HM O00SE82387.3 GEARCCECE R CCEET T AGCRER CCRGCAGRCETEACCCEEATEATCECEECCGECEOGECCT =i
H GEARCCECE R CCEET T AGCRER CCRGCAGRCETEACCCEEATEATCECEECCGECEOGECCT =i
O RO R OO T TR CRGR R R G TER OO EEAT GATEECEECCGEERIGECCT =14

ki ke e e ol e el e el e ke e e ol e e ol e e e e e ok e e e e e e bl e o ke e e e e e =

XM ODSEeB23e7. TR T T T T TG TRCTRCT GO CE O LR TEEEC T EEERCEEECREGEECZCOCET 120
H T i ot P T Tt B T 0 120
i AT T CCT IT G TR TACT OGO LR T e T EEACEEECRGEECTCOCET 120

ki ke e e il e W ke ok e ol e e e e e ok e e e e e e bl e o ke e e e e e =

HM O00SE82387.3 CEATCCAGCRCEECEACTTCACET TCCTECTCCCTEOEEEECEEAMGCAETETTTCTATC 120
H AT CCRGER LA CTTC AT T TR T OO CT O EEECEEARCCRETETTTCTATC 120
O CERTCCRGERCEEC R CTTC R T TC TR T OO CT O EEECEERRECRETETTTCTATC 120

ki ke e e ol e el e el e ke e e ol e e ol e e e e e ok e e e e e e bl e o ke e e e e e =

XM 005eBZ2387 .3 AT O e R R EC R R O CT T CACRCTERACTRCCRCCTEAT OEERAGETCITEEEC 240
H AT O e R R EC R R O CT T CACRCTERACTRCCRCCTEAT OEERAGETCITEEEC 240
O AT O e R R EC R R O CT T CACRCTERACTRCCRCCTEAT OEERAGETCITEEEC 240

ki ke el e e il e e el ke e e e ol e e bl e e ok o e e e e e bl e o ke e e e e e =

HM 00SEeB2387.3 TEEACETGEATTT ESI-TGSlaAFCCUTCﬂEuGlgIaETaCTGFTEEEC AETCCOECR 300
H TR T GERTITCRGT TR GR O CTC ARG T LT ECTEET ARG GRET ZCOECR = Tuli]
O TR T GEATITCRGT T CGRGR O CT ARG T GCTECTEET ARG GRET ZCOECR = Tuli]

ki ke e e e e bl el ke ke ke ol e ol e e e e e ok e e e e e e bl e o ke e e e e e =

XM 005eBZ2387 .3 el T A Tt T ] T Y e T A ) 3ed
H el T A Tt T ] T Y e T A ) 3ed
i AR e T T o R A e T e RO CR e GO EECACTACARCCTEICCTTIC 3l

ki ke e e e e el e e e ol e e o e e e e ey e e e e e e e e e e e el e e e e e o e e e o e e e e

XM 0DSEeBz2387. A AR T T T ARG R AT T O ARG R AT TG T ETTCTTT AR CTCATCTTTGACRECT 420
H AR T T T R G R A T T O ARG R AT TG T ETTCTTI AR CTCATCTTTGACRECT 420
O AR T T T R G R A T T O ARG R AT TG T ETTCTTI AR CTCATCTTTGACRECT 420

e e o e o e e R e

¥M 0DSEBzZ387.3 TR CRCEATERAGEREERCETCERACEECTEEECREREECTETECAGICTEREERAGERT 475
H T A A T A A e T O R G TEEECRCACECTCTECAGOCTERCECREAT 475
i T A Eh T A A e T O A G TEEECRCACECT TG CAGOCTERCECREAT 475

ki ke e e o e e ol e e e ol e e o o e e ol e e e e e o o e e e e e e e e e o e e e e o

Figure S1. TMED1 gene (475-bp) demonstrative DNA sequence alignment between healthy and di-
arrheal Baladi kids, together with the reference sequence found in GenBank (gb | XM 005682367.3).



XM 0056B2255.3 TR AT T e O EEA AT ERCTTRAR R CEEOCCECECECCROCECCCOCTOEECCT 0]

H TECRCRCCTECTEC O EERCCACTEACTTRAR R CEECCOGCECECCRCOGCCCOCTCEECCT &0

O TECRCRCCTECTEC O EERCCACTEACTTRAR R CEECCOGCECECCRCOGCCCOCTCEECCT &0
e e ke e e o o e e e R e B S o o e e o

XM 005eBZ2395.3 AT T TR G T OO T R T o TG CTICTOEE I C TGO CECTERATICT 120

H GO AT ECT TR G T oG TR T TG ECCTICTOEECC TGO CECTERATCCT 1240

O GO AT ECT TR G T oG TR T TG ECCTICTOEECC TGO CECTERATCCT 1240
e e ke e e o o e e e R e B S o o e e o

XM 00568225593 AT ITACT T AR R LR T T T T R ARG TG ERCOGRECECT AT CGRAR 1240

H AT ITACT T AR R LR T T T T R ARG TG ERCOGRECECT AT CGRAR 1240

O AT I TACT T AR R LR T T T T ARG ERAGR ORI G ERCORRECECT AT CGRAR 1240
e s e ok e e e o ol ol ke o e e o e ol e e ol ok e e e o o e e

XM _0O0SEB2235.3 T RR R R R O EATTT T CECRR R TTOSTTCT AT TCCEECRAASTTCTATGETERS 2440

H T RR R R R O EATTT T CECRR R TTOSTTCT AT TCCEECRAASTTCTATGETERS 2440

O T RR R R R O EATTT T CECRR R TTOSTTCT AT TCCEECRAASTTCTATGETERS 2440
e s e ok e e e o ol ol ke o o e e e ol ol e e ol ke e e e o o e e

XM 00568225593 CRGERER RN R T A R O CT AR TR CAGER TR OO G ET TCTRACGITCTIETCEECE 304

H CRGGREA RN R TR RO CTECACACTRGOCAGEATECOCOEETTCTACG I TCTETCEECE o4

O R CGREAA R T AL R O CT AR TR CACERATE OO G ET TCTACG I TCTIGTCEECE 300
e s e ok e e e o ol ol ke o o e e e ol ol e e ol ke e e e o o e e

XM 00568225593 A EATT T A T T Ao R R R A T SRR LT G TR T EoACT TR GET GARRCRT Aed

H A AT T A T TT AR R R R T SRR e CT G TR T FOACT TR GET CARRCRAT Aed

O A EATTT A CTT AR R R AT SRR CECT G TR T EEACTTCACGETGARACRT 3&0
ke e e e ko el e e e e B R e o o e e e o

XM _0O0SEB2235.3 ERGCREA A CR T O T T e EEEC G CTAT S TEARGCTETITTCCRAGCTEETTTEEATCRE 420

H ERGCREA A R T O T T GG T EECTAT S TEARGCTETTTECRAGCTEETTTEEATCRE 420

O R R A R TR T T 2O G T AT ST ARG TEITTCCRGCTEGETITEERAT RS 220
e s e ok e e e ol ol ke e o e ol ol e e ol ke e e e o o e e

XM 00568225593 ARG T R e R TR TR AR R TCR T T I TGO CERRCAT CT ETEEACCT 420

H ARG T A e A T AR TR AR R TCR T T TT GO CCRGRCAT CT ETEEACCT 420

O ARG T R e R TR TR AR R TCR T T I TGO CERRCAT CT ETEEACCT 420
e s e ok e e e o ol ol ke o o e ol ol e e e e e ke e o o e e

