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HM 0314c4240.1 T RRE R A T T T R T T O o AR O R GO T TR T TEGEECT GRRAGITEEEE =K

H T RRE R A T T T R T T O o AR O R GO T TR T TEGEECT GRRAGITEEEE =K

M T ERE R T TG T oA TT OO AR O R S CT SR EC TCTEEEECTERARGETEOEE &0
W e e o el ok o e ok ol e o el o e e e e e e B

M 0314e4240.1 A ET G ER G R R TT O CTAT T AR TCT TGS T AT CARTTREAGEERACAT 120

H R T R e O e R R T T O C T AT T AR TCT TGS T AT CARTTEEAGEERERT 120

M A ET G ER G R R TT O CTAT T AR TCT TGS T AT CARTTREAGEERACAT 120
W e e ol el o o e o ol e o el o e e e e

M 0314e4240.1 TCRRCGRR AT AT T R R S R A C R R A R T EEACTRCATEATRAR R ECAGTEEERE 130

H TCAR AR R T AT T R S R S R C R e R A R T A CTRCATCATAR R GCAGTEEERR 130

M TCAR AR R T AT T R S R S R C R e R A R T A CTRCATCATAR R GCAGTEEERR 130
W e e el ok ol o ool e oo o ol el ol el oo o e o e e e e e e e e

HM 0314c4240.1 ERTTT T R T T T AR R A TR ST TCCI TTTCAGRR R CRATETEECCRETTTEECR 244

H EATTT T R T T ST AR R R TR ST T T TTTCAGRR A SR TETEECCRAETTTEECR 244

M EATTT T R T T ST AR R R TR ST T T TTTCAGRR A SR TETEECCRAETTTEECR 244
W e e o el ok o e ok ol e o el o e e e e e e B

M 0314e4240.1 R T e TTT e TG AR TEATGCTATTGTRACCCT T TECRACAR R TOATCRETTE 300

H R T e T TT e T e R A TR T G R TT CTACCCTI T ECRR AR R TCAT CRETT: 300

M R T e TTT e TG AR TEATGCTATTGTRACCCT T TECRACAR R TOATCRETTE 300
W e e ol el ol o e o ol e el o e e e e B ek B

XM 0314e4240.1 AT T T AT T AT R AT TR T CCT I T T G CAGRT OO G TACACAGR AERET 3ed

H AT T T R TT AT R A T T AR T T I T T C AR T OO GG TACACAGR RERGT 3ed

M AT T T R TT AT R A T T AR T T I T T C AR T OO GG TACACAGR RERGT 3ed
W e e el ok ol o ool e oo o ol el ol el oo o e o e e e e e e e e

MM 0314242401 A TR A T TR AT O G TR O TET RO A TR CTAT CACACCET COEEREE 220

H R TR EEE AT TR R TG TR CEETET GO CRG R CTAT GACACCET COEEREE 220

M R TR EEE AT TR R TG TR CEETET GO CRG R CTAT GACACCET COEEREE 220
W e e o el ok o e ok ol e o el o e e e e e e B

HM 0314c4240.1 ATCRRCGRCRACTOEER RO TEOECRECT 452

H ATCRRCGRCRACTOEER RO TEOECRECT 452

M ATCRROCRCRACTOEER RMECRCOCTEOECRCCT 452
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Figure S1. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb |XM_031464240.11 and OTUD3 marker
(452-bp) sequences.
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Figure S2. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | MW557315.1| and TLR2 marker (540-bp)

sequences.

TG R TT T T G TCT T T GROCCCRCTEEOET TG TCGAT CEOCET GOCAGRATITTT 0
T oA A TT ST TG TCT TG T RO CRCTEESET T TCATGEOCETEOCAGRATITTT 0
T oA A TT ST TG TCT TG T RO CRCTEESET T TCATGEOCETEOCAGRATITTT 0
de e e ke e e b b R e o ek b ek e ke o e o ek e ke ke ek

AR e A T L R e T R R ST T AR R OO TTERACCTETOCGATARCRER 120
AR e A T L R e T R R T T AR R O TTERACCTETOCGATARCRER 120
AR e R T L R G T R R GC T ETERAR R O CTTERCCTETOCARTRARCER 120
e e e ke e e e e o ol ke e e e e e o ol o e ke e o e o o e e e e e e
AT R TAT TR AR R TR TR A AR TET T SEECCTCARCEOCTTEASEST 1840
AT R TAT TR R A R TR T R AR TETETSEECCTCARCEOCTTEASEST 180
AT R TAT TR R A R TR T R AR TETETSEECCTCARCEOCTTEASEST 180
de ke e ok e e e e o ke e e o e ok e e ke ok ek o e e ke R ek
T A T e T O o A R TR R R R R TTOCTTTITI OO TCRCERECCTCER 240
T A T e T O o A R TR R R R R TTOCTTTITI OO S TCRCERECCTOCR 240
T A T e T O o A R TR R R R R TTOCTTTITI OO S T CRCERECCTTOER 240
de e e o e e e R e R o e o e e ok o R o e e R R

