TARCAGT GRAGRGECTCEERGEARGCRACGCETCTTACCGCAGTGRT 180
Ak kA kR AR AR AR R AR AR A AR R R AR A AR R R AR AR ER Ak Rk Rk

XM 027358720.2 CAGCTGEAGRAGATGECCITTITCCRACT GORT GEAGCAGET CERCARGTGCTTICTGGRA 240

E CAGCTGCAGRACATCECCITT TTCCRCT O T CERAGEAGET CEACANGTCGCTTICTEERA 240

AD CAGCTGEAGRAGATGECCITTITCCRACT GORT GEAGCAGET CERCARGTGCTTICTGGRA 240
B

M 027588720.2 GARLCTTCCEETGARCARGATTCGRGATCTGERAARGA RCCACECARMGEAGCARCCCETCE 300

E GARLCTTCCGETGRACARAGRT TCGRGATCTGEARRGA ACCACECARMGERAGCARGCETE:G 300

LD GARLCTTCTICGETGARCARCGAT TCGRGATCTGERARGA RCCACECARMGEAGCARCCETCE 300
Ak Ehhd EAEAREA A FE A AR RN R AR AR RN R AR AR R R A SRR SRR

XM 027358720.2 TCACTCCCIGECCIGCAGERERCAGCRCOCGOCECCEET CAR AGCRACAGCGECOCCCGER 3e0

E TCRCTCCCTEGCCTECRGERERCRECRCCOGOCECCEETCARAECRCRGCGECOCCIGCR ]

LD TCACTCCCIGECCIGCAGERERCAGCRCCCGOCECCEET CARAGCRCAGCGECOCCCGCR 380

M 027588720.2
E
LD

B

GOCGRCGCCOCTEECACCECCTECGCCCTITGACCRCCGCRTCETCACGECCAGECR 416
GOCGARCECCCTGECRACCEOCTGCGCCCTITGACCACOGCATCGT CACGECCRGECA 4168
GCCGRCECOCTEECACCECCTECRCCCTTTGRCCRCOECRT ORI CROGECCAGECRA 418

e Y

Figure S3. Representative DNA sequence alignment for a segment of CDS of MYLK4 gene (416-bp) among Barki
and Aboudeleik lambs and reference sequence available in the GenBank gb|XM_027958720.21. B= Barki and
AD= Aboudeleik. The asterisks represent the similarity.

M _042245577.1 GETRRCRTT A ARG EGRRCTTOEEECT AT GARGARGECCTACGRGCTERGCETECT &0
B GETRRCATTCRCC ARG EERRCTTOGEECTGAT GARCRRGEOCTRACERGCTEACTETECT &0
LD GETARCATTCACCARCCECARCTTOGEECTGAT GRRCARCEOC TACCAGCTCAGCGTECT &0
B T
XM _082243577.1 CIGCEACTGEGRGATCECCCTCATCATCTTCARCARGCTCCRARCCECCTCTICCAGTAC 12
E CTECER T GRGATCECCCTCATCAT CTTCARCAGCTCC AR CCECCTCTTOCRETACET 120
LD CTECER T GRGATCECCCTCATCAT CTTCARCAGCTCC AR CCECCTCTTOCRETACET 120
ke e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e
M _042243577.1 CAGCRCOGACATGERCCGCET I TCTGARGTACRCEERCTACACCEAGCCTCRCGAGRE 180
E CRGCRCOCGACATGERCCGCET I TCTEARGTACRCEERCGTACACCEAGCCTCRACGRAGRG 180
AD CRGCRCCGACATGERCCGCGET I TCTEARGTACACRAGRCTACACCEAGCCTCACGRAGRAG 180
kA Rk ARk AR ARk R AR R AR Ak R R R e
¥M_042245577.1 COGCRCCRRCGCCGRCATCCTCGRERCRCTGRRGOEERGEEETCTEEECCTTGATGERCT 240
E COGCRC AR OGO RO AT T O RERCACTGRRCOCEREEEETCTEGEECCTTEATGEROT 240
AD COGCRCCRACGCCGRCATCCT CGAGRCACTGRRAGOGEAGEEETGTGEECCTI TGATGERCT 240
kA AR AR AR AR d AR AR AR AR AR AR AR AR R AR R AR A e
M 042245577.1 ORI e GO CAGACERGEEECTT RGO CAGERAGRCRR LT GOECREECTEECREE aoa
E ORI e GO CAGACERGEEECTT RGO CAGERAGRCRR LT GOECREECTEECREE aoa
ED CERGCTEERECCAGROEREEEECTTRACEEECCAGERGRERAGCTROEERGECTEEERESE 300
Ak ARk ARk Ak R ARk R R R AR AR Ak R ARk R AR R AR AR A
M _042243577.1 TEATGEEEETERCCCAECCTT ZCCCCEECCCCEECTCTATCOCGCRECCCCCACTATGOT 380
B TEATGEEEETERCCCAZCCTTGCCCCEECCCCEECTCTATCCOCGCAGCCCCCACTATGOT 3ed
LD TEATEEEEETEACCCAGCCTTGCCOCEECOCOEECTCTATCOCGCRECCCCCRCTRATECT el

ke e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e

CAGCCCAGACATGETATATCEEECRCTECCCCCACCRAECCTCTGRACCCRCTGGRCTTEE
CAGCCCRAGARCATGETATATGEEECACTECOCCCCACCRGCCTCTGRRCCCRCTGEACTTES
CRGCCCRGRCATGETATATGEEECRCTEGOCCCCACCRGCCTGTGRRCCCRCTGERCTTE:

B g

M _042245577.1 GERE 424

B GERE 424

AD GERE 424
ke e ke



Figure S4. Representative DNA sequence alignment for a segment of CDS of MEF2B gene (424-bp) among Barki
and Aboudeleik lambs and reference sequence available in the GenBank gb|XM_042249577.11. B= Barki and
AD= Aboudeleik. The asterisks represent the similarity.