XM 0056B2255.3 EECRCCARCR R T TCAT T CATCTTCARCTACRREE 51T

H GECRCCARCRREETTCATETCATCTTCRARCTACRREERLT

O GECRCCARCRREETTCATETCATCTTCRARCTACRREERLT

Ak E ARk E AR A SRR RS AR RS S S

Figure S2. CALR gene (517-bp) demonstrative DNA sequence alignment between healthy and diar-
rheal Baladi kids, together with the reference sequence found in GenBank gb | XM_005682299.3 1.
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TR T AR e CACEECCRCCCECECCCACCOCT CeCCATGEAGCTRCCTCCRAGE
TR T AR e CACEECCRCCCECECCCACCOCT CeCCATGEAGCTRCCTCCRAGE
TR T AR e CACEECCRCCCECECCCACCOCT CeCCATGEAGCTRCCTCCRAGE

LR R L R R R e R A R R e e e

GO GO R A T OO CC A C A L CTE A CEA T CACTCOCACC ORI TCERACCCTERECT
GO GO R A T OO e A C A L CTE A CEATCACTCOCACC ARG CTCERACCCTERECT
GO GO R A T OO CC A C A L CTE A CEA T CACTCOCACC ORI TCERACCCTERECT

LR R L R R R e R A R R e e e

ARG R EC T TR T CECCCETCTGCT CACTCCTCCGR AL CTCEEECTEREE
ARG R EC T TR T CECCCETCTGCT CACTCCTCCGR AL CTCEEECTEREE
ARG R EC T TR T CECCCETCTGCT CACTCCTCCGR AL CTCEEECTEREE

B Rl L R L e

AT R e O CCT O T TT GO GO ECCTACCET CTCCCTTEECECTCTEELRCCECE
AT R R O CCT O T TT GO OGO ECCTACCET CTCCCTTEECEC T CTEELRCCECE
AT R RGO CCTCCTTT GO ECECCTACGETI CTCCCTTEECECTCTEERRCCECE

EE R R L T R L e R A R R e e

GO AR e LT CEAC T T CECEETTCCCEECC T GO TAR GO TR CCCCCEERECT
GO AR e LT CEAC T T CECEETTCCCEECC T GO TAR GO TR CCCCCEERECT
GO AR e LT CEAC T T CECEETTCCCEECC T GO TAR GO TR CCCCCEERECT

LR R L R R R e R A R R e e e

GOTTCTCGRGATCTCGCECCTACCTCEREG 325
GOTTCTCGRGATCTCGCECCTACCTCEREG 325
GOTTCTCGRGATCTCGCECCTACCTCEREG 325

i oy o e e e e e e ke e e

Figure S3. FBXW9 gene (329-bp) demonstrative DNA sequence alignment between healthy and di-
arrheal Baladi kids, together with the reference sequence found in GenBank gb|XM_018051277.11.
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MM 012056433.1 GEITCET O G CT T AR T TR OO AR R TR OO CTICEI GEATTITCRACE 0

H GETTCETECCECECTTCARCTTCACCOCGARGERACCTEACCOECTICGTEEATTTCRARCR &0

D GETTCETECCECECTTCARCTTCACCOCGARGERACCTEACCOECTICGTEEATTTCRARCR &0
B o

WM 018056433 .1 TCARCGEECECEACETEATTETCTICCTGCACAT CCAGRAGACCEGEEECACCACGTTCR 120

H TCARCGEECECEACETEATTETCTICCTGCACAT CCAGRAGACCEGEEECACCACGTTCR 120

D TCARCGEECECEACETEATCETCTTCCTGCACAT CCAGRAGACCEGEEECACCACGTTCR 120
A AR A A A EAEAEE AR A E AEAAEAEAREAEAAE A S AR A AR E A A AE Ak EhE RS

WM 018056433 .1 GCCGECACCTEETRARRAACATCCEECTGEACCASCCETCCAGCTECARRAGCCEECCAGR 180

H GCCGECACCTEETRARRAACATCCEECTGEACCASCCETCCAGCTECARRAGCCEECCAGR 180

D GCCGECACCTEETRARRAACATCCEECTGEACCASCCETCCAGCTECARRAGCCEECCAGR 180
B o

M 01805643231 ACARCTECACCTGCCACCEECOCGECARGARRGAGACETGECTCTICTCCCECTTCTOCR 240

H ACARCTECACCTECCACCEECOCEECARGARCEACACETEECTCTICTCCCECTTCTOCR 240

D ACARCTECACCTECCACCEECOCEECARGARRGASACETEECTCTICTCCCECTTCTOCR 240
A A AR A A AR A E AR EAEAEEAEASRASEAEALRES AEhEA A EAAE AR AE A rE e RS

WM 018056433 .1 CCGGCTEEACCTECEEECTECACEOCEACTGEACEGAGCTCACCARCTETGTECCGECCR 300

H CCGGCTEEACCTECEEECTECACEOCEACTGEACEGAGCTCACCARCTETGTECCGECCR 300

D CCGGCTEEACCTECEEECTECACEOCEACTGEACEGAGCTCACCARCTETGTECCGECCR 300
Ak R A A AR AR R R AR AR A E AR SRS AR E A S AR E A S AR EAAE A A AE A rEhE RS

WM 018056433 .1 TCATCOAGARGAARCACTETCOCCECARCCACAGCCACRCCAGGAATTTCTATTACATCR 380

H TCATCOAGARGAARCACTETCOCCECARCCACAGCCACRCCAGGAATTTCTATTACATCR 380

D TCATGEAGAAGAEARGACTETCOCCECARCCACAGCCACRCCAGGARTTTCTATTACATCR 380
Ak R A A AR AR R R AR AR A E AR SRS AR E A S AR E A S AR EAAE A A AE A rEhE RS

WM 018056433 .1 COATETTECEGEATCORGTET CCCEATACCT CAGCGACTCoRARCACCTCCAGACACEEE 420

H COATETTECEGEATCORGTET CCCEATACCT CAGCGACTCoRARCACCTCCAGACACEEE 420

D COATETTECEGEATCORGTET CCCEATACCT CAGCGACTCoRARCACCTCCAGACACEEE 420
Ak R A A AR AR R R AR AR A E AR SRS AR E A S AR E A S AR EAAE A A AE A rEhE RS

WM 018056433 .1 CCACCTEEARAACCTCOCTOCACATETECEACEEEACERCCCCCACCCCAGRCGAGCTES 480

H CCACCTEEARARACCTCOCTOCACATETECEACEEEACERCCOCCACCCCEERACGAGCTES 480

D CCACCTEEARAACCTCOCTOCACATETECEACEEEACERCCCCCACCCCAGRCGAGCTES 480
Ak R A A AR AR R AR A EEAE AR SR EAREAEARE A SRR A EAREbrEdh AEAbkEAEAES

MM 0180564331 CTACCTECTACCCRAGEEEATGACTEETCT 503

H CTACCTECTACCCRAGEEEATGACTEETCT 503

D CTACCTECTACCCRAGEEEATGACTEETCT 503

e e e e e A R e e A e e A e

Figure S4. HS6ST3 gene (509-bp) demonstrative DNA sequence alignment between healthy and
diarrheal Baladi kids, Table 018056433. 11.