A RTTTGERCTT AT CCTATRA AR TGO TTSTETARCTTATCRACCTTCCTGETTCREGRACSCTT 300
A RTTTGERCTT AT CCTATRE R TGO TTSTETARCTTATCRACCTTOCTGETTCREGRACRTT 3040
A RTTT GERCTI AT CC T AT AR T TTSTCTARCTTATCACCTTCCTGETTCRAEGRCCTT 300
ek Rk A R Rk AR R AR R Rk R R AR R AR R AR AR R AR AR R R AR R E B
TTCT T T GRAR R T T T TR T T TR R TOCTTRCRGR R SR TTGECOGRARCETC 360
TG T TR T T T TR T T T AR TOCTTRACA AR ACRCTTGECOGRRACETC 360
T T T GAR L T T T TR T T TR R TOCTTRACAGRRACRCTTGECOGRRACETC 360
e e el e e e e e ol e e e e e e o o o e e e e o e o e e e
oI T T T T AT T o A T T e A A T T O T AR R TRACERA R R TRACTRRCCOCTTCTC 220
oI T T T T AT T o A T T e A A T T O T AR R TRACERA R R TRACTRRCCOCTTCTC 220
ToTTITT T T CRT T o A A T T SO G R A TT O T AR RCTRCERA R R TRACTRROCCCTTCTC 420
de e e ke e e b b R e o ek b ek e ke o e o ek e ke ke ek
AT T ARG R e TTT ST T G ST CACTTITCT T CAGEARCTTGRGRTCEATEC 480
R A T T R R R A T T T ST T G TCACTTTTCT T CAGEARCTTGRAGRATCEATEC 480
R A T T R R R A T T T ST T G TCACTTTTCT T CAGEARCTTGRAGRATCEATEC 480
e e e ke e e e e o ol e e e e o e o o o e ke e o e o o o e o e o o e e e
TR T T e A R e T AT A GO AR AR TTTEACETCRATTCACRR TR TORCTCATCT 540
TR T T e R R T AT A GO R R R T TTEACSTCRATTCACRRCRTORCTCRATCT 5440
TR T T e R R T AT A GO R R R T TTEACSTCRATTCACRRCRTORCTCRATCT 5440
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https://www.ncbi.nlm.nih.gov/nucleotide/MW557315.1?report=genbank&log$=nuclalign&blast_rank=1&RID=DJB50ZH3013

XM 010558333.2 IR T T G T T AT AR T GECCTI T ICT O T CT CTERGAT COGREACCTEREE el

H A CCTGT G TCT AT GACRGOC A TEECCTITCICTCCTCCCTGREATCOGREACCTEREE &l

b IAGCTGT G TCTEAT GRCRGCCATGECCTITCICTOCTCTICTGREAT COGREAGCTEGEE &l
e R o e e e o R L R R R ]

HM 010558323.2 AR T T TGO AT eI TCCT AR C AT TAGTTACCRATCCATGERECTGARTCTCTACK 120

H AR TET T GC AT eI TCCT AR AT TAGTTACCRATCCATGERCCTGARTCTCTACK 120

M AT T T GG R TTCCT AR S TT A TTACCR A TR TRER I TCARTCTCTACE 120
LR e R R R S R R R b e e ey

#M 010558333.2 AT O AR R R T OO A AT O ERCCRR AT ACTGEAT CTCAGCTTTRACCACCT R 120

H AT R A R T OO AR TR R R A TACTCEATCTCRGCTTTARCCRCCTER 120

M AT OO A GRCRRC R T O R AT CGRCC R AT AL TECRTCTCRGCTTTARCCRCCT GR 1240
LR e R R R S R R R b e e ey

M 010558323.2 ATCATTTAGCECARCCCRTAGC T TCTCCAGCTT CCCAGR ACTGCAGETCCTGEGATTTATCCR 2440

H ATCATTTAGGCRGCCRTAGCTTCTCCAGCTT CCCAGRACTGCAGET CCTGEATTTATCCR 2440

bl ATCATTTAGGCRGCCATARCTTCTCCAGET T CCCRAGRACTGCAGET CCTGEGATTTATCCR 2440
HhhhkEh ke h Ak dhedred EehErbhedredrrer A e ddh e dd s

HM 0105583323.2 GATETEAR R TTCAGATGAT TGACGATAATCCCTATCAGGEECTARRCCRCCTTEECRCCT ana

H CATCT AR AT TR T AT TCAC R T AR T CTATCRGEEECTAR MR CCTTGCCRCCT ana

M CATCT AR AT TR T AT TR R T AR T CTATCRGEEECTAR MR CCTTGCCRCCT ana
LR e R R R S R R R b e e ey

XM 0105583332 AT AT TR G ERn RO CTAT CCRGR T TTAGC O C T GRCAGCCTTTICT GERA TR R 3ed

H IEARTATT R G EA R RO CTAT CCRGRCTTTAGC O C T CACACCCTTTICT GERAATRCCGR 3ed

M IGATATTGRCGEEARRCCCTATC 'S“"TTI‘SEC TEACARCCCTITTCTGGAATRCOCGR 3ed
e ke e ok e ok e e ok e o e e e o e ke o o o e e e e e e e o o e e ke o e e e e e e ok e o ke

HM 0105583323.2 GITTRCAGRRGCTGET TECTGTGGRAGRCRARCCTRAGEATCTCTRE 405

H GITTACAGRRGETGET TEGCTGTGGRGRCRARCCTRGEATCTCTRLE 205

M GITTACAGRRGCTGET TECTGTGGRAGRCARRCCTRGCATCTCTRLE 205

LR R R A e R R

Figure S3. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | XM_010998333.2| and TLR4 marker (405-
bp) sequences.
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R R Rl ol R R R R R R R R R
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i o oy e e e e ol e e e ol e e e e e e e e e e e e e e e e e e e e e e o e i e e e o e e
T ARG T T eI CT AT GG TE T GOCGCACTCEAATTEATECTEACCEEAT
I AR T T A T eI T Gl T GG TE T OO GC AT AR TTEAT CETERACEEEAC
T CACCAGT T TETI CT AT G TE I GOCGCACTGEAATTEATEETEACCEEAT
R R Rl ol R R R R R R R R R
CTETERCT R TACTCT CCATRACACOGECCCCARTTETEACRR RCCCATCCOCTERATETED
CTGETCACTGCTACTCT A TACACCGECCOCARTTETEACAR RCOCATCCCTEAATETEE
CTGETCACTGCTACTCT A TACACCGECCOCARTTETEACAR RCOCATCCCTEAATETEE
Ak Ehk Ak R Ak Eh Ak e b Ak b Ak d ke Ak eh Ak b Ak Ed kS ke
ARCCTTECTCTECCCAGRASE

ARCCTTEETCTZCCCAGR 458

ARCCTTECTCTIGCOCAGR45E

ki oy e e e e o e o e

&0
e
=)

[

5
2
[T

hik=14]
igd
igd

240
240
240

304
304
304

3ol

[T
o
[

(L Sty
B B3 B
L . R e

[T o
o oo oo
L T e -

Figure S4. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | XM _031462916.11 and STAB2 marker (498-
bp) sequences.