MM O001005402_2 ITEECEATEGCCATOCEACCTGEACR ATCCCCAGEAGOCCCGECCEERCGCEACCECCEECOCCE el

=] TEECATGCCATCERACCTCGEACAATCCCCAGEGAGCCCOEGECCEERAECCAGCECCEECCCCE &0

AD IGEGRTGCCATCGRCCTGGRCARTCCCCRAGERGOCCCCGECCEERACCCAGCGCCGECCCCE &0
e e e e e b e e ke e e e e e e e e e e e e e e ok e e ke e e e e e e e e e e ke ke e e ke e b A

MM O001005402_2 TOECCEACCECOCCECACGACCACCCCTCCCTCCTGAACACCCCAGOCACCGTECCACECGEE 1z0

=] TCGCCEACCECCCEECACGACCAGCCCTCCCTCCTGAACACCCCAGCCACGTGCCAGCGE iz0

AD TCOGCCEACCECCCGECACGRCCAGCCCTICCCTICCIGRRCRACCCCAGOCRCGTGCCRAGECGE 120

e e e e ke e ke e e ke e e e e e o ke e ok e e e ok ke e e e ke e e e e ke e ok e e ke e e e e e o e e e e

M 001009402_2 ITGCCEAGCCET CAGEEEGRRACCTTCEETIGACCCTACGCITIGEECTGERATATCCCCOECE iao
B ITGCCGARGCCG I CGEEEERAACCTICGETGACCCTAGCITIGGGCTIGGRATATCCCCGEOG 180
AD TITCCCEAGCCET CREEEERAR M CCTTCEETCRCCCTRECTTICGEECTEERATATCCCCECE i80
B I
HM 001009402_2 ITCCCAGAR R CCCRCACTCGGACTI CCARCGCAGEETCARACGEACATGECEGECTEGEATCC 2490
B ITCCCAGARARCGEAGRCTCGGAGTTCGARGCAGGCIGRARCGGACATGECGEGECTGGRATCC 240
AD TTCCCACA R CECRCACTCCCRCTTCCARCCAGECTCARCECACATCECEEECTICGERATCC 249
e e e e e e e e e e e e e e e R e e e e R e e e e e e R e e e R e e
MM 001009402.2 AGGCCCAGCAGCTICGCAGECAGATGCCCTIGCGCCACGATGCAGETEGCTATACGEECAGCACT 300
B RAGGCCCAGCAGCTGCAGGGAGATGCCCTGCGCCAGATGCAGGCIGCTATACGEECAGCARCT 300
AD ACCCCCAGCRGCICCACCEACATECCCTICCECCACATCCAGCTICCTATACCEECAGCACT 300
e sl e el sl vl e e e e e ke ke ke e e el ol e il o ol el el e skl e i el s ke ke ke o ol e il ol e e ol ol e ol e e e
MM 0010095402.2 IO CCAT CGAGETCCGECART IACT I GECECAGTIGGATIGAGAGCCAGCCGIGEGGATGCCA 3€0
B TCCCCATCERAGETCCEECATIACTIGECECACTEEATTGAGAGCCAGCCETEGEATECCR 3€0
AD TCCCCAT CEAGETCCGECATTACTTGECGCAGTGEATTGAGAGCCAGCCETEGEGATECCA 360
e sl e el sl e S e e ke e ke e el o vl e e ol ol el e Sk e el e e ol ek ol il ol e ol ke e e ol e
MM _001005402.2 ICGRCC I GGACAART CCCCAGGACCGGGCCCAGEICACCCAGCTCCTIGGRAGGECCTIGGTIGT 420
B TCGRCCTGEACRATCCCCRAGERCCEEECCCACGETCACCCAGSCICCTEERGEECCTEETES 2z0
AD TCGRCCTGGACRATCCCCAGGACCGEECCCAGETCACCCAGCTCCTGEREGECCTGETIGEC 4z0
e sl el el e Sk e e e e el o e e o ol e e el Sk e e el e ke ol sk ok ol il ol e ol ke e e ol S
MM_001005402.2 AGGRGT I GCARARRGRAGGECAGAGCACCAAG I CGECEEGAAGRCGEEGTICCTACTGRAAGATCR 480
B ACCACTIGCARR G ACCCACRGCACCARCTCEECERAACACECETTICCTACTGRAGRETCR 2290
AD AGGRAGITIGCAARRAGARAGGCAGAGCACCARGICGGGGAAGACGGGTICCTACTGRAGATCA 480
e e el e e ke e el s e ol el o ol e e el Sk e el e o ol ke ok o e i ol e ol ke e e e e
M 001005402.2 AFCTIGEEECACTACGTICCACGTCAGCTCCAGAACACGTACGACCGCTGOCCCATGGAGCT 540
E AT CEEEECACTACETCCACETCACCTCCACRACACCTACGACCECTECCCCATECRAECT £40
AD AGCIGGEECACTACGICCACGTCAGCTCCAGARACACGTACGACCGCTGCCCCATGGAGCT 540

e ke e ke e o e o o e e e o e e e e e e e e e e e e ke e e e e ke e e e ke e e ke ke e e e e e e e e e