XM 01804022Z6_1 IO T T EEER AT ET CCR L SO EEEA O O EREERAL R TCCRECAT CALCRTOCE el

H ToETTEFCEEEAERT ST CGRR OO ER G OEEREERRCEECT CCRECAT CARERTICE (]

|} ToETTEFCEEEAERT ST CGRR OO ER G OEEREERRCEECT CCRECAT CARERTICE (]
e e e e e e o ke e e e e ok ol e ke e e e e e e e e e e

XM 0120402281 TCTGRCACTRATTAT T O CRR AR T TECAR AR R R ER CTTCTTCREECTOCCT ERCCT 1z4

H TCTGRCACTRATTAT T O CRR AR T TECAR AR R R ER CTTCTTCREECTOCCT ERCCT 1z4

0 TR R TR TTAT T O C AR AL T T AR AR R A SR CTTCTTCAGECTOCCTGRICT 120
e e e e e e o ke e e e e ok ol e ke e e e e e e e e e e

XM 0120402281 TTTTCARRCATTET T TR ECATCTEEE AT CACTC AR COEEACACT ST EARERE 1z0

H TTTTCARRCATTET T TR ECATCTEEE AT CACTC AR COEEACACT ST EARERE 1z0

|} TTTTCARRCATTET T TR ECATCTEEE AT CACTC AR COEEACACT ST EARERE 1z0
e e e e e e o ke e e e e ok ol e ke e e e e e e e e e e

M 0180490226_1 SRR T TR R A T AR O R R C TR AT CTATATSTIGERAR AR A CEEATTCTAT 240

H CR AT T e AR TR O AR TR AT CTATAT ST TEEAR AR RCEEATTCTAT 240

|} CR AT T e AR TR O AR TR AT CTATAT ST TEEAR AR RCEEATTCTAT 240
e e e e e e o ke e e e e ok ol e ke e e e e e e e e e e

XM 0120402281 A CCART R ET T EERRC R R R CETT CACRRCRR ECREEERACECCEECTTCCTEES 300

H A CCART R ET T EERRC R R R CETT CACRRCRR ECREEERACECCEECTTCCTEES 300

0 AR AT AT ST EEA RO R AL R e SET T CACRR AR R EEERACCCEECTTOCTEESE 330
e e e e e e o ke e e e e ok ol e ke e e e e e e e e e e

XM 0120402281 GTETEIFCEECTECTCTCCRAT SO T RO RGET TARR R ER CRCTEECTRCOCRAECOETTT 3ed

H GTETEIFCEECTECTCTCCRAT SO T RO RGET TARR R ER CRCTEECTRCOCRAECOETTT 3ed

|} GTETEIFCEECTECT e TR O T RO RGET TARR R ER O R CTEECTROCRECOETTT 3ed
e e e o e ke ke e e B ke ok e ke B e e e e e e e e e

M 0180490226_1 GEAT TG CRR R TR A O TR G A TACTEATCCASTTOCTGECCAR A TRETEETIRE 420

H GEAT T T AR R TR A T CRGA TR CTEATECAETT O T EECCARARTASTEET RS azd

|} GEAT T T AR R TR A T CRGA TR CTEATECAETT O T EECCARARTASTEET RS azd
e e e e e e o ke e e e e ok ol e ke e e e e e e e e e e

XM 0120402281 TR AR RO AR RGO O RO G EECTCTETEETEEACTECAGEFEEZCCTECT a4gd

H TR AR RO AR RGO O RO G EECTCTETEETEEACTECAGEFEEZCCTECT a4gd

0 TR AR RO AR R SR GG AT O CEECTC TS TG T EEACTSCRAGEEEZICTECT 420
e e e e e e o ke e e e e ok ol e ke e e e e e e e e e e

XM 0120402281 GEACRE AR T ETAT G ARCRCT OGO TEGRREECOCCTCAGCTECTTCAT 540

H GEACRE AR T ETAT G ARCRCT OGO TEGRREECOCCTCAGCTECTTCAT 540

|} GEACRE AR T ETAT G ARCRCT OGO TEGRREECOCCTCAGCTECTTCAT 540
e e e e e e o ke e e e e ok ol e ke e e e e e e e e e e

M 0120490226_1 GEREERAGCCREC 5Lz

H GEAGEREFCOCREC EEBZ

|} GEAGEREFCOCREC EEBZ

e ke e e e el e e

Figure S5. SMURF1 gene (552-bp) demonstrative DNA sequence alignment between healthy and
diarrheal Baladi kids, together with the reference sequence found in GenBank gb | XM_018040226.11.



HM O05&5THEZ.3 TEAGCREEOC T TEARGAGEREEARCAT CACCEATCTCTCRACTT GACCCTTCTGATCRAGCE =18

H TEAGCREEOC T TEARGAGEREEARCAT CACCEATCTCTCRACTT GACCCTTCTGATCRAGCE =18

D TEAGCREEOC T TEARGAGEREEARCAT CACCEATCTCTCRACTT GACCCTTCTGATCRAGCE =18
e ke e e e e el e e e o ol 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 o e e e

HM OD565THEZ.3 GRCCRRAGEEETCAGCCTCROCATGCARGRRATRATCAGTEETCTCAATGCCTCAGATCC 120

H GRCCRRAGEEETCAGCCICRCCC TGO AAGRAR TAR TCACTEET GTCRATCCCTCRAGRATCC 120

D GRCCRRAGEEETCAGCCTCRCCAT GO AAGRA R TAR TCACTECET GTCRATCCCTCRAGRTCC 120
ke e e e e e e e R e e ke e e e e e o e e e e e e e e e e e e o e e e

HM O0D5&e5THEEZ2 .2 AR CTAT T TT CCAGECCROCC ARG RGO C AR R A TECTETCCCOEEEACRRERRCCT 120

H AEARCTATEGT I TCCRGECCRCCCARGCAGCCRAGERARATECTETCCOGEERACARGRACCC 120

D AEARCTATEGT I TCCRGECCRCCCARGCAGCCRAGERARATECTETCCOGEERACARGRACCC 120
e ke e e e e el e e e o ol 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 o e e e

HM 00565THEZ .3 TCCICT ARG TGAT TG TGEACECEEEACTCAT COCCAGECTEETGEAGCTOCTGRAGTC 240

H T I GARGCTGAT IGTGEATGCEEEACTCAT COCCAGECTEETGEAGCTOCTGRAGTC 240

D TCCICT ARG TGAT TG TGEACECEEEACTCAT COCCAGECTEETGEAGCTOCTGRAGTC 240
ke e e e e e e e e e Rl e ke e e e e e e e e e e e e e e e e e e o e e e

HM 00565THEZ .3 GICCTIT RO COCCEC I TGO AT TCGRAGE A CTGEECTCTEACCRACATTECTICRGE 300

H GICCTIT RO COCCEC I TGO AT TCGRAGE A CTGEECTCTEACCRACATTECTICRGE 300

D GICCTIT RO COCCEC I TGO AT TCGRAGE A CTGEECTCTEACCRACATTECTICRGE 300
e ke e e e e el e e e o ol 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 o e e e