HM 010575501.1 G RO GA TR TR T T GG CTACTTCRCCTTGTCCCTGCTTCCATCECTCCTICTCT el

H G RO GA TR TR T T GG CTACTTCRCCTTGTCCCTGCTTCCATCECTCCTICTCT el

M G RO GA TR TR T T GG CTACTTCRCCTTGTCCCTGCTTCCATCECTCCTICTCT el
ke e e A e Ak Ak AR AR R R AR R AR R R R

HM 010575501.1 IO T T A T T T T A R AT CT TG LR RGAR A C AR R R R CTETCACRATGTCCAR R 120

H T T T AT T T T AR AT CT T GCRCRCA R A C AR R R A CTCTCRACRRATCTCCAL R 120

M T T T AT T T T AR AT CT T GCRCRCA R A C AR R R A CTCTCRACRRATCTCCAL R 120
Ak Eehrdhehrdhehrdhkeh bk h ek eh ke EArerE Ak Ak A

XM 0105875501.1 AR T TG T T ERT TGO T TG T T o T O CRGECAT CACCRGCTTOCCREECARRCAT G 180

H AR T TG T T GRT TGO T CTACT T O T O CRG AT CACCRGCTTOCCREECARRCAT G 180

M AR T TG T T ERT TGO T TG T T o T O CRGECAT CACCRGCTTOCCREECARRCAT G 180
hrdhkEhrdrhEhrdheahrdhkeadhdd shedrehedrehedred b Ak b Ak dr e

XM 0105875501.1 AT GAT T RO AR AR R A A AR R CC RGO CRAGEACT CAGRGECTTGCARG 247

H AT GAT T RO AR AR R A A AR R CC RGO CRAGEACT CAGRGECTTGCARG 247

M GECRT AT T RO CRREERRER AR AR R R CCR G CRAGERACT CAGRGECTTGCARG 2470
LR R e o e R R R ]

XM 010575501.1 GO CTCCT AR A RGO CTCRR AR T OO CRGEERCT O TR EETTRCCAGERCCRG 300

H GO CTCCT AR A RGO CTCRR AR T OO CRGEERCT O TR EETTRCCAGERCCRG 300

M GO CTCCT AR A RGO CTCRR AR T OO CRGEERCT O TR EETTRCCAGERCCRG 300
LR R e o e R R R ]

XM 010575501.1 TEEECCARR A AR R O CT AR TEATTT GETTGACCRTAT TACCCTGECTGET TCAG 3ed

H TEEECCARR A AR R O CT AR TEATTT GETTGACCRTAT TACCCTGECTGET TCAG 3ed

M T AR R R R R OO LT AR TR T TT T TEACCRTATTRCCCTGECTGET TR 3ed
LR R e o e R R R ]

XM 010575501.1 ARRCRGCAGCCCT GOGATCRGAATTEEAC 3835

H ARRCRGCAGCCCT GOGATCRGAATTEEAC 3835

M ARRCRGCAGCCCT GOGATCRGAATTEEAC 3835
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Figure S5. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | XM_010975501.1| and MBL2 marker (389-
bp) sequences.



M 031435e20.1 AR T T T oI T e T SR G O CT e AT CET AT CCEAGERACARCTTCTTCCECR &0

H A AT T LT T GET T O A O T R AT CETAT CECAGERCARCTTETTCCECR =)

M A AT T T T eI eI O R T e T R AT CETAT CECAGEACRARCTTCTTCCECR =)
e e e e e e e e e ol o o e o o e e e e e e B

M 031435620 _1 TR A e EATCT CCT OO G T ARG AT C AR DG T GO CACT COCRECEEETGCITCT 1z4

H TCTA AR RO EERATCT CCT OO T ERCC ARG T C AR DG T GO CACT COCRECEEETGITCT 1z40

M TR AR O EERATCT CCT OO TERCC AT C AR DG T GO CACT COCRCCEEECGCITCT 1z40
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M 0314356201 A T 00 ] o A T e I T I T BT pik=11]

H A T 00 ] o A T e I T I T BT pik=11]
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M 031435e20.1 T e 0 00 e I = T e P 2440

H A AR T TGO T O TCRCC AT CAC R TR TTC T CEECCRARCEACTERICET 2440

M T e 0 00 e I = T e P 2440
e e e e e e e e e ol o o e o o e e e e e e B

XM 031435620_1 AR TTTGRGR AT TR G TECRGR R ECTETATRECCCCRACECTETACGRACTORES aogd

H AR TTTGRGR AT TR G TECRGR R ECTETATRECCCCRACECTETACGRACTORES aogd

M A AT T I GAGEACT T AT e CRER R R ST CTAT R CACECTCTACGRACTCES 300
el e e e e e e e e ol e o e B o B Bk Rk e e Bk B

M 0314356201 B0 ] 0 et 1 e e T e i R T Y e 3ed

H 0 0 ot 2 T T T e R T Y P e ded

M L e ] 0 ot P Y T T T P R T P P e 3ed
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M 031435620 _1 TR O A S T A A R ER ST oG EER SR T AR CR R R CEATCEACERCTTCATCEALST 224

H TR O R TAC R R ER TGRSR T AR R R R CEATCERACERCTTCATCEAGT 220

M T TR R e T A A AT RO GRS R T R CA R R CEATCEACERCTTCATCEAST 220
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Figure S6. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | XM_031439680.1| and TRAPPC9 marker
(423-bp) sequences.