NM_ O001003402_2 T TCECECTGCATTCECCRACATICT CTACARTCRRCRACRCGECTCETCCCGRAGRACCCRACCR [{ala]
B GETITIGCGCIGCATICGOCACATICTGTACAATGAACAGAGEGCTGEICCGAGARGCCARCCA 200
AD CETTECECTCCATTCECCACATTICTCTACRAATCRAACRACGRCECTGETCCCGAGRACGCCRCCE E00
M4 _001005402.2 ATGGTAATICITCICGCTGEGEATCCTGCITGATGCCATGTICCCRG &€44
E ATGCIARATTICITCTIGCTGEEATCCTGETITCGATECCATETCCCRAG ed44
AD ATGCCIAATTICITCICCTGEEATCCTCCITGATCCCATETICCCAG €44

e e e e e e o e e e e e e e e e ke ke e ke

Figure S5. Representative DNA sequence alignment for a segment of CDS of STAT5A gene (644-bp) among Barki
and Aboudeleik lambs and reference sequence available in the GenBank gb |NM_001009402.21. B= Barki and
AD= Aboudeleik. The asterisks represent the similarity.



HRE_00€061143 .1 GEEARGTEEETECTEEERGCCCCACECCTTICTT TEREEECOOEEERT [={e)

B S ER AT T O T e CC RO CTITCTITICAGEEOCOEEERRITS [=1s]

LD ITARA AT CEEA R TEEET e T EAGCCOCACGCCTTCTT TEACEECCOEGEARCTE e
B

HE 006058114351 GRECTEEETCARGCRAGTCICTCAGET TEEET TTCOOCCARCCRSOCAECCRAGECREGECRER 1z0

B GRGCTEEETCARGCRAGTCICTGRGET TEGEST TTCOCCCARCC CCRCGCCAGEORGECRG 1z0

D GRGCTEEET CARGC AT CIC I AT TEECT TT O C AR CC RGO RGO CRACECRGECTAGR iza
ke ke ke oA el ek ek e e e ke A ke e ke R ke e el e ke e e e ke

HB 0O0€051143 .1 ARG T TCTCRCTCACC AT TEEOC TG TCT OO OO AT GERGOCCOCCCTECTTCTR 180

B ARGERERCEETETCTCRGTGRGECRCT TEECCTSTCTCCCCATSERGOCCCCCTECTT 180

ED EAGERGRCEETCGTCTCAGTGACGCACT TEECCTSTCTI CCCCATSERGOCOCCCTECTTOT 180
e ke e el e ek ke e e e ke e e e ke e e e ke e e ol e e e ke e e ke e e e ke o ke e e ke

HR_O0s0s1143 .1 ITECCTICICT AR AL CTCCATCAGCCATCTACTTAGTATCACATCEEECTICEGRARGCORG 240

B ITECCTICTICTARRRCCTCCATCAGCCATCTRACTTAGTATCRGATSEEECTIGEEERECRG 240
ITECCTICTICTAR AL CCTCCATCAGCCATCTRACTTAGTATCRGATSEEECTIGEERARGERG 240
e e ke e b e e ke ke e oA e e e e e e ke oA e e ke e e e ke oA e e ke e e ke e ke e ke e ke

HR O0s0&1143 .1 GOCACECETCRGOCTETEEEOCCACEEEARRCOCRCEE. CTGCAGRLTTCRCCTGEEOCC 300

=] GOCARCGCETCRCOCTETEEECCCAGEEEARRCOC G 300
GOCACGCETCRCOCTETEEEOCCAGEEEARRCOCREE. TECACRATTCRACCTEEGOCCHR 300
e e ke e b e e ke ke oA e e e e e ke oA e e ke e e e ke oA e e e e e ke e e e e o e ke e e

HR O0s0e1143 .1 GO TCCCAT I TCCTGATGOCTT TEACACCT CECCACEACACERCACCACCEERCCEERE as0

=] G TCCCAT I TCCT AT O CTT TEACACCT CECCACEACACEACACCACCEEACCEERR =X i)
GCTITCCCATC I TCCTGATCCC T TEACACCT CEOC AR CACERCACCRCCEERCCEERE 3e0

L e L g e T A e s

HRE_00€061143 .1 TR TETEECCT GRAGEFECAGRRCT I COAGEERGEARCTEERARGRARCTTTEOCCTEGETTC 4z0
B IR T T T A AGA LTI oA AR CTEEA AR RCTTTEOCCTEETTC 420
LD TR T T T ARG AR AT T O ACCEAC AR CTEERACR ACTTTCOCCTGETTC 420

e e e e o e ol e e ke o e e ok e o e ok e ok e o e o e e o e o e o e ok e o e o e o e e e e

