Supplementary:

Table S1. Immune gene oligonucleotide primer sequence used in PCR-DNA

sequencing.
Annealing Length
Gene Forward Reverse temperature of PCR Source
(°O) product
(bp)
5 5- Present
SLC11A1 GTGCCCGAGTCTGCAGTCCTCA- AGAGTGGGATTCGTCCGGCTGAG- 62 523 oo
3 3
’ 5,-
cp-1a O GTGTGCITGCCCTGCCTCCTCC | o1 o1 G OTTGGGCAATGTTCAGE- 64 538 1 resent
-3 3 research
5 ,
CCL2  GCCAGTCCAGAGGCCAACAGCT ° ACTCACCCAAGATAAACTGAA 534 Lresent
3 -3 research
5. ,
TIRI ~ ATGCCTGACATCCTCTCACTATC ° AGACAGITCCAGACTCACTGTIG g7 Present
5 -3 research
5 ,
TLR7  ATCTTCCTCCCAGCTTACAGCTG->  ACAATTATITICACAGGGICIG g9g Lresent
3 -3 research
5. ,
TLRS ~ GCTTCTGACCTCCCTTTTCCTGC- © - CTCTATCTGAATIGAAGCACCT ) 799 resent
3 -3 research
5" 5’ Present
TLR9 ATGGGCCCCT/fTGTGCCCCGC' TGCTGGTGCGGCTCAGCGACAGS 02 460 esearch
5
5-CGAAGGCGGCAGTTTCTGACT- Present
B defensin  CAGCATGAGGCTCCATCACCTG- ) 62 253 ot
3 3 research
5 TCCTGTTTTGCCCACTGGTATC-5-AGACACGGCAATAGCAGGGTC- Present
SP110 , , 58 537
3 3 research
5'- 5~ Present
SPPL A TGAGAATTGCAGTGATTTGCT-3' CATTCACCAAC;AAGCTGAGAA' 60 M3 esearch
5’ >- Present
BPL A TGGCCAGCGGCCCCGGCAGT-3 AGGTTGCAGCT;GGAGGACACA' 62 645 esearch
5 5~ Present
A2M  AACCGCAATACATGGTGCTGGT- GGTTTGTCTGTCTGGACAAAGAC - 58 325 resees:rch
3 3
5 5- CCTTGACCTTCTCGTCCATGAC Present
ADORA3 CTACTCACCTGGGAAGCTTCTC-3' -3 64 521 research
5 5
CARD15 ATGTGCGCACAAGATGCTTTTCA- GCTGCTGTGTCAGGTCCAGCAC - 62 394 rzrse::rrc‘;
3 3
5- 5 Present
IRF3  ACTCCTGGGAAGGATAAGCCCG AGGGCAGAAGACAGTCTGCTGG- 60 468

research
-3’ 3



5'- 5
SCARTI CTGAGATCAGGAATGTGAACGG- ACAGCAGGGACTCGTTGCCCGC- 62 475 rig:‘:;
3’ 3

SLC11A1 = Solute Carrier Family 11 Member 1; CD14 = cluster of differentiation 14;
CCL2= C-C motif ligand 2; TLR1 = Toll-like receptor 1; TLR7 = Toll-like receptor 7;
TLR8 = Toll-like receptor 8; TLR 9= Toll-like receptor 9; § defensin = beta defensin; SP11
0=SP110 Nuclear Body Protein; SPP 1= Secreted Phosphoprotein 1; BP1 =
bactericidal/permeability-increasing  protein; A2M = Alpha-2-Macroglobulin;
ADORA3 = the adenosine A3 receptor; CARD15 = caspase recruitment domain-
containing protein 15; IRF3 = interferon regulatory factor 3; SCART1 = Scavenger
Receptor Family Member Expressed On T Cells 1.



Table S2. Sequence of the oligonucleotide primers used in real-time PCR for
immunological genes under investigation.

Product Annealing

Gene Primer length temperature iflcl:;zn Source
(bp) (°O)

SLC11A1 II:?:')”- ?gégi;icci‘qgé?gggéﬁfé_j 182 60 KX151137.1 Present research
CD-14 IF{?_ gég%?géﬁi?éffjég GG C(;AA __33, 144 59 DQ457090.1 Present research
CCL2 If::g:gggggg?ggﬁgggﬁ 33 200 60 XM_005693218.3 Present research
TLR1 le G‘f ggfggﬁgﬁgfggggégzz 162 58 NM_001285605.1 Present research
TLR7 FI?;’FS"EEESE(;I"SES?EEE?Z?’? CC;; g ?Ejl 194 59 NM_001285543.2Present research
TLRS8 Il;;:: ggig?é}c é: gggg%;éggi?; _-?;, 217 60 GU936189.1 Present research
TLR9 RFSS:;F;: ﬁfggégg?‘ggéi{%}%% 33 117 60 EU747825.1 Present research
B defensin RFSS’:- g;;r,l? C(E[:FA?GG gggj;gé?é?gl(;g -_3:;, 106 62 DQ532360.1 Present research
SP110 RIE;S _CTGGGCGC(S:T(;GAAATE(SE;ECGAACGGGIX? g 108 62 XM_018058530.1 F resent research
SPP1 15? gggfggfgi%éﬁéfggé 5;, 110 62 \M_o01285667.1 T resent research
BP1 ngggﬁgﬁ?gﬁggﬁgi%iﬁ?gﬁ 3 g 178 3 NM_001314172.1 L resent research
A2M 1555:__ gigég:ﬁgggigg gzgéggég:?; 192 62 XM_018048527.1 Present research
ADORA3 ;g Egig?igﬁégééﬂgggﬁTz 143 58 XM_013962543.2 Present research
CARD15 1555 iiig(éé?giggéﬁgggii 33 157 60 NM_001314291.1 Present research
IRF3 f{z ?gégi‘égg%gﬁgﬁﬁ?ng i 103 60 JQ308793.1  Present research
SCART1 R;_S; GCACSAC"I:F Ccfcc é;fz,}ﬂg?gﬁfégc_z 3 151 62 XR_001917340.1 Present research
f. actin F5" GCCCCCTACAGCTCATCTACTTCS 113 60 AF481159.1 Present research