HM 031435000.1 T GO A O I T eI O ICT I T I I CC I TC TE T CETICRACCTRCGEETCCOCCT &0

H T T R AR O R T T T T T I TT ST O T T T E T GETI CACCTRCEEET CCCCCT (=18

M T T R AR O R T T T T T I TT ST O T T T E T GETI CACCTRCEEET CCCCCT (=18
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HM 031435000.1 GG EETEET G CAGCT AR TEET O T CCCEEECACETACT GACACEATCALSTETT 120

H IR T e T R T O A AT G T O T OO G CACETACT GRCRCGATCRGTETT 120

M T T T e T L RECT O R ER T ECTO T OO R TACT GRCREEATCRETETT 120
b ke e by e ol e e e Al e e e o ki o ke e e ol e o e e e e e o il o e o e

HM 031435000.1 CCTEARGR AR CCOETOCE B T T CACCTC TG T T TEOEEACETGEATTTCACCCTCAR 120

H CCT ARG AR OO IO RO T TR CCT T G I TCTEOEERCETGEAT TICACCCTCRAR 120

M eI GRGR R O T O AT CET CRCC T T T T T ECEEREET GEATTTCACCCTCRR 180
b ke e by e ol e e e Al e e e o ki o ke e e ol e o e e e e e o il o e o e

XM 031435000_.1 CTCRGR AR R R S TTCATRCTT T RGO C T OO AT CT OO CTERA R GEATECRA R CERCTE 240

H CTCRCACAR A TTCATACTTC T CACGCCTCCCGATCT OO TEARGEATCCA R CERCT S 240

M CTCRGACAR AR TTCATACT T e T CACCCT OO CGATCT OO TEAR GEATCCCARCERTTE 240
ol ke el e e e o e e o e o o e o e o e e e e ke e e e e e ol e e ol el e e e el e e e o o e o e e

HM 031435000.1 I T AT T T OO e C R RO OO D OGRE TR T CE T EE T CCRET CET CRTEECT aoa

H T EC T AT CT LT O G CRGR GO C O R EET R TEETEETCCAGTCETCATEECT 300

M TEECCT AT C T CCT O G CAGR O CCCGRGET GCREC TEETECTCCAGTCETCATEECT 300
ol ke el e ol e o e e o e o e e o e o o e e e ke e e e e e ol e e e e e e e e e e e e e o o e e o e e

HM 031435000.1 GRRCRL T T T T O A A A CT CRC L ECACEE T ET CARCCTGTITCTTICTCCTCTICE 3ed

H GRRGRACTRTCT T OO R R C TR R CRCEETETCRARCCTEGITCTTICTCCTCTCS a0

M GRRGRACTRTCT TR R R TR R CACEETETCARCCTGITCTTICTCCTCTCS a0
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HM 031435000.1 G EE R T I TICT oA AL TR OO OO TTTATARCOCTEEOCAECECETTOS 420

H e R L T T T I CT A CACT GROCRE OO TTIATAR OO TEECCAECEOGTTICE 220

M e e L T T T I CT A CACT GROCRE OO TTIATAR OO TEECCAECEEETTICE 220

Akl S R R Ak R R Ak Rk ek ki Sl S e B A ok =

[ 031435000.1 GTRACOGRETCITTEZIICTERATCR 444
GTRACOGAGTCTITTEOICTZEATCR 444
GIACCGRETCITTZOICTZEATCR 434
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Figure S7. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | XM_031435000.1| and C4A marker (444-
bp) sequences.



HM 0110008752 CEECATCC A ARG CCAGATCARCCGCT A RGEACCLECCEEOCEOGEACARACCT =)

H B et 0 Y e P o TS T e e T e e P Y B o e =]

M CEEEAT RO GR CCR A TR RO TEERA R GEAECRCCEE OO T GCACRRRCCT &0
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¥M 0110005752 GATETCITERCCAC O GEEEECEECRA T CCRCTAGEACACRRACTCAR TETTAT GRCAGCA 120

H CRTEICITERCCAC GG EECRRT CCRGTAG AR CE R R CTCRR TETTATGACRECE 120

M AT T I T RO EEEG oA R T A CTAG R RO L R CTC AR TETTATGRCRECE 120
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HM 011000575.2 R CCEECA ARG A TT OO T GRGR R T T T CCAC I TRARR R ECREEEECTITTCECTAC 240
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XM 011000875.2 I T ARG R R AT e A T T AT AR TR T O AR O CR L ETCTITGRGCACATTEER 300

H I T ARG ET R R T e L T T A T A G A TR T O A R RO R L ETETITGRGCACETTEER 300

M IT TR G TR R AT G R T T A T AR TR TR R GO R R T CTITGAGCACATTORR 300
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XM 0110005752 AR R EER OGO CCAT TR I ICECTICTCCACT GTT RO T CERGRR TCARECTCRACCTERC 3l

H AR R OO AT T GO ST IO ECTICTCCAC TG I T T CEAGRA T CAGECTCRCCTERT 3e0

M AR CER G CCAT TGO CGTICECT ICTCCACT G T T CCTCERAGRATCAGECTCACCTEAC = Lot
Ak hhEh Ak Eb Ak E b rA ke hEAh e s A ke b b brehEdbhkEh sk ek dbrahrEdkeahEdh s