HE 006058114351 COCTCTI TROSAERCECR AGTRACTCSACEARAGECRCCCTEOCCAGCCTERACGRBRGETTCRACC 480
=] CoC T I TRACCACAT O A ARG T ACT CERCARRGECRCCCT GO CAGCCTGRACRRGTITCRCCT 480
D COCTCTITACEACARCECA ACTACT O ACARACECACCCTGCCCAGOCTERACRRCTTCACT 420

L B B B B N L e PV g St P g e N P Spe T P N FR A N B A e A A

HE 006058114351 TERAGECACTTCRCORGEE 458
B TERAGECACTTCRCORGEE 458
ED TEREECRACTTCRCRGE 458

e e e ke e e e el e

Figure S6. Representative DNA sequence alignment for a segment of CDS of TRPV1 gene (496-bp) among Barki
and Aboudeleik lambs and reference sequence available in the GenBank gb|XR_006061143.11. B=Barki and AD=
Aboudeleik. The asterisks represent the similarity.
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XM 004018854.5 CTECTTCECCTTATATARRCTERTTECEEECACRCRECCET TCTCTCERETCRCCCCCRE &0
B GTECTICECCTTAT AT AR R CT AT TECEEECACRCRGCCET TCTCTCRRETCRCCCCCGE el
AD GTECTICECCTTAT AT AR R CT AT TECEEECACRCRGCCET TCTCTCRRETCRCCCCCGE el

L e T

M 004015854.5 AT IO TG IGE ORI GAGCC A AR GCCRTTCOCTGCTCEET CTICICTARTA 120
B AT IO TG IGE ORI CAGCC A AR GCCRTTCOCTGCTCEET CTICICTACTR 120
AD AT IO TG IGE ORI GAGCC A AR GCCRTTCOCTGCTCEET CTICICTARTA 120

L TR T

M 004015854.5 TG GRTTCTTAT OO TGRRGATCOCT GAGCAR T CORCC AT GEREREEACCREETERR 1g0
B TG GRTTCTTAT OO TGRRGATCOCT GAGCAR T CORCC AT GEREREEACCREETERR 1g0
AD TG GRTTCTTAT OO TGRRGATCOCT GAGCAR T CORCC AT GEREREEACCREETERR 1g0

R e

M 004015854.5 GRCRTTTECCTTCCRGECREARRTTEOCCRRCTCATCTCTCTIRTTATCRARCRCCTICIR 240
B GRCRTTTECCTTCCRGECREARRTTEOCCRRCTCATCTCTCTIRTTATCARTRACCTICTA 240
AD GRCRTTTECCTTCCRGECREARRTTEOCCRRCTCATCTCTCTIRTTATCRARCRCCTICIR 240

L L T T T

M 004015854.5 ITCCRR R R AR TTTTICT TCEE AT TEATCAGTARTECTTCTGAT CLCTIGGACRR aono
B ITCCRR R R AR TTTTICT TCEE AT TEATCAGTARTECTTCTGAT CLCTIGGACRR aono
AD ITCCRR R R AR TTTTICT TCEE AT TEATCAGTARTECTTCTGAT CLCTIGGACRR aono

L e T

M 004018854.5 GATTCGCTATGA A CCCTGRCAGRCCCTTCTARATTGEACACTGETARLCRCCTCRARAT aed
E GATTCGCTATGA A CCCTGRCAGRCCCTTCTARATTGEACACTGETARLCRCCTCRARAT aed
AD GATTCGCTATGA A CCCTGRCAGRCCCTTCTARATTGEACACTGETARLCRCCTCRARAT aed

R e L TR R

M 004015854.5 AR T AT OO ERR T O CCRCERCCETRCTCTGAC T O GETAGRCRCEEEORTTGECRT £20
B AR T AT OO ERR T O CCRCERCCETRCTCTGAC T O GETAGRCRCEEEORTTGECRT £20
AD AR T AT OO ERR T O CCRCERCCETRCTCTGAC T O GETAGRCRCEEEORTTGECRT £20

L e T

M 004015854.5 CRCCRR R O R TCTICT AR A TR TT T AR CCRTTECCARGTCTCECACTARAGCATT 420
B CRCCRR R O R TCTIGT AR A TR TT T AR CCRTTECCARGTCTCECACTARAGCETT 420
ED CRCCRR N ECTEATCTICTAR A TR TTTEEEARCCATTECCARGTCTCECACTARAGCATT 480

A AR R A R AR R AR R AN RN AN SRR AN SR E AR RS AN SRS AR SRS kS

M 004018854.5 TATGEAGECTCITCAGGCTGETGCAGRCATCTCCATCATTGEECAE 526
E TATGEAGECTCITCAGGCTGETGCAGRCATCTCCATCATTGEECAE 526
AD TATGEAGECTCITCAGGCTGETGCAGRCATCTCCATCATTGEECAE 526

R e R T

Figure S7. Representative DNA sequence alignment for a segment of CDS of HSP90AB1 gene (526-bp) among
Barki and Aboudeleik lambs and reference sequence available in the GenBank gb|XM_004018854.51. B= Barki
and AD= Aboudeleik. The asterisks represent the similarity.