HM 00565THEZ .3 GECCTCEERECTEACTOEOECCETCETEEROGEEEETECOCATCCRAGOCCCTGETTERGECT 3e0

H GECCTCEERECTEACTOEOECCETCETEEROGEEEETECOCATCCRAGOCCCTGETTERGECT 3e0

D GECCTCAGRECTGACTOEOECCETCETEEROGEEEETECOCATCCRAGOCCCTIGETTERGECT 3e0
W AR R AR E RN SRR AR R AN AR RN AN N AR R R AR R AR B R R RS A S

HM 00565THEZ .3 CCTGTCTITOCCCT CRCATGRCTEICTETGRACAGECOETE T EEECCCTOEEEARCRTAGT 420

H CCTGTCTITOCCCT CRCATGRCTEICTETGRACAGECOETE T EEECCCTOEEEARCRTAGT 420

D CCTGTCTITOCCCT CRCATGRCTEICTETGRACAGECOETE T EEECCCTOEEEARCRTAGT 420
ke e B e e o okl ok e o ke ok ok e e ke okl ok o e e ke e e ke e e e e B

HM 00565THEZ .3 AEETCATGERACCAGRATTCRAGRAGACARTCGTTATCECRAGTEGRATGOCATTICCACATCTECT 420

H AEETCATGERACCAGRATTCRGRAGACARTETTATCECEAGTEGRATZOCATICCACATCTECT 420

D AEETCATGERACCAGRATTCRAGRAGACARTCGTTATCECRAGTEGRATGOCATTICCACATCTECT 420
Ak E R R Rk R AR R R R S e Sl e R B e e o e e e

HM 00565THEZ .3 GRCCCTIEETITICGTCARRCARTACCRGTCOCETTCCTECGCARCATCECCTEEACCCTETIC 540

H GRCCCTIEETITICGTCARRCARTACCRGTCOCETTCCTECGCARCATCECCTEEACCCTETIC 540

D RO T EETIT T AR AR TR C AT CCCETT OO T ZCGCAR AT CECCTEEROCCTETC 540
e ke e e e e el e e e o ol 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 o e e e

HM 00565THEZ .3 CRACCTGETEOCEEARCARGRRCCCETACOCCTCCGACCACECACT GRAGCRCATETTECC &00

H CRACCTGETEOCEEARCARGRRCCCETACOCCTCCGACCACECACT GRAGCRCATETTECC &00

D CRARCCTCTECCEERR R AR RO CETRCCCC T CER O CRCECACT GRAGCRERATETTECC &00
e ke e e e e el e e e o ol 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 o e e e

HM 00565THEZ .3 CEICCICTTICTACCTICCT €18

H CEICCICTTICTACCTICCT €18

D CETCCICTTCTRCCTCCT 12

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

Figure S6. KPNA7 gene (618-bp) demonstrative DNA sequence alignment between healthy and di-
arrheal Baladi kids, together with the reference sequence found in GenBank gb |XM_005697882.3 1.
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0

XM 00Se82343.2
H
0
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XM 00Se82343.2
H
i
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H
0

XM 00Se82343.2
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i
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0
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i

XM 00seB2343.2
H
0

XM 00Sedz2343.2
H
O

XM 005Se82343.2
H
0

TR CCT AT OO EEEATCEEATCOEA A TCT CCACETEOEECCECCCCCT GOEEEAEE A
TR CCT R T O EEEATC AT ERR T T CC AT ORI CCOCT GOEREREEER
TR CCT AT OO EEEATCEEATCOEA A TCT CCACETEOEECCECCCCCT GOEEEAEE A
ok e ol ke ol o e e el e e e e e e e o e e e o e e ok e e e e e e e ke e e e o e
AR e e e e T ARG AR A TCTEA T CCT O REEECOCEEETCET
ARG CRG R EEE R TAG R AR R CA TCTEATCCTCECEERECCCREETEET
RGO EEREEEECECAC TAGGR AR CATCTEATCCTCECEEEECCCREETCET
B T e L L L E L L L T LT T e s
TCT AR CEECEEET OO CCT O C CCAGEETCT G T CACCAC TEERAAGARCCTEETEERCEACT
TR GO EEET T ORI CT T A CRC TR RCR RO TEETEERCOGRCT
TCT AR CEECEEET OO CCT O C CCAGEETCT G T CACCAC TEERAAGARCCTEETEERCEACT
ok e ol ke ol o e e el e e e e e e e o e e e o e e ok e e e e e e e ke e e e o e
GETEECTET AR TR CCT RO T CTACACE T TEGCTATCTACRTGECTGITAT
GETEECTETEEC AR T O ERCCT RO T CTAC RS TTECTATCTACRTEECTETITAT
GETEECTET AR TR CCT RO T CTACACE T TEGCTATCTACRTGECTGITAT
ki e ol ke e e e e el e e e e o o e e e e e o e e ok i e e e e e e e e e o e
CRCTEER AT T TTICC TG I TAR AR OO R CCRT T CRGRAR R ACCETTTCTGTARGATECR
CRCTEEA AT T TTTECTETTAA AR CGAT CT CAGR AR A ACETTTCTGTARGETECE
CRCTEER AT T TTTECTETTAA AR R CGATCT CAGRAR A ACATTTCTGTARGRATECE
i e e e ke A R R Rk ek Rk Sk Ak ke o e e o e
GOCCRA T AT TEECACC T CCTOC RO CEETACAT CECATCCAGECTCCATTCCCTECE
GOCCRRR S TCATETEECAC T OO T OO ECCEETACAT CECATCCRAGECTCCATTCOCTECE
GOCCRA T AT TEECACC T CCTOC RO CEETACAT CECATCCAGECTCCATTCCCTECE
ki e ol ke e e e e el e e e e o o e e e e e o e e ok i e e e e e e e e e o e
GATEECEECTACCTGTITCT CAGECT CCCRGEEETCCCCAGCTEICCCCTGCOCTEAT GG
GATEEECEECTACCTGTTCTCAGGCT COCRGEETCCCCAGCTETCCCCTEGCOCTEATERG
GATEECEECTACCTGTITCT CAGECT CCCRGEEETCCCCAGCTEICCCCTGCOCTEAT GG
ki e ol ke e e e e el e e e e o o e e e e e o e e ok i e e e e e e e e e o e
EECCCTEEET R ET O OO AR O TC R R OGO T CT RO CTECAT CTGECCRARCCTERE
GECCCTEECTCAGRACTECCCCARCC TCARCOECCTCT ROCTECAT CTGECCARCCTERG
GECCCT T CAGARCTEC OO CARCC TC ARG OECC T CT GOCTECAT CTZECCARCCTEAG
ki e ol ke e e e e el e e e e o o e e e e e o e e ok i e e e e e e e e e o e
CRTEETZCCCATCACCRCCCT OO T oA CT GRE A TEEAGCT GO AT AT T A
CATEETECCCATCACCAGCCTEOCCT oA CCT GAGEACCCTEGAGCTGOATAGCTET GA
CRTEETZCCCATCACCRCCCT OO T oA CT GRE A TEEAGCT GO AT AT T A
ki e ol ke e e e e el e e e e o o e e e e e o e e ok i e e e e e e e e e o e
GRTCTCCRT R CTEECTC AT AR R R CREERCCOCACRETECTEOCCCTEETCGRAETE
GATCTCCATEECCTEECTCCAT AR AR CCRGEACCCCACACTECTGOCCCTRETCGRAGTE
GRTCTCCRT R CTEECTC AT AR R R CREERCCOCRCEETECTEGOCCCTEETCGRAETE

i ol e e o e e ol e e e e o e e e e e e e e e e e e e e o e e e e e e e e e e e e