R5'- GCACAGCCTGGATGGCCACATAC -3’

SLC11A1 = Solute Carrier Family 11 Member 1; CD14 = cluster of differentiation 14;
CCL 2= C-C motif ligand 2; TLR1 = Toll-like receptor 1; TLR7 = Toll-like receptor 7;
TLRS8 = Toll-like receptor 8; TLR9 = Toll-like receptor 9; B defensin = beta defensin;
SP110=SP110 Nuclear Body Protein; SPP1 = Secreted Phosphoprotein 1; BP1 =
bactericidal/permeability-increasing  protein; A2M = Alpha-2-Macroglobulin;
ADORA3 = the adenosine A3 receptor; CARD15 = caspase recruitment domain-
containing protein 15; IRF3 = interferon regulatory factor 3; SCARTI1 = Scavenger
Receptor Family Member Expressed On T Cells 1.
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Figure S1: Representative gel electrophoresis for extracted DNA samples from the investigated does. Lanes from 1 to
37 are positive DNA samples.
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Figure S2: Nanodrop curve showing concentration of representative DNA extracted from the investigated does.



EX151137.1 ETE RGO RETCCTCAT CT CRCET CACRCEEETRACCCCRR RCTRCEEREEERCC E0

H CTE LT CT R TCCT AT ET ARG T CACRCEEETACCCC AR ROTRCECREEERCC €0
r ETE RGO RETCCT AT CT CT T CACRCEEETRACCCCRR RCTRCEEREEERCC E0
b kR AR SRRk s ok Ek ek e e ke o e o ek
EX151137.1 AERTRTEECTCCATCT CCRGCCCROCCRCT CCRCEECCACRGCARCCRCCTCOCEERGEG 120
EH AR T O AT T CCRE O o CR O CRCT O R CE e CCACRGCARCCRCCTCOCGEREEG L20
o AR TRTEECTCCATCT CCRGC CCRC O CRCT O R CEECCACRCCARCCRACCTCOCEEREEG 120
e ke e ke ool 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 o e e e e e
EZ151137.1 A TR T AR TR ER AT CCCRTTCC G AT RCRGRATCCEETCCATTCAGCCTECEE LED
EH AR T AR TR R AR T OO R T T OO G AT AR R A TOEEET CCATTCARCCTEOEG LED
o A TR T AR TR ER AT CCCRTTCC G AT RCRGRATCCEETCCATTCAGCCTECEE LED
e ke e ke ool 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 o e e e e e
EZ151137.1 A T TG T TR A E R CCTE AT TCCTCATCACCATRGCATT OO TCERCCCRGER 240
H AT TGO T T oA CAGEECCTE AT TCCTCRATCAGCATAGCATTCOTCERCCCRAGEA 240
o A T TG T TR A E R CCTE AT TCCTCATCACCATRGCATT OO TCERCCCRGER 240
e ke e ke ool 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 o e e e e e
EZ151137.1 A R T O T O ECRTCTTC AR CTE T ETEECTEEATTCARRCTEOTCTEREETECTG 300
H A R TR T ORI CTTC AR LTI T EECTEEATTCARRCT O TCTEEETECTG 300
o A AT T ORI CTTC AR ECTEEEECTETEECTEEATTCARRCTECTCTEGEETECTG 300
A A e Ak R AR E A A e ek R R R Ak e A A e A r AR e A Ak Ed
EZ151137.1 CTETGEECCAC AT ETTEEECTIECT O TGO CRAGCERCTEECTEOCCEEITEERCETEETE 360
= T T GEEC A AT T TEEECTTEC T o T CAGCERCTEECTEOCCEECTEERCETEETE 320
o CTETGEECCAC AT ETTEEECTIECT O TGO CRAGCERCTEECTEOCCEEITEERCETEETE 360
A A e Ak R AR E A A e ek R R R Ak e A A e A r AR e A Ak Ed
EX151137.1 ARG RR GRS T TEREACREETCTECCRTI CTCTACTRCO EGETECCCCECRCTCTIC 220
H A GO RL EGR ST T A A TCT O CATCTCTACTRCCCTRRECTEOCCCGCRATTICTC £20
E AR RR G GR T TR EACAEE T CT GO CAT CTCTACTACCCTARGCET GOCCCECRCTCTC 220
e oy o e e e e e o e e e e o o o e e e e e e e e e e e e e e e e e
EX151137.1 I TG I GAC AT LR TAGC AT CET GG CTCCERCATGCREERARGT CATTGECRCA 280
H CT T GECT A AT OGRS TAGC R T CETE R ECTCCERC AT CCACERRETCATTEECRCR £80
r CTCTGECT RO AT R TRAGC R T CET GG TCCERCATCCREERRETCATTECRCA 280
i kA R Rk ke e e e e ke o e o ek
EX151137.1 ECTRTTGECATTCRCTCTECTCTCRECCEERCGRATOCCACTCT 523
H GCTATTECATTCACTCTECTCTCRGCDCCEROGRATOCCRACTCT 523
r ECTRTTGECATTCRCTCTECTCTCRECCEERCGRATOCCACTCT 523

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

Figure S3: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1KX151137.11 and the SLC11A1 gene (523-bp) demonstrating DNA sequence alignment.