M 02797 T443.2 ACTGECGEGAGCCTAGEGCGACGECAGAGCAGCGATGFAGATCCCAGTGCCTEFIGCAGCCGETC &0
B ACTECEEAGCCTAGSECERCEECAGRGECASGATEERACGATCCCAGTGCCTIGIGCRAGCOETC (=]
AD ACTGCGGAGCCTAGEEOGACEGCAGAGCCASCATCGAGATCCCAGTGCCTGTGCAGCOGTC =]
e e s e e e e ko e ol e e e e el o e ol e o e e e o o e o e e o e e e e e
XM 027977443 .2 ITGECIGCECCECECCTOEECCCCTITGCCIGEECIGTCEECICCOGEECECCTICITCORR izo0
B ITGECIGCECOECECCTORECCCCTITGCCIGEECIGTOFECICCOGEECECCTCTITOGR izo0
aAD ITeeCT CCeCCeCeCCTORECCCOT T TeCCTCeaCTCTOCECTCOCEEECCoCTCTTCRR 120
e el e e e el e e e e e el el el e e e e el el e e e e e bl e e el e e e el B
M _02TITTE43 .2 CCARGCECTITCOGECERGEEECIGCTGGRGECCERAGCIGECTGOECTCTECCCTECCGIECT 180
B CCAGCGCTTCGGCEAGEGECTIGCTEEAGGCCGAGCTGECTGCECTCTGOCCTGOCGOGCT 120
AD CCACCECTTCGECERAGEEECIGCTCERAGECCCACTICGECTGOECTCTESCCCTESCCGOECT & K-1]
e e e e e e el e e o e e e e e e e e e e ek e e e e e o e e o e e e e e ke
3_0279TTE43.2 GGCCCCCTACTIACCTGCGOFCACCCAGCETGECECIGCCTACCGCCCAGETATCTACCGA 240
B CECOCCCTACTACCTEOGOECACCCACCETCCCECT CCCTACCCCOCACETATCTACCCER 240
AD GECCCCCTACTACCTGOGOGCACCCAGCETGECECTIGCCTACCGCCCAGSTATCTACCGR 240
e
XM 027977443 .2 CCCOGEECATITCTCEGTGCIGCTGEATCTCAARCACTTICTCACCCGAGERAATTGCCGT 300
B COCCEEECATITCTICGETECIGCTGGATETGARRCECTTICTICACCCCRAGCRRATTGOCET 300
AD CCCOEGECAT ITCTCGGTGCIGCTGGATGTGAARCACTICTICACCCGAGERAAATTGCCGT 300
e e e e e e e e e A e S e e e e e e o e e e e e el e B e e e
XM 027977443 2 CRAACCTECTITECTCACCACCEICGARGTICATECECETCACGRACCAGCGOCCECATGACCR 380
B CARAGGIGGTITGETIGARCCACGIGEGAARGTTCATGOGCETCACGARGEGREGOGCCCEEAT GRGCR 360
AD R ACCTECTI TG TCACCACEICEARGTICATECECETCACGRACEAGCGOCCEGATGRAGCR 360
e e e e el e e e e el el el e e il e ol el e el e e el el el e e e el B
M _02TITTL43 .2 CEGRTRCATTGCGCECGAGTICCACCECCECTACCECTTGCCECCIGETGIGERCCCTES 4zo
B CEGATACATTIGCGECECGAGTICCACCGCCECTACCGCTIGCOGCCTIGGICIGERACCCTGS 420
aAD CeEATACATTGCECECEACTTCCACCECCECTACCECTTEOCECCTEETETICEACOCTES aza
e e e e e el e e o e e oo e e e e o o e o e e e e o e e ok e e e e e e
X_O02TITTE43.2 GGCCGIGACGICIGCGCIGICCCCIGAGEFCGTIOCITICCATCCAGGCOFCACCTGOGCT 420
B CeCCCTCACCTCTICCGCTETCOCCTEACCECETOC T TTCCATCCACCCOSCACCTEOECT EE-1a]
AD GGCCOEIGACGICTGCGCTGICCCCTGRGGECGTOCTITICCATCCAGGUOGECRCCTGCGCT 280
e e s e e e kel ko e e e o el o o e e o e e o e o e ol e ok e e e e e o
M 0278774432 GeCCCACECCCCACTECAGTOCCCECOCEEECCEECTECCRARAGTAGCEECTCAGCECACAT 540
B GECCCAGGCCCCACTGCAGTOGCCECOCGEEGECGECTGCCRAAGTAGGECTCAGGECACAC 540
D GECCCACGECCCCACTGCAGTCGCCECOCEEEECEECTGCCRAGTACCGECTCAGCECRACRC 540
Ak hEh bbb bbb A b e bR R bbb b e e ERd R R b b R R R AR R R R R AR e
XM 0275774432 CTGRARCCCTGEGEAGCCECCTCAGCECOCCOGCCCITTCARRGCOCROCTGRACTCCGOCCR &00
B CIGRACCCIGEEAGCCGCCICAGCECOCCCECCCITTICARAGCOGACCTIGACTCCGOCCR €00
AD CIGRRCCCIGGEAGOCECCTICAGCECOCCOGCCCITICARRGCOGROCTGRCTCCGOCCR €00

T T T T or oy e e

MM 027977443.2 GCCAGETGTCCOCAGCECGCEGCCARACACTR &30
B GCCRGETGTICCCCRGCECEGCECCARGRCTR &30
AD GOCAGEGTGTCCOCAGCECGCECCRRGACTA &30

B O T T Y

Figure S8. Representative DNA sequence alignment for a segment of CDS of HSPB6 gene (630-bp) among Barki
and Aboudeleik lambs and reference sequence available in the GenBank gb|XM_027977443.2|. B= Barki and
AD= Aboudeleik. The asterisks represent the similarity.