CRTCETECTEERECECETCOC OGO T TECEC GROGRECRCCTECRGEE =47
CRTCCET T EERCCECETCOC OGO T TOCECEACGACCACCTECREE e47
CRTCCETZCTEERCCECETCOC OGO T TOCRCACGACCACCTECREE £47

ki e b ok ke e e e o el e e e e e b e o e ke e e e e i o e ke e e e e
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Figure S7. FBXL12 gene (647-bp) demonstrative DNA sequence alignment between healthy and di-
arrheal Baladi kids, together with the reference sequence found in GenBank gb |XM_005682343.21.
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XM 0180510081 CRGEAGE AT OO G TR AR GO TA TR OO AR TCAGECOEEETETAS &l

H GRGEAGRAGCTECCECOCAECTEEEARARCCETATGAGCOGCAGCT CAGGCOEESTCTAL &0

D GRGEAGRAGCTECCECCCAECTEEERRARCCETATGAGCOGCAGCTCAGECCEEETOTAL &0
B e o T S o

¥M 018051006.1 TRCTTCAATCACATCACTAAT CCCAGCCACT CEEAGCEGCCAACTGECARCRAECAGTEEE 120

H TRACTTCAATCACATCACTARCECCAGCCACTEEEAGCEGCCARGTGECARCAGCAGTEEE 120

D TRCTTCRATCACATCACTART ECCAGOCACT CEEAGCEGCCARCTGECARCRECALTEEE 120
EE

WM 0180510061 LECGGCARARRTGEACR ARGGEAGCCCACCAGEETCOGCTECTCACRCCTGCTEETCRRS 180

H ACCEGCRARA AT EEACH ARG EAGCCOACCAGEETCOGCTECT CACRCCTECTESTCARS 120

D ACCOGCAARA N CEEACE AEGEEACCCCACCAGEETCOGCTECT CACRCCTGCTESTCARS 120
B e e o T S T

¥ 018051006.1 CRCAGCCAGTCACEECEACCCTCATCCTEECEECAGEAGARCATCACCCOARCCARCERAS 240

H CRCAGCCAGTCACEECEACCCTCATCCTRECEECAGCARRRGATCACCCEAACCARGEAS 240

D CRCAGCCAGTCACEECEECCCTCAT O TR CEECAGCARRRCATCACCCEARCCARGEAR 240
E I

WM 0180510061 GRGECCCTREAGCTEATCAATEECTACATCCAGRAGATTARGTCTGERAGAGEAGEACTTT 300

H GRGECCCTREAGCT AT CART BECTACATCCAGRAGATTARCT CTGOARAGEAGEACTTT 300

D GRGECCCTEEAGCTCATCAATCECTACATCCAGRAGATTALCT CTGEAGAGEACSACTTT 300
oy e ke e e o ke e e e e e e ol e o e e e e e i e e e e e e e e e e e e e e e e e e e

WM 018051006.1 GRATCTCTRECCTCACRGTTCAGCEACTRCAGCTCCGCCARGECCARGREAGACCTOGET 380

H GRATCTCTEECCTCACRETTCAGCEACTECAGCTCCCCCALGECCARGAEAGACTTEEET 3&0

D GRATCTCTRECCTCACRGTTCAGCERCTRCAGCTCCOCCARGECCARGAEAGACCTOGET 360
EE

WM 0120510061 GCCTTCRAGCAGAGETCAGATGCAGARSCCATTTEARGACECCTCCT TCACGCTEOGEACR 420

H GCCTTCRGCAGAGETCAGATGCAGARGCCATTTEARCACGCCTCCT TCRCGCTECGEACR 420

D GCCTTCAGCAGAGETCAGATGCAGARRCCAT TTEAACACECCTCCT TCACGCTEOEEACR 420
e e o ke e e ke e e e i e e e ol e e e e e e e o e o e e e e e e e e e e e e e e e e e

WM 018051006.1 GEEEAGRTRAGCEEECCCATETTCACRGATTCEEECATCCACATCATCCTTCECACCEAS 420

H GeEEAGATAAGCEEECCCATETTCACEGATTCoEECATCoACATCATCCTTCECACEERAS 420

D GEEEAGRTRAGCEEECCCATETTCACRGATTCEEECATCCRCATCATCCTTCECACEGAS 430
B e o

¥ 018051006.1 TEAGGEETATEEAT EG0CCAGECCTaaCCoCCTEoEaERGACEEET BGRACEEEETAECT 540

H TEAGGEETATGEAT OG0 CAGECCTEECCOCCTEEGaGACACEEETOGRACEEEETOGCT 540

D TEAGGEETETEEAT G0 CAGECCTEECCOCCTEEGEEAGACEEETOGRACEEEETEECT 540
EE

WM 0180510061 GEECCCRCAGACTCOGCTCCCTECTEOCEECCARCCAGTEEEEACCOCTCCCTICTOCTE £00

H GEECCCRCRAACTCOGCT oo CTeCTaOCaa e AL CACTEEEEACCOCTOCCTTCTOCTE £00

D GEECCCRCRRACTCOGCTOoCTECTEOCAECCARCCAGTEGEEACCOCTOCCTICTOCTS £00
oy e ke e e o ke e e e e e e ol e o e e e e e i e e e e e e e e e e e e e e e e e e e

¥ 018051006.1 TCACACRGTAT £11

H TCACACRGTAT 611

D TCACACRGTAT 611

ol e ke ke e

Figure S8. PIN1 gene (611-bp) demonstrative DNA sequence alignment between healthy and diar-
rheal Baladi kids, together with the reference sequence found in GenBank gb | XM_018051006.11.



XM 0l205l0e2.1 TGAGCGAGETCATCETCCAGCAT TACRACTACRCCEECARGCT OO UG GOGCECTACT el

H T ARG T AT T O R T TRC R ACT RO RO CCARGCT OGO G T GOGCECTACT e0

O TG A CT AT T O R T TRC R ACT R CACCECCRRECT OGO G T GOGCECTACT el
EEE R L D D e L L e e

MM 0120510621 AT G GG TR T G AR TGO CETCT COCT RO CE TR ZEGOECTCRTCR 120

H e . 0 P - 120

O A CT GG T oG T AR T GO T ORI CT GOCT RO TET R GCECTCRTCR 120
EEE R L D D e L L e e

MM 012051082.1 I TN T B 0 = 180

H T TR T T OO T G T GAT CET G T CEERC GO CROCCGCGCTTCCRTGEGOCCR 180

O TETTGEEAGRR T TAGCCGT GO TGAT CET GoT CeEACECCRCCCGCGCT TCCAT GEGECCR 180
PR R R T L R e TR L R P L T

¥M 0120510e2.1 00 0 1 - 2410

H TETT oo T GCT TCT A ST R ECT T ORRCCTECTRECCEGCECCECCTRTRICE 2410

O IGTTCCTGCT I CT GGA R G S TCACGC TG T COGRCCTECTGECCEERECCGOCTRTRCCE 2440
EREE LR R D L R e TR R P Ll

XM 018051l0e2.1 RO 0 1 =T 0 O 0 1 e 300

H CCARCAT CCTGCT G CCGEECCGCTCACECT COETCTET OGO CECECTCTEET TCECCT a0a

O CCARCATCCTGCT G COGEECCGCTCACGCTACETCTETOGOCCECEC I CTEETTCRCCT a0a
EREE LR R Ll L L T TR L R R L

XM 018051l0e2.1 QI TP 0 = 1 g 1 3ed

H GTEARGECGECETCTICGT GLOGCTCTCCECET COETECTEAGCCTTT TEEOCAT TECAC 3ed

O T RGO LT TG T Ca oG LT CTCC o T LT CTGACCCTTITERCCATTECRD 3zd
LR L R DL L L R DL L PR R L L L L D L L ]