MM 0013ele47.1 L ET LT TG oI CT ECTECT TG I CCT GG CACTECTGCCET ETGTCTECEERT &0

H G ET LT T C T CT ECTECT TG T CCT GG CACTECTGLCET ETGTCTECEERT &0

B GIGIGCITEOCCTECCT GCTECT G R IGCTECCGOCACTCCIGCETEIGICTGOREAT &0
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

HM 00136le47.1 ACER AR C TR ECTECRCERCERCEATTTCCGCTGT ST CTRCRRCTTCRCEERT 120

H AR AR T T e GR ECTECRACER RO CATTTCCEC TG TG TCTCRARCTTCRCOEERT 120

B AR RGO CCT GG GO TG EAC L O A CGRTITCCGCTETGICT GCARCTTCACEEAT 120
B e e

HM 0013ele47.1 R A TR CT T O TR GO T TR T TAT GET IO O T CEAGET GERERTCCOET 120

H AR T A CT T e TR e O T TR TETAT GET IO O TCEAGET GERGRTCCET 180

o AR T A CT T e TR e O T TR TETAT GET IO O T CEAGET GERGRTCCET 180
B e e

MM 001361e47.1 GECEECEECCACARCCTEGRCCAGTI TCTCARGRERCCCRACACCGRCCCGRAGCRETAT 240

H GECEECEECCACAECCTEERCCRETITCTCARGEERCCCRRCACCERCCOGRRGCRETRAT 240

D GGG A AT ECRCCACTITCTCARCEERACCCRACACCEACCOGRACGCRETAT 240
e o e o e o o e e o e e e o e e o e e e o e e e e e e e e e e

MM 00136le47.1 GCTGACR R R TC AR ECTCTECECET TCCECERCTCARARCTEECCECT ECACECETTCCT aoa

H GeT AR AR TOARGECTCTGOECETI TCGECEACTCARGCTCEECGCTGCRCAGETTOCT 300

B GCTERCR AR TCRR GO TCTEC LT TCEECERCTC AR T EEECECT BCRCEEETTICT 30a
e o e o e o o e e o e e e o e e o e e e o e e e e e e e e e e

MM 00136le47.1 GCTCACCTICT T OGO T T CT RGO ECECTCEEETACTCTCGTCTCARGERLRCTERCTE 3ed

H GeT R GCT I T eI OGO T I CT G OGO ECEC T CEEETACT CTCETCTCRRGEARCTEACE 30

P GETCAGCTICT T COGC T I CT oG ECECTOGEETACTCTCGTCTCARGERRCTERCG 3ed
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

MM 0013ele47.1 CITGARGGACCTFERACET AL CT RO RRCECOCCOEECEOCTCTGERRGCCRCTEEECCT 4za

H CITGAGGRACCTFERACET AL CTCECCCRRCECOCCOEECEOCTCTGEARGCCRCTCEECCT 420

B CITGAGGACCTEERGET AACT RECCCARCECCCCOGECGCCTCIGEARGCCRCTGEECCT 420
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

HM 00136le47.1 GCECTCRCCRCCCTCAETCTC O TRRCETCTOET GEECRRCRGEAGET BOCTEECTORERET 420

H GCGCT R RO T AT CTC O TRR O ETCT O T GEACARCRECAGCET GCCTEECTOERET 480

B GOECT A CCR OO T C ARG TCTC O T AL O T CT O T CE AR CAGEAGETGCCTEECTOEGET 480
B N L e e

HM 0013ele47.1 GRACTECAGCRGTEECTCRAGC T EEECTCREEECECTERRCETT RO CARGCRCRCT 53

H GRACT RGO EET T AR O T EEECT CACECCECTERRCAT TGO CRARGCRCRCT 53

o GRACT ORI T e RO T e T CACECCECTERRCAT TGO CARCGCRCRCT 53

e e e e e e o e e o e e e e e e o e e e o e e e e e e e e e

Figure S4: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gbINM_001361647.11 and the CD14 gene (538-bp) demonstrating DNA sequence alignment.



HM 0040124714 GOCRETOCAGREECC AR CRGCTCCCACECTGRAGCTTGRATCC ICTCGCTGCARCATGRR &0

H GO LT O AR C L e T o O RO EC T GRARAGCTTGAAT OO TCTOGCTG AR CATERR &0

P GOCACTCCACRGECCAR CRGCTCCCRCGCTGRARAGCTTGARTCCTCTCGCTGOARCATGRA (=]
e e e e e e o e ke o e 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

HM 004012471.4 GETCTCCECTGCTCTCCTCTGCCTGCTACT CACRGTAGCTGCC TTCAGCRACOGREETECT 1240

H EETCTCCECTGCTCTCCTCT GO C TGO TACTCACRETAGCTEOCTTCAGCROCERAGETECT 120

e GETCTCCECTGCTCTCCTCTGCCTCCTACT CACACTAGCTGCC TTCAGCRCOGREETECT 1240
e e e e e e o e ke o e 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

XM 004012471 .4 CECTCRECCRGATE AR TTRRCTCOCRR R TCECCTECTGCTATARATTCRATRARCRAGRET 1840

H CECTCRGCCAGRT AR TTRARCTCCCARR TGO CTGC TG TATRAARTTCRRTRARGRACAT 180

B CECTCRGCCAGRT AR TTRARCTCCCARR TGO CTGC TG TATRAARTTCRRTRARGRACAT 180
e e e e e e o e ke o e 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

HM 0040124714 COCCRTRCRGRAGECTGACR AR C TR ACRR R CTCROCACCAGCARGTGTCCCARAGARGT 240

H COCCRTRCRGRAGECT AR R R TR ACRR R CTCROCACCAGCARCGTGTCCCARAGARGT 240

B COCCRTRCRCGRAGECTERACRARCTRCAGRRCERET CRCCRECRRGTETCCCRRAGRAGT 240
kS A A e A e R A e R AR R AR R A SR AR R ARk d S

HM 0040124714 ICIGRTTTT AR R A TC T A AR R RCTTITG I GCAGRCCCCRACCTERARATREET E=Nili]

H TETEATITTCARGRCCATOCTEEECARAGRGTTITGTG CCCRACCTEARARTEEGET 300

B ICIGRTTTT AR R A TC T A AR R RCTTITG I GCAGRCCCCRACCTERARATREET E=Nili]
e ke el e e el ke e ke ke e ek e e e el ke e e e e e e e ke e ke ok e