XM 0275733702 GO T ITI GG TECTRC ST OO T oCTCTCCCETCTCECCCEETATZERTCTGOCICE &0

B GECCICTCITIGCGETTGCTACCTCCTCCTCTCCCGTCTCGOCCEETATGEATCTEICCE =14

D GECCICTCITIGCGETTGCTACCTCCTCCTCTCCCGTCTCGOCCEETATGEATCTEICCE =14
Ak bk E bk bbb E bk A b E bk A bE b s A bbb s b kS bbb b bbb bbb bE bbbk s

XM 0275973370.2 TEEE OOt A RO T OO TTCCTGRCCARCCTETEGRITC 120

E TEEE OOt A RO T OO TTCCTGRCCARCCTETEGRITC 120

LD T e R R R CE T OGO TTC CTERCCARECTETEEROTC 120
Ak bk E bk bbb E bk A b E bk A bE b s A bbb s b kS bbb b bbb bbb bE bbbk s

M 0275733702 TOETEACGRCCCGERCACCGRCCCGCTCATCTGETEEACCOCGRAGOGGEARCAECTTCC 180

B TOETEAECEACCCEERCACGERACECGCTCATCTGETEERACCOCGAGOGEERARACRAGCTTCC 120

AD IO T A EAC O ACACCEACECECTCATCT T EERCCOCGAGOEEARRCRECTTCC 120
kA hkE bbbk Eh kA bE bk A b E b S A hE b s bbbk d bbb bEhEddr bk E bk s

XM 0275973370.2 AT R T R A e OO AT T T O C A R A TEC TECCCARCTACTTC AR CCRCRECR 240

E AT T EEACCACEGOC AT T T A RCCAEETECTECCCARGTACTTCARGCACRECA 240

D AOGTECTEEACCAGEEOCRCTTTEGCCARGEREETCCTGCCCARGTRACTTCARGCACRGCR 240
e o ke ol ke e o e ool e o e e e o e e e o e e o e o e e e e e e e o e e e e o e o

HM 0275733702 ACATGECTAGCT T TECEECAGCTCARCATETATGECTTCOGGARGETEETCCACATCS 300

B ACATGEECTACCTTCCTECEECAGCTCARCATETATGECTTCCAGARCETEGETCCACATCS 300

AD AR T T ACC I T T CAGCTC R ACA TETATGECITCOEEARCETEETCCRCATCE 300
Ak bk E bbb E bk A b E bk A bE b s A hE b s b kS bbbk S bbb Edhs: bk be bbb ks

XM 0275973370.2 A R T T T AR GO AR C R CCC AR C RO CRCTTCCACCACCOETECTTICC 30

B AECRGEETEECCTEETCARGCCRAGRAGRGEEROGRCACCGAGTTCCRAGCRCCOGTGCTTCC 3ad

D AECRGEETEECCTEETCARGCCCAGAGRAGEEROGRCACCGAGTTCCRAECACCOGTGCTTCC 3ed
A A R A R A R A AR R R A R R AR R AR AR R AR AN E A E AR E AT AN EAE AL E NSRS S

XM 0275973370.2 TR R R R T e T oA RO R TC AR CRCE R R A CTCRCCACCETETCCRITC 420

B TECEAGECCAGEAGCRCECTCCTCGAGRRCATCARCRGERARAETGACCAGCEGTEGTCCACTC 420

AD TR AR T C T EAGR ACA TCARCACER R ACTEACCACTGTETCCRCTC az2d
kA hkE bbbk Eh kA bE bk A b E b S A hE b s bbbk d bbb bEhEddr bk E bk s

XM 0275973370.2 AT AT AR e R O R O E R G A T ACTCC AR ECTECTCECCATC AR CCATCRACE 480

B AECTEATGRAGEEEGARCCRCEAGRCCATEERCTCC AR GCTECTGECCATERARGCAT AR 420

D AECTEATGRAGEEEGARCCRCEAGRCCATEERCTCC ARG TECTGECCATGRARGCAT AR 420

B kL



Figure S9. Representative DNA sequence alignment for a segment of CDS of HSF1 gene (480-bp) among Barki
and Aboudeleik lambs and reference sequence available in the GenBank gb|XM_027973370.21. B= Barki and
AD= Aboudeleik. The asterisks represent the similarity.