HM 0110008752 AT T e TR T e T T T T G A TR R TTT TRCRCCEACCAT GETARCT GEEAT 420

H AT T TR T T eI T I G AT AR AT TTTRACRC CERCCAT GETARCTGEERAT 420

M AT I eI A T T e T I T A TCAR AT TITACRCEEAEGATEETRARCTREEAT 420
Ak hhEh Ak Eb Ak E b rA ke hEAh e s A ke b b brehEdbhkEh sk ek dbrahrEdkeahEdh s

XM 011000575.2 CITACTEERRAT AR A CCCATTTICT TCATCACGEEATECCATCETTGTTTOCATCCTTT 480

H ST TRCT R T AR RO CATTTI CTT AT CAGEEA TGO CATETTETITTOCATCCTIT 220

M ST TRCT G ER R T e R AT TTTCT T AT CAGEERTEOCATETTGTTTOCATCCTTIT 480
ki ke e e e e e e ok ke e e e e ol e e e e e ok o e e ol e e bl e o ke e e e e e

XM 011000875.2 AT R R AR R L R R SO TR R R TCT AR AR TOCAGATATGETICTGEERT 540

H ATCCRCRGCCAR AR R AR R O TR ACECRTCTAR AR TCCRGATRATGEICTEEERC 540

M AT CCR R AR R R e A OO T AR RO R TCTAR AC R TCCRACGATATGETICTGEERT 540

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

Figure S8. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb|XM_011000575.2| and CAT marker (540-
bp) sequences.


https://www.ncbi.nlm.nih.gov/nucleotide/XM_011000575.2?report=genbank&log$=nuclalign&blast_rank=1&RID=DJFPX2W6013

M 0lo5e3047 .2 TECICTETEoCTACCT GO CACGECERCRCRACECCT OEERAGCCTGEACCARCCCREACT &l

H TECICTET o CTACCT GOT CACGECERCRCRCECCT CGEAAGCCTGEACCRARCCCRACT el

b TECICTET o CTACCT GOT CACGECERCRCRCECCT CGEACECCTGEACCRARCCCREACT el
kA hrbrehrrbreherb e err ek hse SAbhehrerherehbher e hhs

XM 010853047 .2 CECREERCCCCRECT I CGE AT A AR AR T OO CACAT GO RCGCCRAR RETRRCGE 120

H CECREERCCCCRECT I CGE AT A AR AR T OO CACAT GO RCGCCRAR RETRRCGE 120

M CECREERCCCCRECT I CGE AT A AR AR T OO CACAT GO RCGCCRAR RETRRCGE 120
LR R R R b e R b R b b R R Rl R R R

XM 010853047 .2 REATCTEECRGEAGRT R GO RGO RO EECERCT CECCRRCRATGCTEOGCTRIRCE 120

H AEATCTEECREEAGR T CRR GO RGO EE RO EECEACT CECCRRCATGCTEOECTGCIRCE 120

M AEATCTEECR AR T R CC RGO RO CEACT CECCRRCATGCTGOECTGCIACTE 120
LR R e T R o R e ]

M 0105e3047 .2 RO ] 0 1 1 e 1 3 A 240

H RO ] 0 1 1 e 1 3 A 240

M RO ] 0 1 1 e 1 3 A 240
LR R e T R o R e ]

XM 0105e3047 .2 TCGEIGCTCITCOGGCRCCT OO GO CCEECECCCTECTCGRGECCTICTICCRACCTGEAGE aoa

H TCGEIGCTCITCOGGCRCCT OO GO CCEECECCCTECTCGRGECCTICTICCRACCTGEAGE aoa

b TCGEIGCTCITCOGECAGCT OGO OO TCCTCGAGEICTICTICCACCTGRAGS oo
e ke b e ke e o ol ke e ke ol e o ok e o ke e e ke o e ke e e o e ke o e e e e e e e e e e e

i 0l00e3047 .2 GCTICCOERCCEAGDCCAR CETCACCRGCCEOECCATCCRCET G ACCACT TCREGEACT a0

H GCTICCOERCCEAGDCCRR CETCACCAGCCEOECCATCCRCTTGCACCACT TCREGEACT a0

b GCTICCOERCCEAGDCCRR CGECACCRGCCEOECCATCCRCET GO ACCACT TCREGEACT a0
kb E kb E Ak Skl Ak sk Ak sk ki a ahk s ahk  ae e

i 0l00e3047 .2 TERCCCAGEECTECEACACCACCGEECCECRCTRCAR CCCGCTGEEEET CCOECRCOCEA 420

H TERCCCAGEECTECEACACCACCGEECCECRCTRCAR CCCGCTGEEEET CCOECRCOCEA 420

bl TEACCCARGEECTGCEACACCACCEEECCECRCTRCAR CCCGCTGEEEET CCOECRCODCER 420
B e ol o e

M 0l05e3047 .2 AECACCOGEECEACTTCGEEARCT TCECCETCCE0GRT 458

H AECACCOGEECEACTTCGEEARCT TCECCETCCE0GRT 458

b AECACCOGEECEACTTCGEEARCT TCECCETCCE0GRT 458

LR L LR LD L LR L LR L L T

Figure S9. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | XM_010963047.21 and SOD3 marker (458-
bp) sequences.