HM 0040124714 CCRGERCECCATAR R AT CT AR R CR R R B R CCR R RCTC ARG TTGAGCRACTCRT a0

H CCREERCECCATAR R CCATCTCARCE R GR AR R R O TR RCTCCERARECOCTTEGRGCACTCRT 3ed

B CCRGERCECCATAR R AT CT AR R CR R R B R CCR R RCTC ARG TTGAGCRACTCRT a0
e e e e e e o e ke o e 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

HM 0040124714 T AR SO R R R T TR R R AR R TCTCTETTCT IO T GECTICCOC TRARCTRICCTCT 420

H T AR SO R R R T TR R R AR R TCTCTETTCT IO T GECTICCOC TRARCTRICCTCT 420

B T AR SO R R R T TR R R AR R TCTCTETTCT IO T GECTICCOC TRARCTRICCTCT 420
e e e e e e o e ke o e 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

XM 004012471.4 GRTATTACCTIATIATA AT T I TGRRGAGTATARCTITATTGATGTGARCATEATECCTTA 2840

H GATRTTRCCTTATTATRATTTITGA? TRTRRCTTTATTGATGTGRRCATCGRATECCTTR 480

P GRTATIACCTIATIA TR AT TITGRAGRGTATRARCTITATTGAT GTGRACRTCATECCTCR 280
B R R

HM 004012471.4 AETRATCTTARTATTATTTRARCTTATTGATGCTTTCAGTITIATCTTICOCGTIGRCT 534

H AETRATCTTARTATTATTTARGTTATTGATGCTITCAGTTITATCITCCGTIGACT 534

el ACTRATCTTARTATTATTTRARCTTATTGATECTTICAGTTTATCTTCOCGTGACT 534

B

Figure S5: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1XM_004012471.41 and the CCL2 gene (534-bp) demonstrating DNA sequence alignment.



EJ210567.1 ATGCCTGRCAT CCT T R CTATCR AR CCTGRAARRTTTTCATAATTTCTCATARTACRATC &0

H AT T R AT CCT T CRCTAT CR R e CT AR A TTTTCATARTITCTCATARTREARTC €0

b AT CT R AT CCTCT R CTATCR R T AR A TTTTCATARTTTCTCATARTRERRTC €0
T e A B NS AP U St P S ge P e A S RSN A

EJ210567.1 CRGTAT T TR ETITITARR T TR R CRCRCRACTERARTACTTGCEATTITGTCCCRC L

20
H CRGTAT T TGACEEICTTTITAR R T T AR CCACRCRCTCERATACTTGCEATTTETCCCRC 120
L CRGTAT T TGACEEICTTTITAR R T T AR CCACRCRCTCERATACTTGCEATTTETCCCRC 120
e o e e ke o e e o e e e o e o e e e e e e o o e e o e e e o e e e e e e
EJ210567.1 AR TTT G GRR R TTTCTT GO C R C TR T TR OO TR A G TR CTTRERCCTCTCR 18D
H AR T TR R TITCTT GO CRCCCTAC T T TR CCTCRRGCRCTTRERCCTCTCA 1ED
b AR TTTEEA AR A TTTCTT GO C R C TR T TR OO TOR A G ECTTRAERCCTCTCR 18D
e bl e e ke e e e e e e e o ol e e o e o e ko e e e e o e
EJ210567.1 TTTAL T GCATTT AT OO I CGCCCATATCCCRRCRCTTTGECARCATGTCTCAACTAGRR 240
H TTTRRTGCRTTT GRT GO C T o O AT AT GO AR CACTTTEECAACATCTCTCARCTAGRR 240
B TTTART LTI TT AT O I G CCATAT CCCRR R CTTTRECAR CATGICTCAACTARRR 240
Ak EbEdhk AbkdkEbhbdkehrd ke bk eh e b ke Ak ek dkehrd ke ke bk ahedrad
EJ210567.1 TTTC TG T AT o CAC AR TTRCR R A R TOCRCTRTGCAGTCARTCACTCETITTG 300
H TT T T eI T AT GO C AR A T TR C AR A R R TCCRC TG T ECACTCARTCRACTCETTT S 300
b TT T eI T AT AR A T TR AR R R R TCCRCTETECAGTCARATCACTCETTT S 300
b R Rk AR R E R R Ak R Rk s R E e ik Sk e
EJ210567.1 R R T AR T TTI AT T e T T TR G R A TACTTA TEEECARRCLCARER TRCTEAS 320
H R R T AR R T TTI AT T e I e TTAGCRACATACTTATCEECARRCLCARCATGCTEAC 320
B CRCRTCR R T ITTAT I T CT TR R CATACTTA TR R R GRCARGRTGCT ARG 320
Ak Edkdd EhbrdbkEhbrAdbkedrd ke bh Ak ehrd ke dhebhEdkeh bbb ek ahbedhs
EJ210567.1 AT RAGRCCTTARACRC RO R O CTECRCETTETTTTCCOCACAGGRARGERATTC 420
H T T ARG T TR R R R RO CTECRCET TG T ITTOCCCRCAGGRARCEERATTC 420
r AT T ARG CCTTA R RO R GR O CTECACTITCTIITICCCCRCAGGRARCERATTC 220
L e R T R
KEJ210567.1 CRTTTTARTTTGGRCCTCGTCAGTCACCACCRCACTERACTCTEGRRCTEICT 471
H CATTTTARTITGEACETETCAGTCRACCRCCACRCTCAGTCTGEARCTEICT 471
L CATTTTARTITGEACCTGTCAGTCACCACCACRCTCAGTCTGGARCTGICT 471

L ey

Figure S6: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1KJ210567.11 and the TLR1 gene (471-bp) demonstrating DNA sequence alignment.