XM 0120510e2.1 TCERECEICTOCTCRCOCATGGRGCOE 385

H TCGAGCEOCTCCTCRCCATGGRGOE 385

O TCGAECEICTOCTCRCCATGGRGCE  38S

AR AR A Ak e AR A

Figure S9. SIPR5 gene (385-bp) demonstrative DNA sequence alignment between healthy and di-
arrheal Baladi kids, together with the reference sequence found in GenBank gb |XM_018051062.11.



H GOCRCTCTT RGO RGO T OO CRCCTAGTCOECCCCECCTOCECCTOCERT D el
GOCACTCTTAGECARGOGCCT OGO AGC TAGTCOGCCCOEGCCTCCGOCTECEATEEE &0

kA AR A A A AR AR RN E AR A S AR SRS A AR S AR E R EAAE RS AR S

XM 005682354.3 GOCRCTCTT RGO RGO T OO CRCCTAGTCOECCC OO TOCECCTECERT ST el
D

XM 005682354.3 L 0 0 0 0 1 0 P P ) L 120
H T CEECEC e TR T I TG T TG T CCTGCTCEGGRACTCTGCTCCC 120
O T CEECEC e T CECEC TG I TR GETCCTEET CCTGETCEEGRACTCTGCTEOC 120

ki ke e e e iy e e ke Rk R A E R Rk R AR R R RS E e

HM 0056B2354.3 AEEET T GEAGETE O CCAARTATCAATAGRATOCTTCARRRCCCATCATRCCOCGTEEAGE 120
H AT T R T R C AR R T AT C AR TACETOCTTCRRR B COCRTCRTRCCOCETGEARE 1240
O AEEET T GEAGETE O CCAARTATCAATAGRATOCTTCARRRCCCATCATRCCOCGTEEAGE 120

Bl e e e R e e

XM 005682354.3 ST T AR T R T O ARG TAT CT O T ET CACCERR R G CAR CETT IO TAGRERT 240
H ST CCCTCAGRGTGARCTGCAGTAT CTOCTETCACCCARACRCARCATTTEECCTAGAGAC 2440
O ST CCCTCAGRGTGARCTGCAGTAT CTCCTETCACCGARACRCARCCTTIGECCTAGAGAC 2440

kA e AR AR AR A A RN E AR E A S AR E A SRR SRS AR E EASEAEAEE A SRR S

XM 005682354.3 TR TR R R AR T A OO TR O CCRAC TR AR ECTTTTICRARCTCRGTER 3o
H TETATTARA AR CCRGEARCTCAGCCCTEEEOCCRACTCEAAGETTTTTCARACTCACTGR 300
O TETATTARA AR CCRGEARCTCAGCCCTEEEOCCRACTCEAAGETTTTTCARACTCACTGR 300

Bl e e e R e e

XM 005682354.3 T R GE R R R TR O T T T O TR T AR A T T CACEEEERRCRERATTETAGT ded

H T R GE R R R TR O T T T O TR T AR A T T CACEEEERRCRERATTETAGT ded

O TETCCARCA ARG AR TR RO CCETTCTECTACTCARARCTGTCACGEEEARCACATTETAGT 3a0
Ak E Ak E b r Ak E b A ke b A b e s Ak E A ke h Ak e ek Ed e Ak h bk s

XM 005682354.3 TTCERT AR T R CR TR TACT T TOCCGEAGOE DT CEACCT GECTCCOCTECCCCT azd

H TTCCATCRARCCT A CATATACTEETTCOOGEAGCEOET GEAGCTGECTCCCCTGOCCCT 420

O TTCCATCRARCCT A CATATACTEETTCOOGEAGCEOET GEAGCTGECTCCCCTGOCCCT 420
L o R e e e

XM 005682354.3 TR T T e T CAR AR CTCRR CCTERGCTEOCREETETCCEET &b

H TR T T e T CAR AR CTCRR CCTERGCTEOCREETETCCEET &b

O CIGECACCCTETGEETGARCRACTCAR CCTGRAGCTEOCAGETGTCCOEET 4e5

kA e AR R AR AR AR R RN E AR RS AR SRRk S R

Figure S10. ICAM1 gene (469-bp) demonstrative DNA sequence alignment between healthy and
diarrheal Baladi kids, together with the reference sequence found in GenBank gb | XM_005682354.3 1.



M 0058588513 TOCARAGCEACCTOCACAR CCRETCCTEEECRCCEACCTCACCECCEEAGCRAGAGRETZECE &0

H T AR AR TO AR SC R ETCCTEEEC RO A TCAGCECREERGCRAGRERETEECE &0

O T AR AR TO AR SC R ETCCTEEEC RO A TCAGCECREERGCRAGRERETEECE &0
Wl e R e R e Sl B B e e e kB B B

XM 005656851.3 G R ECCEE T CACCACECCC T EERGRCCCOECAGET CCRLGCRTTECITCCTECT 120

H G RO G T O CRC RGO TR ERGRCC OO ECRGET CCRRECRTTEITCCTECT 120

O G R O G T T CRC RGO T EERGRCC OO ECRGET CCRRECRCTEITCCTECT 120
e e e e o e ol o e ol o e e e e e e e o e e

XM 005656851.3 ST T AT AT AR R CT CT T CTRCT T CT G oA CTRCACATCATCTEEET CRRCR 120

H CETC T AT GEAT AR R CTCT T CTRACT T CT GO CACCTREACATCATCTEEETCARCE 120

O CETC T AT GEAT AR R CTCT T CTRACT T CT GO CACCTREACATCATCTEEETCARCE 120
Wl e R e R e Sl B B e e e kB B B

XM ODEE5EREL.Z CT oA GA R A TTETTCCRT AT GEACT CEER RGO CTT CTAGETCCARGCECTCCTTAR 244

H CT oA GA R A TTETTCCRT AT GEACT CEER RGO CTT CTAGETCCARGCECTCCTTAR 244

O CT oA GA R A TTETTCCRT AT GEACT CEER RGO CTT CTAGETCCARGCECTCCTTAR 244
Wl e R e R e Sl B B e e e kB B B

XM 005656851.3 AR T T T IO TR AR O R A T O R C R R R SR CR T RO AT CTACTRAGC AR 300

H AR T T T IO TR AR R A T O R C AR R R SR CR T O AT CTACTRAGC AR 300

O AR T T T IO TR AR O R A T O R C R R R SR CR T RO AT CTACTRAGC AR 300
Wl e R e R e Sl B B e e e kB B B

XM ODEE5EREL.Z R GR R R T O AR ST TT TEC AR GO R GG R A R AR TCRA R CEERACCRAGRCTCCR 380

H R GR R R T O AR ST TT TEC AR GO R GG R A R RS TCRA REERACCRRGRCOTCCR 380

O R GR R R T O AR ST TT TEC AR GO R GG R A R RS TCRA REERACCRRGRCOTCCR 380
Wl e R e R e Sl B B e e e kB B B

XM ODEE5EREL.Z TEERE 3EE

H TEERE 3EE

O TEERE 3EE

e e

Figure S11. EDN1 gene (365-bp) demonstrative DNA sequence alignment between healthy and di-
arrheal Baladi kids, together with the reference sequence found in GenBank gb |XM_005696851.3 1.