HEM 010584538.2 TCEAGECCRR TR CTRCCETCEECCECATCOGCTTCCACERCTATCTGEERAGRCTCATEES &l

H T e R TR TR ET GG RO AT CCGITTCCRCERCTAT CTEECAGRETCATEEE =i

M TR e A T TR O T EE LA TCCGCTTCCRCCACTAT CTEECRGRITCAT GRS &l
AhkAk kbbb rk bbb bkehEdbkEhkEdbked Ak bbbk bhedbkabk s babkedbksh bbbk s

XM 010584538.2 GORTTCT T T T CC R CCT R CTTTACCCCRGTCT CTACCRCGEACCTTGECAGRE 120

H GERTTCT T TC T O AL CCTC G EAC T T TACCCCAGT CT CTACCACGEAGCTTRECAGRG 120

M GORTTCT CTTC T CCC RO CCTCGEEACTTTACCCCRGTET CTACCRCEEAGCTTRECAGRGE 120
B R e L e A el R A

XM 0105384536.2 CRGECRARGCTGECACCAGRATTTEOCRRGRGEARCETERARAGATEATTGCCCTTTCARTRG 120

H CARGCRARGCTEECACCACA N T TTCOC R AGRGEARCETEARGATCATTGCCCTTTCARTRAC 120

M CRGCRARECT G A AR T TT O R ARG AR e TER R GATCATTECECTTTCARTRS 1240
B e e e e e e e e e R

XM 010584538.2 AT T R RO AT T TG CT TCGRCCRRCEATATCR R TECTTACRR TGETARCERET 240

H ACRETET AR GRCC AT CTTGCT TGGRGCARGEATATCARTGCTTACRATGETARCEART 2440

M ACRGTETEERAGRCC AT CTTGCT TCGRGCRACEATATCRARTCETTACRR TGETART CART 240
B R L e el ol L

XM 0105384536.2 CORCGER AR A GTTACCTTTTCCCATCAT TCATGACARGA AT CEGEACCTTGOCATCCRAET aoa

H CORCGERAR AT TACCTTTTCCCATCATTCATGACARGR AT CEGEACCTTGOCATCCRAET aoa

M CORC AR A T TR CTTTTCCCATCATTCAT CAC AR CR R TCECEACCTTGOCATCCRET aoa
Ak AR R rAF A rAr e A e A e e A h s Ak ek e Ak e R Ar ek R &

XM 010384538.2 IGEECATECTGEACCCAGCRGR AR GERCERR AR CEECATEGCCTCTCRACRGCTCETETES 3ed

H TEEECAT T AR O R GR R A GERCCRR R R CEECRTECCTCTERACRGCTCETETEE 3ed

M IGEEECATGCTGEACCCAGCRGR A AGERCEARARCEECATGCCTCTGRACAGCTCETCTES 3ed
B R e L e A el R A

XM _010584538.2 TATTTRTTITTCETCCT AT ARG AR CTER AR CTETCCATCCTTTACCCRGCTRCCRCTE 420

H IATTTATTITIGETCCTGATARGRA A CTGRRRCTCTCCATCCTTTACCCRAGCTACCACTG 420

M IATTTATTITIGETCCTGATARGAR A CTGRARRCTCTCCATCCTTTACCCAGCTACCACTC 4240
B R e L e A el R A

XM 010384536.2 GORGEARCTTT AT AR T TC T CAGR T TATTATCTCTCTCCAGCTEACRE 471

H GORGEA R CTTT AT A AT TCTCAGRACTTATTATCTCTCTCCAGCTEACRE 471

M GORGEARCTTT AT AR T TC T CAGR T TATTATCTECTCTCCAGCTEACRE 271

il e ke o ol e ol e e ool e e ol e e ol e e o o e o o e o e e e e

Figure S10. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | XM_010984536.2| and PRDX6 marker
(471-bp) sequences
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CTGCATCTGTTETIGCATGTAGGRATAACTCARGAATTTTICTCTIGTTTARATTTITSTA
CTGCATCTGTTETIGCATGTAGGRATAACTCARGAATTTTICTCTIGTTTARATTTITSTA
CTECATCTETTETTCCATATACGRAATAACTCARGAATTTTICTCTTETTTARATTTTCTR
AR A AR E AR AR A A AR RS AR R A S AR R A E AR EASAAE A A rE A AR e e Ak s
ACARTTAGAARTETCTITETTI TTATCTACCCATCTACTTATCTACTCATCTACATGTCTA
AGARTTAGRARTSTCTITGTTI TTATCTACCCATCTACTTATCTACTCATCTACATGTCTA
AGARTTAGRARTSTCTITGTTI TTATCTACCCATCTACTTATCTACTCATCTACATGTCTA
B
TCTTTACGEAGTGEAGCARCACCTETEETCCARCCACCATATTETATCCCTARRARCERE
TCTTTACGEAGTGEAGCARCACCTETEETCCARCCACCATATTETATCCCTARRARCERE
TCTTTACGEAGTGEAGCARCACCTETEETCCARCCACCATATTETATCCCTARRARCERE
AR A AR E AR AR A A AR RS AR R A S AR R A E AR EASAAE A A rE A AR e e Ak s
AR AGTEECAATCARACEEATARACCTOGACARATCTCARRCTAGCATGEATCARCTCCTE
AR AGTEECAATCARACEEATARACCTOGAGARRTGTCARRCTAGCATGEATGRARCTCCTG
AR AGTEECEATCARACEEATARACCTOGAGARRTGTCARRCTAGCATGEATGRAACTCCTG
B R e
ARAGARRTTCARGCCATEACTCAGTECCATCATCOCAATATTGTCTCTTACTACACATCT
ARAGARRTTCARGCCATEACTCAGTECCATCATCOCAATATTGTCTCTTACTACACATCT
ARAGARRTTCARGCCATGASTCAGTECCATCATCOCARTATTGTGTCTTACTACACATCT
B
TTTGTGGTARRRGATEAGCTETGECTAGTCATERAGCTGCTARGTGEAGGTTCISTTICIC
TTTGTGCTAA AR GATEACCTETEECTACTCATEAAGCTECTAACTGEAGSTTCTETTCTE
TTTGTGGTARRRGATEAGCTETGECTAGTCATERAGCTGCTARGTGEAGGTTCISTTICIC
B
CATATTATTARCCACATTCTGECARRCCEOEARCATARRRCTCEAGTCCTACATCARGCT
CATATTATTARCCACATTCTGECARRCCEOEARCATARRRCTCEAGTCCTACATCARGCT
GATATTATTARGCACATTGTEECRAARGGEEEARCATARRRAGTGEAGTCCTRAGATGARGCT

e ke ok e vl e o e e e e ol e e ke ke o e o e e bk e e e e o e o el e e e e el ol o ke o e e
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Figure S11. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | XM_045509732.1| and OXSR1 marker
(420-bp) sequences.