5

GI285401.1 ATCTT O T oA T T ARG T RC T CR RO ST G GRGECCRACARCATCTTCTTGATCAT R 60

H ATCTT O T oA T T ARG T RC T CR RO ST G GRGECCRACARCATCTTCTTGATCAT R 60
P ATCTT O T oA T T ARG T RC T CR RO ST G GRGECCRACARCATCTTCTTGATCAT R 60
kA R AR R R R AR A R R A B A B e R e
GI285401.1 REGREAATCTARCREA AT CRRCCTRGRRA TR CTCTRCCTGEECCRARACTGTTACT 120
H REGREAATCTARCREA AT CRRCCTRGRRA TR CTCTRCCTGEECCRARACTGTTACT 120
B REGREAATCTARCREA AT CRRCCTRGRRA TR CTCTRCCTGEECCRARACTGTTACT 120
kA R AR R R R AR A R R A B A B e R e
GU285401.1 ATCCTARCCCTTETRA TG T TCAT T TACTAT CGRAR PR CRTGCTTTCCTARRTATEAGRE 180
H AT T AR T TR TG I TCAT T TACTAT CGRAR AR CATCCTTTCCTARATATCAGRL 180
P AT T AR T TR TG I TCAT T TACTAT CGRAR AR CATCCTTTCCTARATATCAGRL 180
EE LR L L LR e L R LR R
GI285401.1 ATTTRA R TTCCTCTCCCTARRRCATARCARTATCTCRCCTETCCCCRCTETTTTZCCRT 240
H ATTTRA R TTCCTCTCCCTARRRCATARCARTATCTCRCCTETCCCCRCTETTITTCCRT 240
B ATTTRA R TTCCTCTCCCT AR RACRTRRCRRTATCTCRGCTETCCCCRCTETTTTZOCET 240
kA R AR R R R AR A R R A B A B e R e
GI285401.1 CTACTTTGRCAGRACTCTATCTTTACRATRRCATCATTACRRAR AR TCCRACRRCRTGRATT 300
H T T T TCACACA A CTCTATCTTTACRATARCATCATTACR AL AR TCCRACARCATGRTT 300
B CTACTTTGRCAGRACTCTATCTTTACRATRRCATCATTACRRAR AR TCCRACRRCRTGRATT 300
kA R AR R R R AR A R R A B A B e R e
GU285401.1 IR T TG T AR T AR AT T TTGAT CTGRE TR AR TTECCCTOGTTETTATL 30
H IR TG T AR T A AT T TTGAT CTGRETEGR AR TTCTCCTOGTTGTTATL 360
P IR T TG T AR T AR AT T TTGAT CTGRE TR AR TTECCCTOGTTETTATL 30
Ehkehbkdbkebbdbkebrdbkehbdbedsdbkebrdbkabsdbkshddbadds kobkbdkakEdbad
GI285401.1 ATGITCCATTTCCTTICCACACCCTGTGARRRTARTTCT 355
H ATGITCCATTTCCTTGCACACCCTGTGARRRTRRTTET 355
B ATGTTCCATTITCCTTIGCACRCCCTGTGRARRRTRRATTCT 358

e e e ke ke ek e e e e e e o e o e e e ke e e

Figure S7: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1GU289401.11 and the TLR7 gene (398-bp) demonstrating DNA sequence alignment.



GUS3E1l85.1 GCTITCTGARCCTCCCTTITT CCTGCTCATCTCCGRATT CCT CTEAGTICTTCACTGARECCAG &0

H GCTITCTGRACCTCCCTITT CCTGCTCATCTCCGATT CCT CTERAGTICTTCACTGARECCAG &0
P T T AT O T T T T C T e T CATC T CCGATTCCICTERACTICTTCACTCRARGCCRG 20
AR A AR AR AR AR R AR AR AR AR R R R R e e e e
GUSz2el85 .1 TR O A T AT T I O ERTETGR R R n e R e TR R TEECTCTTITAT TG CRERARTE 120
H T A T AT T T O AT T R R A R R A TR R TEECTCTTTTAT TGO RERARTE 120
P TTATCCCCERARGCTATCCTIGCGRTCTGRERARCE R TR A TEECTCTTITATTGCACARTG 120