XM 018048555.1 GO e T T TR T CT CERCC T GRRCRAGRCEC T CEGRGET COCECRECEECT (=]
H GG T T e TR CC T e T CEACC TGARCARCRCCCTCT CEGAGETGOCECACCEECT =1
o G OO T T TR O T T R e D T AR LR R GO EC T T CEEAGET GO CECRECEECT =i

B L A L b

XM 018048555.1 GGG T L G T EEECTCEGECECCTACGECT CAGTCTCCTCGECCTACGRCAS 120
H GORGEEEC TR LT REECTCEEEORCCTACGECT CAGTCTGCTOGECCTROGRERE 120
D GO T oL e T e T EEEC R CCTACGECT CAGTCTCCTCACCCTRCGRERT 120

kA EhA A A ke A e ek e ek e S redrA ke EAbE ke Ehedhad s dh s

XM 018048555.1 AT R CA T RO T EARGRRCCT T CECEEC O TTCCAGICTCTICGATCCR 180
H AT GO G CEC TR e T CAR A RCCT G TCECGECCCTTCCAGTCTCTCATCCR 180
I RGO T oGO R A TR T CRARGRRGCT TGO GO TTCCAGICTCTGATCCR 180

AL R LR L LR LD L EL DL L Ll L LD R L P Ll

XM 012048555.1 RO A C TR O R T B e LT T CRR A SR OO TERR GO CERCARCET AT 240
H CECECGER RO TR O ER T CC LTI T CRAR RO TR R GORCERERRCETCRT 240
D R R ST RO e R T GO T T CRA R C RO TR R GO R CERCAR CETCRT 240

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

XM 018048555.1 T T R T T TC RO LT O CRCCT O T CGAGEAT TTCAGCERRETETRCCT aoa
H ORI T G ER T G T TR LT G A C T OO T OeREEAT TTCRECERARGTETACCT 3240
I CEEEC T TR CET T TCRCCCCEE O CRCC T O T OGAGEAT TTCAGCERRGTETRECT 300

HhhhEh bbb Ab e d bk dl A dbk e bR A b r Ak e E AR R A ke AR

XM 012048555.1 GET RO CRCGCT AT GG ECCGRCC T GRRCRRCRT O TCA A G TGO RGECECTCRACTER 3ed
H TR ROt T AT L ORI AR CRACR T O TR AT CCCAGECECTEACTER 3ed
D GET RO T CA T GG OO A C T GARC AR C R T O TCR A G T CAGECECTCACT R 3ed

e e e e el e e el e o o e el e e e e o e e o e e ke e e e e e el ke e

XM 018048555.1 CEAGCRCETECACTTCCTCETETACCRGCTECT OGS 358
H CEAGCRCETCCACTTCCTCETETACCAGCTECT GOGEE 3558
I CERGCRCETECRETTCCTCETETACCRGCTECT ROGCSE 355

HhAhERERlE AEAbEhr A E Ak e h e AR SR E b e

Figure S12. MAPK11 gene (398-bp) demonstrative DNA sequence alignment between healthy and
diarrheal Baladi kids, together with the reference sequence found in GenBank gb | XM_018048955.11.



CEICRGRGCCACTEIC T GAGAR T CTGETICT CTECCCACCCEoGAGCCCTGCAT CRECCT
ORI CRGRGC AT CT A GAR T CTGET I CT CT R CCAC OO GAGCCCTGCAT CRGCCT
CEICRGRGCCACTEICTGAGRAT CTGETICT CTECCCACCCEC GAGCCCTRCAT CAGCCCT

LEE LR L LR EEL AL L L L PR PR LRl L DL Ll L L Ll

GCCACTTTCCT oI CAGECCAT CEGC CCACGCACCCTECTGATCCT GO TG TEEOCACAE
GCIACTTTCCT oI CAGECCAT CEGCCCACGEACCCTECTGATCCT GO T GETEEOCACAE
BRI T T O T oI RGO AT G O A G CACCCTGCTGAT CCT GO T GETGEICRCRE

e e e e e e e e ke e o e e e e ol e e e e o e e e e o ol e e e e e el e e e

CIIGECAT T CAC G T OO T GRATACR FOCC AT GEC O TR T G TG GERAGT
CITGGECATGET CAECEGEET CCCEETEATAGR COCC AT GO TR T GETEET GEAGD
CITGGECATGET CACCGEET AT GATACGR GO CCACT GRCCCTCACC T GETEET GEAGT

Ak Ek bk E bk Sk bbbk EbkE ke EAdbkE b Ak Ek Ak ek R Ak ek e ARk Ak kS

LR A ARG ETERCCI TGO CAT G T AT CAGC AR TG AGCCT GRACT CEEATEECCCCR
LR ARG T RO CT TGO AT G T AT CAGC AR TGO RGO GRACT CEGATEECOCCR
ARG ET AT TGO GAT G T AT CAGC AR TGO AGCCT GRACT CEGATEECOCCHR

LEE LR L LR EEL AL L L L PR PR LRl L DL Ll L L Ll

ITTCCCCCTACTGEAC T CTGRACTCT GAGGCCCCCAGRR GCATCCTCAGCACERRCR AT
ITTCCCC eI AC TG T CTGGAC T CAGEC CCCCAGAR CCATTCTCAGCRCERRCA AT
ITICCCCCTACTGERC T CT GRS T T CAGECCOCCRAGAR GCATCOTCRAGCRCGRACRATE

A e AR E A AR E AR e A E AT AR S AR B EAFE AT AR SRS S

CCRCCITCCTGCRACRCEEGRACETACCGCTGCACTGRAGCOTGERE 345
CCRCCITCCTGCACRCGEGRACETACCECTGCACTGAGCCTGEAE 345
CCRCCITCCTGCACRCGEGRACETACCGCTGCACTGRGCCOTEERE 3458

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

Figure S13. CSFIR gene (345-bp) demonstrative DNA sequence alignment between healthy and di-
arrheal Baladi kids, together with the reference sequence found in GenBank gb IXM_018050168.11.
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M 013572514 2 AT T T AT O T T e T R R R R AR AT AT ITTC TG CTCAGCCAT GRCGECEEET &l

H R T I TR T T T T AR A R AR CR CACTTTTCTECT CAGCCAT GROEECEEET =]

D AT T T AT O T O T e T R R R R AR AT AT ITTC TG CTCAGCCAT GATCECEEET &l
Ak EhhdAh e rA ke Ak ke eh e e rh ke Ak erE ek hh s

XM 013572514.2 ST GAT AT T T CCR O TR TCT ARG C A TEACCTRCT CCRCCCTOGGECRGCAGCR 120

H CTGT AT AT T e C RO TR CTETAAGCCATCACCTACT COACCCTCEGECACCAGCR 120

D ST GT AT AT T T RO TR CTCT R ARG O CAT GACCTACT OO CCTCEEECRACCRECR 120
Ak EhhdhehrhArE A ddh Ak hrdh b e e ke e Ak e e ek