XM 042238340.1 GRRTARCGGACECRAGRECCOCTICATTARCTGCTARARRCTCTACTCCACGAATCTGARC &0

E GRATARCGGACECRGACCCOCTICATTARCTGCTARARRCTCTACTCCACGRAATCTGARC &0

LD GRRTARCEGACECRGRECCOCTICATTARCTGCTARARRCTCTACTGCACGARTGTGARD &0
e e e e e e e e e e e e e e e o e e

XM 042238340.1 GATCCC R CGCCACEGCCCICT ACCTGACGRGETTCAGCGAGEGETIGTGCCICTICCRACCGAGE 120

B GATCCC A CGCCACEGCCCICTACCTGAGRGETTCAGCGAGCGETIGTGCCICTICCRCCGAGE 120

LD GATCCCRACGCCACEGCCCICT ACCTGACGRGETTCAGCGAGCGETIGTGCCICTICCRCCGACE 120
e e e e e e e e e e e e ol e e e e e b

XM 042238340.1 AGATTGGCCRRGATATARTTCAGRGCCTGTICCTRACCCGRGCCCCAGCGCCTTCRCCRTICR 180

B AGATTGGCCRRGATATARTTCAGAGCCTGTCCTACCCGRGCCCCAGCGCCTTCRCCETICA 180

AD AGATTGGCCRRGATATARTTCAGAGCCTGTCCTACCCGRGCCCCAGCGCCTTCRCCATCA 180
R A A A B A A R A A R T NPT RE AP AR ST AP A SRS RPR AA P AR

XM 042238340.1 CGCGEEEATITGEGEACACCCAGRAACCCARTATTGEGACTCAGGGACGEGCCAGEETIGCET 240

B CGCGEEEATITGEGEACACCCAGARACCCARTATTGGGACTCAGGGACGEGCCAGEETIGCET 240

BD CGCGEEEATITGEGEACACCCAGAACCCARTATTGGGACTCAGGGACGEGCCAGEETIGCET 240
A A YA S N AR A A AP R P TR AP P S RpAp A e SR PR

M 042238340.1 TCCCGRGECCGATCCARRCEETCACCCCCACTGECTGEGACCCTGRCACTCCGGCGAAGE 300

B TCCCCAGECCGATCCARRCEETCACCCCCACTGERCTGEEACCCTCACACTCCGGCGARGE 300

AD TCCCGAGECCGATCCARRCEETCACCCCCACTGERCTGEEACCCTCACACTCCGGCGARGE 300
R A S B R A A R AR R AT R R AR RPN AP PR

XM 042238340.1 ACCRAGACTCAATGCCGCCCGAGAGRAGCGRACTGCTICAGACTGRACTCGCCGCAGACCR 380

B ACCRAGACTCRAATGCCGCCCGAGAGRAGCGRACTGCTICAGACTGRACTCGCCGCAGRCCR 380

AD ACCRRGACTCRATGCCGCCGGAGAGRAGCGRACTGTTTICAGACTGRCTCGCCGCRAGRCCR 380
WA hE A bbb bbb AN BB LB BN hE Bhhb A b AN AR b

M 042238340.1 ACGGERAGAAGCGGECCCEEECGEACCCACCARACCCACACCCTCAGRARCCACCACTCGCRG 420

B ACGERAGAAGCGECCCEEECGEACCCACCARACCCACACCCTCAGRARCCACCACTCGCRG 420

AD ACGGRAGRAGCGGCCCEEECGEACCCACCARACCCACACCCTCAGRARCCACCACTGCRG 420

e

XM 042238340.1 AGGETGICIGIGECCTICGEACTCCCATARGCCACCGATGCTETARRARGCCTACCCTGET 420

B AGGETGICIGIGECCTICGEACTCCCATARGCCACCGATGCTETARRARGCCTACCCTGET 420

AD AGGETGTCIGTIGECCTICGEACTCCCATARCGCCACCGCTGCTCTARRRARGCCTRCCCTGCT 420
hhkdbkdhbdbah bbbt bbb A b A b E A e b b Ed AhEhbddhE e bR R EA kS

M 042238340.1 CITIGAAGGGCAGCAATTTARACCTACCACGACGCARAGTGTCTIGCAACCACCGACCRATTC 540

E CTITIGRRGEECRGCRRTTTAR R CCTRACCRCRGCAR R CTETICTGCARCCRCCEACCRRTTIC §40

RD CITIGARGECTRAGCRATTTARACCTACCACGACCARACTCTCTGCRARCCRACCCGACCRATTC 540

B T -k L b E kR T e o S Sp A S S oy

Figure S10. Representative DNA sequence alignment for a segment of CDS of ST1P1 gene (540-bp) among Barki
and Aboudeleik lambs and reference sequence available in the GenBank gb|XM_042238340.11. B= Barki and
AD= Aboudeleik. The asterisks represent the similarity.