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

GUS3E185_1 TALCAGTCCTOEATTACACEEACTACCOO AR ACACTEEACR ARCCTETCACAGARCTASE 180
H TALCAETCCTOEAT TACACELACTAC OO AR A CACTCEACR ARCCTETCACACARCTASE 180
D TAACAGTCCTOEATTACACEA ACTACCCO AR ACACTGEACA AAGCTETCACAGRACTASAE 180
e ke ke ke e e ke ke e ke o e e e e ke e e ke e e e ki e ek e ke ke e e e ke e e B e e ke
GUS3E185 .1 COTCTCTEATAATTTCATCACACCTATAACCAATEAATCOCTTTOARGECCTECARRATCT 240
H CCTCTCTEATRATTTCATCACACETATAACCARTERATCCTTTCARGECCTECARRATCT 240
T COTCTCTEATRATTTCATCACACETAT AR CEALTCRATCCTTTOARGECCTECARRATCT 240
R o
GUS3E185 .1 GACTARARTCAACCTEARCCATARTECCARACTCOCAGACTEEARATCCTECTETARLGAR 300
H GACTARARTCRACCTEARCCATAATECCARCTOOCAGREGTEERAATCCTEOTGTARAGAR 300
o GACTARARTCRACCTCARCCATARTCCCARCTOOCACECTEERAATOCTECTCTARLCAR 300
W e ol e ot e e e e e e e R e o e e e e e e e e e e R e e v e e e e e e e e e e e e e o e
GUS3E185 .1 AGCTATGACTATTACAGACCEEECATTTCTCARCC TOARACACCTALCEGAGTTESCTEST 360
H AGCTATGACTATTACEGRCGEEECATTTCTCARCCTORRACACCTAAGEGASGTTESCTEST 360
] AGCTATEACTATTACREGRCGEEECATTTCTCARCCTORRACACCTAAGEGASGTTESCTEST 360
W e e e e e e e e R e o e e e e e e e e e e o e e o e e e e R e e e e i e e e e e e
GUS3E185_1 COLACRCAACCACTTACARGL AR TACCEECTGETT TECCACARTCTTTCARLCRARCTTAS €20
H CEAACACARCCAGTTACARGA AR TACCEECTGETT TECCASARTCTTTCARAGRACTTAS €20
P GELAGACRACCAGTTACARGRE AR TACCEECTGETT TECCAGARTCTTTGARAGARCTTAS 420
R
GUS3E185 .1 TCTARTTCALAACARTATARTTACCTTARCCALAR RCRACACTTCTECACTTOSGALCET 480
H TCTAATTCALRACARTATARTTACGTTARCCARBLRG CTTCTEEACTTGEERACCT €80
T TCTARTTCALRACARTATA AT TACCT TARCCALS A RCRACACTTCTECACTTGOGRACCT ¢80
R o
GUSS6E185 .1 EELACETCTCTATTTEEECTEERACTETTATTTTECTTCTASTARRARATTTAGCATASE 540
H GELACETCTCTATTIEEECTEGAACTETTATTTTGCTICTASTALRARATTTACCETASE 540
T EELACETCTCTATT TGO TEGARCTETTATTTTGCTTCTACTALRARATTTACCETASE 540
W e ol e ot e e e e e e e R e o e e e e e e e e e e R e e v e e e e e e e e e e e e e o e
GU3ZE183 .1 ARRTGEAGCATTCCARARCCTTACCRAGTTRARGETSCTETCATTATCTTITAATCOCCST 500
H ARATGEAGCATTCCARARCCTTACCARGTTRARGETSCTETCATTATCTTTTAATCOCCST 500
o ARRTGCAGCATTCCAR AR CCTTACCAACTTEARCETECTETCATTATCTTITAATCCCST 600
W e ol e ot e e e e e e e R e o e e e e e e e e e e R e e v e e e e e e e e e e e e e o e
GUS3E185_1 TCLCAGCETEOCACCEACTCTEOCARGCTCEC TARCACALCTCTACCTTACCARTACCOR 660
H TCACARCETEOCACCEAGTCTEOCARGCTOECTARCASALCTCTACCT TARCARTACCOR 660
P TCARCRAGCETEOCACCEAGTCTEOCARGCTCECTARCAGALCTCTACCTTACGCRAATACCOR 650
e ke ke ke e e ke ke e ke o e e e e ke e e ke e e e ki e ek e ke ke e e e ke e e B e e ke
GUS36185.1 TATTGRARACETCAGTGRAGE ACACTTCARCERACTGRGCAATTTARGGETACTACRETTT 720
H TATTERAR AT AGT AR ARG ACACT T AL CERAC TS A AT TTAAGACTACTAGATTT 72
b TATTERARACETCAGTEARGE ACACTTCARCERACTGRSCAATTTARAGGETACTACATTT 720
B e el o e e
GUS36185.1 ARAGTGEARACTGOCCEAGATETITIARCGCTCCGT TTCCCTGTETACCTTECCRRGGERGE TR
H ARETGEEARACTGEOCCEACATETTTTARCGCTCCGT TTCoCTETETACCTTECCARCGERGE T8
b ARGETGECARACTEOCCEACATETTTT ARG TCCGTTTOOCTETETACCTTROCARCERGE TR
B
GUS36185.1 TGCTTCAARTTCAGATACREC 753
H TGCTTCAATTCAGATACREC 799
b TGCTTCARTTCAGATACRES 799

e ke ol ke ol e ke e e e

Figure S8: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1GU936189.11 and the TLRS gene (799-bp) demonstrating DNA sequence alignment.



ET747825.1 ATEEECCC TR T T o O RO CCT I TCICT I CTGET G CREECRECEECECTEECR 20

H AT GEEC T T T G CC C RO O CT I TCTCT T TG T GCRGECACCEECECTEECR &0
B ATEEECCC TR T T o CC RO CCT I T I CT T T GET G CREECRECEECECTEECR 20
EE A D e e e e e R R R
EU74722E .1 L 0 T I I 0 0 0 P Y e o e
H oL GO T e CACCEC RO T GCCT RO CTTCCT COCCTET GRGCTCCAGCCCCEEEET 120
B RO T RO CCREEECRC O T ECC T CITCCTECCCT T GAECT CORGOCCCEEEET 120
EE A D e e e e e R R R
EO747825.1 CRAGET AL T A T e T T TCCT ARG T CTETECCECECTTI TEGECCEGAGCCOCC 180
H AT AR TR LT T T T O T GRRGT CTCT OGO TTTTOEECCEERAGCCCCC 18D
B CAGET AR T A T T T TOCTEARGT CTCTCOCECECTTI TEGECCEGEECCCCC 180
C o e T e
EU747825.1 CEEECC AR TET CRCCRGCCTCTCCTTAR T CTCCRRCCECAT CCRCCACTTCCRCGRCTCT 240
H CEGEC AL TET oA A CCCTCTCCTTARATCTCCRACCRCATCCRCOCACTTCCRCERCTCT 240
B CEEECCRR TETCACCRGCCTCTCCTTARTCTECRRCCECATCCRCCACTTCGCRCEACTCT 240
EE A D e e e e e R R R
EU74722E .1 AT TCETCCRCCT T SRR O T EC e T CCTC RO CTC AR TEERARCTGOCCECCEECC 300
H GRACTTCGT A CTETCC RO T CCEEET CCT CRACCTCARGTEERACTGOCCECCEECC 300
B GARCTTCETCCRCCTET CCRRC TG T CCTCRRCCTC AR TEEARCTGCOCCECCEECC 300
EE A D e e e e e R R R
EU74722E .1 T A O A T EC R CTT O CC T OO AT CACCATTERGCOCRRCRCCTTCCTEECC 320
H EECC TR oA T ECACTT O T OO CATGACCATTERGCOCARCRCCTTCCTEECC 320
B GECCTCAGCCCCATECACTTOCCCT GO CECATGRCCAT TGAGCOCAACRCCTTCCTEECT 360
C e e e R
ET747825.1 T AT e A AT CAR CCT CRCCTACRAT GRCAT CACGRECET CCCTECCCTE 420
H GTGCCCAC T ECA AT AR CCTCACCTACRATGRCATCACGRECETGOCTECCCTC 420
B IR T A EA T T AR O TR CTACRRTEECAT CRCERCCETCOCTEICCTE 220
EE A D e e e e e R R R
EU747225.1 CCCRGTTCTCTCRTATCCCTCICEETGRECCECRCCRGCR 460
H CCCAGTTCTCTCGTATCCCTCTCRCTERAGCOGCRCCAZCR 40
B CCCRGTTCTICTCGIATCCCTCICEETGRECCECRCCRGCR 460
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Figure 59: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb|EU747825.11 and the TLR9 gene (460-bp) demonstrating DNA sequence alignment.