XM 013572514.2 O AT T A A R O AR CTCACT T Ce ARG CACCTRCCCCERGEETTRATES 120

H GOGECR e T T CA A A CCERA CTEACT TG ARG CACCTACCCCGRAGEECT GATEE 180

D GO AT T A T A R O AR CT AT T CoEA R G CAECTRCCCCERAGEETTRATES 120
B e e e e el e e e ]

XM 013572514 _2 TR T T T O TR OO A e A TETACTEET CT T EEEECCAECRGEET CRECTE 240

H T ERRT G T T O TR O OO AR TETACT I CT TGO AECREEETCACITE 240

0 T AR T T T O TR OO O A e A TETACT T CTETEEEECCRECRGEET CRCCITE 240
Ak EhA A E A A e A AR A E AR AR AR AR E A E AR E A S Ak E A E A rE A E AR e AR SRS

XM 013572514 2 ICT T o CA RO A TR EACCCACCACARCECT T CEGEACATCEECACCARRE 300

H I T AR OO AT C AR OO T AR C AR C T T CEEEACAT GEECRGCRARRT 3oa

0 TET T C AR OO AT EER R OO AR EAR CEET T CEEERCETGEECRECRRRT 3040
B e o e el e e e e ]

M 013572514_2 T T A T e A T EET A O A TR TR CACCCTCRCERCEERAEECATTCATEITE 3cd

H IO AT O TR T eI RO A TR T O RCAGCC OO R R CEERREETATTCRTCECTE 3cd

D I T oA T G e T T CACCCCATACT GO ACACCC TCAGERCGERAGGEATTCATECTE 3e0

ek e ke ke o e o e o e o ke o e e e e e e e e b e bl el e e e o e o e e e e e

M 013572514._2 AT R O R R R e T RO A R OO A AT CTGCTC O R A ECTTETCRCERGR 420

H SR TR A R R R O e TR CR OO R R TC TG T OO ERCR A ECTTET EACERGR a4z

D AT R R R R R e T RO AR OO A AT CTGCTC O CR A ECTTETCACERGR 420
Ak Ehhddhr ArAkEhbAbEerE Ak ek A e A E Ak AR A R e E AR e AR R R R

XM 013572514.2 GCRCART ORI AR A R R O T TCCTCAGTAT CT CTCCRCCCCAT GETACCTES 420

H GCACATCCCRGCTEEAR AR R e CRECTCCTEAGTATCTCT CoACCCCATGETGRCCT RS 480

D GCRCET O CRGCTEERR R R SR RO R TCCT CAGTAT C T CT GO CCAT GETCRCCT RS 480
EEE L L L Rl R b o R R R ]

XM 013572514.2 AR ETCCEET AT CT I CTCACT GRGRGECTCET CEACCTACEERCGERE 53d

H AR ET G TATCT T CTCACT GRGREEET CET GERECTACGGRCEELG 530

D AR ETCCEET AT CT I CTCACT GRGRGECTCET CEACCTACEERCEERE 53ad

LR R e L L ]

Figure S14. LRRK1 gene (530-bp) demonstrative DNA sequence alignment between healthy and
diarrheal Baladi kids, together with the reference sequence found in GenBank gb IXM_013972914.21.



HM 018060122 1

oo

TR GCRGREERER M T T AR A CT T ARG CRCTET CAR TGO TACAT STEC O T ERAREEE
TAGCREAEEREE AT AR A T T EACCACTET CRATGCTACATSTECOCTCARGES
TR GCRGREERER M T T AR A CT T ARG CRCTET CAR TGO TACAT STEC O T ERAREEE
HhAbkE kb Eehrd bk ebrdhed Ak bbbk bbb rd b dbke Ak d ek
TCTCCRARRTEAERTTTOCRS BT CETETEECTTCTGCIGTGERCCETTTETETCE
TCT A AR TER AT T TOCAGCARR A TCCETET RO CTICTGCTETGEACCEITIGICTCS
TCTCCRRRRTERERTTTCOCR: AR TCETETRECTTICTECTETREACCETTICICTCE
HhAbkE bbbk ehbrdbheb Ak bbbk Edhddd AErdbhedhddbeabrd bbbk e edh s
R AR R TET AR R SO T O AR R A R R R R R R TOCTETCAGETTCTTOER
CRGAR R T TR R R T R R R R R R R R TR CR R R TCCTETCRGETICT TGRS
CRERR A CTETRAR R R R OO OO O AR R R R R R R TR R R TOCTETCRAGETICTTORER
HhAbkE kb Eehrd bk ebrdhed Ak bbbk bbb rd b dbke Ak d ek
CIGARCA AR AT A TOEAGAEEE A TCACECTACATATAR R TECRGOCCTGEATACRGR S
T AR R R T AT R R EC L T R TACRTATRR A TECRGOCCTGEATRACRERR
CT AR AR R T AT R R T R TRCATATR A R TECRGOCCTGEATRACRGRR
i e ol e e e e e e o e e e e e e o e e e e e e e e e e ol o o e e o o e e o e e o e e e e
ST T e e T AT T T A A T T e T AR G TEEARR A TEEETET CTCTTTATCCAT R
T T G e T AT T T A R T T T RO R CEE TR AT CEETCT CTCTITTATCCATCGR
O T e e T AT T T A A TEE T T AR TEEARA R TEEETETCICTTTATCCATCGR
ki e e e e e ol e el e e e e e e e e e e el e e ek e b e e ke o e ke o o e
GEATATETCEERRAR R R O CCTCT G RCRCCCTEERERCRCTOCATTTEGTTCTITCCRATC
CEATAT T CEERA LR R O T G AR C O TG CRGRCRCTOCATTTEGTTCTITCCRTC
GEATATCTOGER R A R OO T TR AR TEEAGRCACTCOCATTTGETICTITCCATC
ki e e e e e ol e el e e e e e e e e e e el e e ek e b e e ke o e ke o o e
I R A R A T A T T T AR TR T e T AR R TTETTTATACCTCTGAT ZRAGEEET
T GCRGR R R T A T T T AR T AT TECRR L R TTETITATACET GTGAT CRAGEEET
I R R R T R T T T R TR T T AR R TTETTTATACCTCTGAT ZAGEEET
HhAbkE kb Eehrd bk ebrdhed Ak bbbk bbb rd b dbke Ak d ek
AT AR T T TR AT AR TTTCOETEAA T CTEACACAR ATECATGEAOCRAATCEATE
AT R R T T e TR AT AR TTT OO TR R TCTEARR CR R A TEEAT RO CRATEATA
AT R AT T e e T A AT AR TT T OO TCARTCTERCACAR A TEEATCERCCRRTERATR
Ak ke ebbrdheb Ak d ke dhedhds: hAedddbkeahbd bbbk e edh s
TTCCCATATCTGARCTTETTARGETET L06

TTCCCATATCETGRARGTTSTTRARGTET 50c

TTCCCRTATCTGRARETTEITRARETET Sie

e e

Figure S15. CFH gene (506-bp) demonstrative DNA sequence alignment between healthy and diar-
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rheal Baladi kids, together with the reference sequence found in GenBank gb | XM_018060122.11.