KP325220.1 CCTGCETGRT ACAT GGARGT GATCT GAAGEACAT GACT CCCGAGCARCT COATGACATTT af
B CCTGCeT AT ACAT GGARGT GATCTARAGEACAT GACT CCCGAGCARCT GOATGACATTT af
AD CCTGCeTGRT GCAT GRARGT GATCTRARGEACAT GACT CCCGAGCARCT AGATEACATTT a0

FEERFRERERRERIRR IR RRAIRRAIERRIERERLRFREAFAE FEREIAREEAAEE

KP325220.1 TGAACTAC AR GaAGATTRTGT TCGCCAGGACCTCTCCGCAGCARRAGCTCATCATTC 120
B TGARCTAC A CACGERGATTRTGT TCGCCAGGACCTCTCCGCAGCAGRAGCTCATCATTC 120
Al TGAACTAC A CACGEAGATTRTGT TCGCCAGGATCTCTCCGCAGCAGRAGCTCATCATTR 120

FE R R R R R R R R R R R R R R AR R R AR E R AR AR R AR R R AR AR A RARERARE R F

KP323220.1 TGoGARGGCTECCAGAGACAGRTCRCACACAGCTAGGECGEGCTCTTICAGACECTGCTR 180
B TGGARGGCTECCAGAGACAGETTGECACACAGCTGGGECGEECTCTTICAGACECTGCTG 180
Al TGGARGGCTECCAGAGACAGRTCEECACACAGCTGRGECEEECTCTTTCAGACECTGCTR 180

FEERFTEERFFREIRRERTREE AR R R ARERERERERERFREAF AR RRARERA AR R

KP325220.1 GOCTGECCTCAGT T AGACARARAGCAACECARCAGTGCTGEARACCT CAGCCAGCTAGE 240
B GOCTGECCTCAGT CTAGACARALACCAACECARCAGTGCTREARACCTCAGCCAGCTAGT 240
AD GCCTGECCTCAGT T AGACARA LA GO AR CEC AR AGTGCTRERRACCTEAGCCAGCTAGT 240

e P R s e R L e e bR L e R R LT

KP325220.1 GCCTCTCTGICTCARTACACATGEECCAGTARGARGCTCCAGECETAGRAGATEGTGAC 299
B GOCTCTICTGICTCAGTACACATGEECCACTARGRAGCTCCAGECRTAGRGGATECTGAC 299
Al GOCTCTICTGICTCAGTACACATGEECCACTARGRAGCTCCAGECRTAGRGGATECTGAC 299

PR R R R R AR R R R R AR AR AR R R AR F R AR AR AR AR R AR ER R R AR AR A EERES
Figure S11. Representative DNA sequence alignment for a segment of CDS of ATP1A1 gene (299-bp) among

Barki and Aboudeleik lambs and reference sequence available in the GenBank gb |KP325220.11. B= Barki and
AD= Aboudeleik. The asterisks represent the similarity.
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Figure S12. Representative amino acid sequence alignment of CAST gene (354-bp) among Barki and Aboudeleik
lambs and reference sequence available in the GenBank gb|LC717976.11. B= Barki and AD= Aboudeleik. The

asterisks represent the similarity.
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Figure S13. Representative amino acid sequence alignment of LEP gene (432-bp) among Barki and Aboudeleik
lambs and reference sequence available in the GenBank gb| AH014693.2|. B= Barki and AD= Aboudeleik. The
asterisks represent the similarity.
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Figure S14. Representative amino acid sequence alignment of MYLK4 gene (416-bp) among Barki and
Aboudeleik lambs and reference sequence available in the GenBank gb | XM_027958720.21. B= Barki and AD=

Aboudeleik. The asterisks represent the similarity.
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Figure S15. Representative amino acid sequence alignment of MEF2B gene (424-bp) among Barki and
Aboudeleik lambs and reference sequence available in the GenBank gb | XM_042249577.11. B= Barki and AD=

Aboudeleik. The asterisks represent the similarity.
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Figure S16. Representative amino acid sequence alignment of STAT5A gene (644-bp) among Barki and
Aboudeleik lambs and reference sequence available in the GenBank gb|NM_001009402.21. B= Barki and AD=

Aboudeleik. The asterisks represent the similarity.
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Figure S17. Representative amino acid sequence alignment of TRPVI gene (496-bp) among Barki and
Aboudeleik lambs and reference sequence available in the GenBank gb|XR_006061143.11. B= Barki and AD=

Aboudeleik. The asterisks represent the similarity.
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Figure $18. Representative amino acid sequence alignment of HSP90AB1 gene (526-bp) among Barki and
Aboudeleik lambs and reference sequence available in the GenBank gb|XM_004018854.51. B= Barki and AD=

Aboudeleik. The asterisks represent the similarity.
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Figure S19. Representative amino acid sequence alignment of HSPB6 gene (630-bp) among Barki and
Aboudeleik lambs and reference sequence available in the GenBank gb | XM_027977443.2|. B= Barki and AD=

Aboudeleik. The asterisks represent the similarity.
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Figure S20. Representative amino acid sequence alignment of HSF1 gene (480-bp) among Barki and Aboudeleik
lambs and reference sequence available in the GenBank gb|XM_027973370.21. B= Barki and AD= Aboudeleik.

The asterisks represent the similarity.
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Figure 521. Representative amino acid sequence alignment of ST1P1 gene (540-bp) among Barki and Aboudeleik
lambs and reference sequence available in the GenBank gb | XM_042238340.11. B= Barki and AD= Aboudeleik.

The asterisks represent the similarity.
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Figure S22. Representative amino acid sequence alignment of ATP1AI1 gene (299-bp) among Barki and
Aboudeleik lambs and reference sequence available in the GenBank gb|KP325220.1|. B= Barki and AD=
Aboudeleik. The asterisks represent the similarity.
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