DOS22360.1 AT G CECT LT RO ST ECTCCT LR ECT CT TCT TCCTRET CCTCICTRETREETC e

H CAGCATGAGECTCCATCACCTRCTCCTCECECTCTICTTCCTERICCTETCTECTGEETE £0
P CAECATEAGACTCoATCACCTRCTCCTCETGCTCTICTTCCTERTCCTETCTECTRERTE £0
R L P P T Ty ]
DQ532360.1 AGEATTTACTCARGGARTARTARATCATCARRRCTRCCATAGGATTARAGECETCTGIGE 120
H RGEATTTACTCERGGARTARTARAT CATCAAARCTRCATAGEAT TARAGECETCTGTCE 120
P AGEATTTACTCERGGARTARTARAT CATCAAARCTRCCATAGGAAT ARAGECETCTGTCE 120
R P P T Ty ]
DQ532360.1 BCCGGACRGETECCCTARARACATGAGACAGAT TGECACCTETTICEEECCCCERATARR 180
H BCCGGACRGETECCCTARARACATGAGACAGAT TGECACCTETTICEEECCCCERATARR 180
P BCCGGACRGETECCCTARARACATGAGACAGAT TGECACCTETTICEEECCCCERATARR 180
R R R R P R R T L R R L R P T
DQ532360.1 RTGCTGCAGAAAGARCTARCAGAAGECEARRACGCRECCEEARCCEATECEEAETCAGAR 240
H ATECTECAGAARRARGCARCAGAAGECAARRACGORECCEGEACCEATACEARATCAGAR 240
P RTGCTGCAGAAAARCTARCAGAAGECEARRACGCRECCEEERCTGATECEEAETCAGAR 240
AR EAE AR ER AR EhE Aedbdb e koAb eh e bk E A ke EAkeb ARk e
DQ532360.1 ACTGCCECCTTOR 253
H ACTGCCECCTTOR 253
P ACTGCCECCTTOR 253
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Figure 510: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1DQ532360.11 and the  defensin gene (253-bp) demonstrating DNA sequence alignment.



HM 013573235.2 TG ITIGCOCACTEETATCTCTCTECCCITITCTCAGCT CTCCCRGEAGCCACCOCRG &0

H TCCIGTTTIGCCCACTEETATCTCTCTGCCCTTITCTCACTCTCCCAGEAGCCACCCCAG &0
P TCCIGTTTIGCCCACTGETATCTCTCTGCCCTTITCTCAGTCTCCCAGGAGCCACCOCRAG &0
e o o e e e e o e e e e e e e e o e e e e o e o e e e e e e
¥M_0135973235.2 ARCAGCCCCTGEATCTGEARGCEGACACGARCACCTAGTCATCTCAGCATCCAGGARRGE 120
H ACCACCCCCTECATCTCERACCECACACCARCACCTACTCATCTCACCATCCACGARAGE 120
P ARCAGCCCCTGEATCTGEARGGEGACACGARCACCTAGTCATCTCAGCATCCAGGARAGE 120
e L L e L
WM 0133732332 CACCATGACCAGGECCTTEEARGAGECTCTICTICAGCACTTCATACATCAGARGCTGER 180
H CACCATGACCAGECCCTTEEARGAGECTCTICTTCAGCACT TCATACATCAGARGCTGER 180
L CACCATGACCAGGECCTTEEARGAGECTCTICTICAGCACTTCATACATCAGARGCTGER 180
B
¥M_013573239.2 GATCGCTTATGCCATCARCAAGCCATITCCCTTCTTCEARGECCTCOGAGACARCTCCTT 240
H GATTGCTTATGCCATCARCARGCCATITCCCTTCTTCRARGECCTCOGAGACARCTCCTT 240
r GATCECTTATGCCATCAACAAGCCATTTCCCTTCTTCEARGECCTCCEAGACARCTCCTT 240
e Ek kAR AR A AR R AR R AR R AR R R R AR R AR R R R R R R
¥M 0135732332 CATCACGEAGACACTCTACACCEAATCTATGCARCCCTCECARNATCTEETCCCTTTATE 300
H CATCACGGAGAGACTCTACAGCGARTCTATGEARGCCTCEGARNATCTCETCCCTITATG 300
r CATCACGEAGACACTCTACAGEEARTCTATGEARCCCTCEGAARATCTCETCCCTITATG 300
e o o e e e e o e e e e e e e e o e e e e o e o e e e e e e
¥M_0135973235.2 CRGRGTTGIGTACAACATTCT TACCCAACTGGARARGACATTTAGTCTATCATITCTGRAR 360
H CAGAGTTGTGCTACAACATTCT TACCCAACTGEACARCACATTTAGTCTATCATITCTGRR 380
P CRGRGTTGTGTACAACATTCT TACCCAACTGEARARGACATTTAGTCTATCATITCTGRR 360
R e e L e L L e e L
MM 0133732332 GATATTGTTCAGCCGAATTARCCTGARAGCATACCCCAACCTGATARCGECTCICAGTAG 420
H GATATTGTTCAGCCCARTTAACCTCARACCATACCCCAACCTGATARCCECTCTCACTAS 420
P GRTATTGTTCAGCCGAATTAACCTGARAGCATACCCCAACCTGATARCGGCTCTCAGTAG 420
R e L L e L
WM 0133732332 CTTCACARGAGTCCTCACTTCCCATCEARGCTGEACCACARACACARCCATCCCTCTTGA 480
H CTTCACARGAGTCGTCACTTCCCATGEARGCTGEAGCAGARACACARCCATCCCTCTTGR 4
r CTTCACARGAGTCCTCACTTCCCATCEARGCTGEACCACARACACARCCATCCCTCTTGA 480
B
MM 013573233.2 AGCCCCAGCCAACCCACCACCARACACCTCCTCEARGACCCTECTATTECCETCTCT 527
H AGCCCCAGCCARCCCAGCAGGARRGAGCTCCTCEAGGACCCTECTATTGCCCETGTCT 537
r AGCCCCAGCCARCCCACCACCARACACCTCCTCEAGGACCCTECTATTECCCTCTCT 537