XM 031442846.1 CECCCRET GoT TOREEETRoGEACCT CGCCETCCEEEEAGAAGET CRACGCATACCEECCR &0

H CECCCGETECT TCREEETEoGEACCTCaCrETCCEGEaACAAGETCACGCATACCEECCR &0

M CECCCGETECT TCREEETRCGEACCTCECOETCCEGEERGARGETCACGCATACCEECCR &0
R ]

XM 0314420846.1 GETTTATGAGEATGARGACTACAGARRAGTTCEATT TGTAGGTCECCAGARAGRGETERR 120

H GETTTATGACEATGARGACTACACARARCTTCEATT TETAGCTCECCAGARAGRGETARR 120

M GETTTATGAGEATGARGACTACAGARRAGTTCEATT TGTAGGTCECCAGARAGRGETERR 120
EE LR R T T T T ]

XM 0314420846.1 TEAGAACTITGCCATCEATCT AT AGCAGAGCAGCCTGTGAGCGAACT CEGEART CEAGT 180

H TEAGAACTTTECCATCEATCT GATAGCAGAGCAGCCTETCAGCGAACT CEGEARTCEAGT 180

M TEAGAACTTTGCCATCEATCTGATAGCARAGCAGCCTETCAGCEALCTCEGEARTCGAGT 180
LR E R P R L T PR R ]

XM 0314420846.1 CATATCETETGACGECEECE6EGE06CCCTEEECCACCCECGAGTCTACATARRCCTEGR 240

H CATATCETETGACGECEECEEEGE0ECCCTEEECCACCCECCARTCTACATARRCCTERR 240

M CATATCETETGACGECEECEEEGE06CCCTEEECCACCCECGAGTCTACATARRCCTEGR 240
EE LR R T P P Y]

XM 0314420846.1 CARRGARACARRGACAGEGACETE0GGCTACT ST GGCCTGCAST TCAGRCAGCACCACCR 300

H CARRGARACARRGACAGEGACETE0ECCTACTETEGCCTECAST TCAGRCAGCACCACCE 300

M CARRGARACARRGACAGEEACETEOGCCTACTETEGCCTRCAST TCAGRCAGCACCACCR 300
LR E R P R L T PR R ]

XM 031442846.1 CTR 303

H CTZ 303

M CTR 303
e o

Figure S12. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | XM_031442846.1| and NDUFS6 marker
(303-bp) sequences.



M 0314eq025.1 ICCT AR T CRGR OO C TGO T AR CTI TCAT CCATACTTCTCTARCGCCGCARG &l

H I TERATCRGR GO CCT GO TCAR R CTI TCAT CCATACTTCTCT RALGCUGTARG el

M T T AR T R R R CCT GO R T AR R CTTTCAT CCRTACTTCTC TRARCECTECARSE el
LR e R R R S R R R b e e ey

#M 03leeslcs. 1 AR R R TR T T T RECRCO T EEC T TEECCCTCTTTEITTITETTETICTICTEECT 120

H AR R R TR T T T RECRCO T EEC T TEECCCTCTTTEITTITETTETICTICTEECT 120

M AR CRCR TR T T e RO T CR TR T CECCCTCTTTGITTT TG ITGICTCTEECT 1240
LR e R R R S R R R b e e ey

XM 03leesl2b. 1 CRCGTCGACCGCATAR R AT CECCTITCCT CER AR ACOCTTCTETTICACCACGR MGG 1240

H CRGETCEACCGORTARR AT CECCTITCCT CERAGRR RCOCTTCTETTICACCACGR BEE 120

bl CREETCEACCGOATARRCACT CECCTITCCT CERA AR ACCCTTCTETTICACCACGR AGE 1240
e R o e o e o R e o R R ]

XM 03leesl25. 1 ARRERCTGRGERCATECCIC TGO T CT GERRCTCCTROCTCAGGATCTGRGATGEACEATC 2440

H ARRERCTGRGERCATGCCICT GO TCT GEARCTCCT RO CTCAGGATCTGRAGATGEACRATC 2440

M AR PR T R EER R T T CT T CT e R ST CCT O CTCR AT CTEACAT CEACRATC 2440
LR e R R R S R R R b e e ey

#M 03leeslcs. 1 T ER R R T T CTC AT e e O T TG T OO CTCRACCTATCTTCCACA TCRTTCRCARE ana

H T ER R R T T CTC AT e e O T TG T OO CTCRACCTATCTTCCACA TCRTTCRCARE ana

M I EAR R T T TR T RGO AT T e T OO CT CARCC TR T CTTCCAGATCRATTCREAGT aoa
LR e R R I R R R b e

XM 03leesl2b. 1 ATARCEATCEECATCT CARCACET TT CACRCCECCCOCTOCCECTGEAGEETGERAGEACT 3ed

H ATRRCEATEEECATCT GAFCACETTTCACRCCECCCOCTOCCGCT GEAGGETGERAGERCT 3ed

b ATRRCEATEEECATCT GAFCACETTTCACRCCECCCOCTOCCGCT GEAGGETGERAGERCT 3ed
e R o e o e o R e o R R ]

XM 03leesl25. 1 ACTICRAGCTCTIA 373

H ACTICRACTCTIA 373

M ACTTCRECTICTTR 373

e ool o e ol o ool

Figure S13. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | XM_031466025.1| and SERP2 marker
(373-bp) sequences.



dM 010554738 2 AR CCTEAGTGCTEECA ACAT CEACGACCEGTTACACTGCTACTCACARGCCATTRARETT =]

H AT EACT GO e AR T A CGA CCCET TACACTGCTACT CACAR GO ATTARCTT &0

M A CCTEACTGCTEECA RCR T ORI TACACTGCTACT CACARGCOCATTRARETT 20
e e ok e e el e ol e o e ol e o e o o e e o e ol e s o e ol e e e e ol e e ol e e e e e e e e

HM 010554738 2 AT AR CA T CTEC T CT A AT AR TOSCTCAGCTEOCTATCOCALGARRGEAGHR 120

H A T AR O T T I CTACACT AR TOSCTCAGCTEOC TR T GOCAR AR B ZEAGE 120

M AR T A O T T I CT A AT AR T CT O AGCTEOCTATGOCALCAR R CEAGCE 120
b ke el ke el o ke el o e e e e o ke e e o e e e e ke o e ok e e e e bl o o ke e o ke

HM 010554738 2 TR CCACAR CEO T ACCAGCGATCCCTETARR A CET TEACC TEARGECTEACTCEGECAR 180

H TR CCACAR CEOC TACCAGEATCCCTETARR A CET TEACC TEARGECTEACTCEGECAR 184

M R O T R AR T O TETAR AR CC AT TEGACC TEAR GO CTCACTCEEECAR 180
o ke el o ke e e o ke e e e e e e e e e e e e e e e e e e e e o e e e e o e e e e e e e e e o e

HM 010554738 2 GEECTATTCCCGRA A A R CCTC T TEAGTICTTAA R CCCATTTEARCRRSOCR A GG 240

H TR IO GhAA AC C e  CCT I TEAGTICTT AR OO AT T TGARCAR GO AR CIG 240

M GEECTAT TOEC AR R AR G R LT I TEAG T TCTT AR OO AT T T AR CAR EOCR R EAE 240
e ke el o ke e e o o ke e e e e e e e e e e e o e e e e o e e e e e o o e e o e e e e e e e e e o e

HM 010554738 2 AR CTATCACERGCET TTARAR CATEA RCCAR RO A CTCAGCTCARLMGREEGTTTACR 300

H A T A T A T TTAR AR A T EA AR RO RO CTCAGCTCARL CRCECTTTACE 200

M AR CTATCACERGCET TTARAR CATEARCCAR RO A CTCAGCTCARMGREEGTTTACE 300
b ke el ke el o ke el o e e e e o ke e e o e e e e ke o e ok e e e e bl o o ke e o ke

M 010954738 .2 R AT AT R RO T TR A CACA R R R TTCAT AR CCCTTTCRRCATECCTRATCT 3ed

H AR T A TG RO G T TG AGACACCA AR TTCATCARCCCTTTCARCATECCTRAATCT ded

M AL T AT RO C T T A CACACEA R TTCATCARCCCTTTCARCATRCCTARTCT 2ed
b ke el ke el o ke el o e e e e o ke e e o e e e e ke o e ok e e e e bl o o ke e o ke

HM 010554738 2 GTATCRAGARCT TECAGRCTEAT CCCAGGACRRARCRACTCTGCTOGETEACCCTACCTACCE 420

H GTATCRAGARCT TECAGRCTEAT CCCAGGACRRRCRACTCTECTOGETEACCCTACCTACCE 420

M GLATCACAR T TECRGACTEAT COCACEACAR ACRCTCT GO TCGCTGACCCTACCTRACCR 420
e ke el o ke e e o o ke e e e e e e e e e e e o e e e e o e e e e e o o e e o e e e e e e e e e o e

HM 010554738 2 GEAGCTCATAGAGCARCTROGR 442

H GEAGCTCATRGRGCRARCTGOGR 442

M GEAGCTCGATAGARGCRARCTROGR 442

Hh kSRR SRR SRR e

Figure S14. Analysis of nitrogenous bases matching for DNA in healthy and mastitis affected camels using GenBank gb | XM_010994738.2| and ST1P1 marker (442-
bp) sequences.
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Figure S15. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb | XM_031464240.1| and OTUD3 marker (452-bp).
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Figure S16. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb | MW557315.11 and TLR2 marker (540-bp).
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Figure S17. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb|XM_010998333.2| and TLR4 marker (405-bp).
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Figure S18. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb | XM_031462916.11 and STAB2 marker (498-bp).


https://www.ncbi.nlm.nih.gov/nucleotide/MW557315.1?report=genbank&log$=nuclalign&blast_rank=1&RID=DJB50ZH3013
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Figure S19. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb|XM_010975501.11 and MBL2 marker (389-bp).
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Figure S20. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb | XM_031439680.11 and TRAPPC9 marker (423-bp).
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Figure S21. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb | XM_031435000.11 and C4A marker (444-bp).
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Figure 522. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb | XM_011000575.21 and CAT marker (540-bp).
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Figure S23. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb | XM_010963047.2| and SOD3 marker (458-bp).
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Figure S24. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb | XM_010984536.2| and PRDX6 marker (471-bp).
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Figure S25. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb| XM_045509732.11 and OXSR1 marker (420-bp).
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Figure 526. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb | XM_031442846.11 and NDUFS6 marker (303-bp).
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Figure S27. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb | XM_031466025.1| and SERP2 marker (373-bp).
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Figure S28. Analysis of amino acid matching in healthy and mastitis affected
camels using GenBank gb | XM_010994738.2| and ST1P1 marker (442-bp).