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

Figure S11: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1XM_013973239.2and the SP110 gene (537-bp) demonstrating DNA sequence alignment.



_ﬁM_ﬂDIZE5EET.l ATGRCA T TR TCATTICCTICT GO CICITEEECATIGCCTOCOGOCCTICCRETTARS =]

H ATGRERRTTECRGTGATTIGC T TCTECCTCT TEEECATTECCTCOECCCTTOCACTTALE &0

] ATGRERRTTECRGTGATTIGC T TCTECCTCT TEEECATTECCTCOECCCTTOCACTTALE &0
e ke el e e ol o ke ke e e e e e ke e e e e e e e ke e e e e e e e ke e e el e ke e ke e e e ol ke e e

MM_001285887 .1 CCERCCRGTTCTEECARCTCTCARGARARGCTECTTAACRACARATACCCACATECTETA 20

H CECACCTCTCACGARARGCTECTTAACAACARATACCCACATECTET 120

] COGRCCRGTTCTEECACCTCTCACEARARGCTGCTTARCARCARATRCCCACATGCTETA 120
e ke el e e ol o ke ke e e e e e ke e e e e e e e ke e e e e e e e ke e e el e ke e ke e e e ol ke e e

MM_001285887 .1 GCCRCATGECTARRCCCTEACCCATCTCAGARS CTTTCCIAGRACCCCARARTTCT 180

H . ! RO . CTTTCCIAGRACCCCARARTTCT 180

] 2 TTC BACCCCAGARTTCT 180

MM _0012ZE5EET.1 240

H 240

] CTCCORAGTARGTCCARTGRR 240
e e e e e e e e e e e e e e ke e e e

MM_001285887 .1 CATEATCARRACACCCRAGEARCTCARCTCT aon

H 2 CRACTCARCTCT aon

] ACCCCTEASCARACACACEATCTACATGATGATEATCARRACACCCACERACTCARCTCT aoo
e ke el e e ol o ke ke e e e e e ke e e e e e e e ke e e e e e e e ke e e el e ke e ke e e e ol ke e e

MM_001285887 .1 GATEACTCCEACERTECTRARCCCTEATERCTCTEACCATTCCARCEAGTCTCACCATTCT as0

H GATEACTCCEACEATECTRARCCCTEATERCTCTEACCATTCCARCEAGTCTCACCATTCT as0

] CTGATERCTCTEACCATTCCARCEASTCTCACCATTCT as0
A E A AR E R R AR E AR AR E AR AR E AR AR E A S AN E AT AR E A EATE A EAEE AR S

MM _0012ZE5EET.1 GCTERTTTTCCCACTE BATCECAETTTTCACTH 420

H L GCTEATTTTCCCACTE BATCECAETTTTCACTH 420

] GATERATCTEATGERAGCTEATTTTCCCACTEACATTCCARCARTCECACTTTTCACTCCR 420
e ke el e e ol o ke ke e e e e e ke e e e e e e e ke e e e e e e e ke e e el e ke e ke e e e ol ke e e

MM_001285887 .1 GRRACCRCARATCATEECCOACETEATACTEICECTTATCEACTCARS 280

H GRRACCRCARATCATEECCEACETEATACTEICECTTATCEACTCARS 280

] GRRLCCRCARATEATEECCEACETCATACTETCECT TATCEACTCARS 480
e e ke e ke e e ke e ke e e o e e ke e o ke e e e e e e e e e e e e e ke e e e

MM_001285887 .1 AR CTTCCGCOGATCTARCETTEAGAGTCCAGRTEOCACACACEACERD s40

H TCARAATCCAASAAGTTCCECCGATCTARCCTTC ! s4an

] COERTCTARCETTE s4an
kA h A A E A A b A e A A e b A b A E b A e bbb e ddhEdhdddsdddd s

MM _0012ZE5EET.1 (o C. CRCRCTCACGACATGCATEATCCACCTARGARGRACERASTCACCTS &0a

H CATCCRCCTARCLRRGACERASTCACCTE &0a

] TTCRCATCACACATAGRCRCTCACEACATGCATEATCCACC TARGARCRACERASTCACCTS &0a
e ke el e e ol o ke ke e e e e e ke e e e e e e e ke e e e e e e e ke e e el e ke e ke e e e ol ke e e

MM_001285887 .1 BARCARCTCRCACCARREECT £80

H CCRARGRACTCRCACCARLEECT £80

] ACTGACCACRGCGRACALRCCRACRCTEACGACCTTTCCARRERACTCACACCARRCECT =]
e ke el e e ol o ke ke e e e e e ke e e e e e e e ke e e e e e e e ke e e el e ke e ke e e e ol ke e e

MM 0012856871 CRCTCACCARARTTCCARACTCAGCCRR 720

H GRETCRGERBERLTTCC £ ]

] CACTCACCARAATTCCARACTCAGCCAR 720
Ak E A Ak e b r A ke A Ak A A b A e e d e A Eh S bbb S

MM 001285687 .1 GARATTCCRATRGCD TTGBBG'"1BGCI“SACCTBG'ICRTEBCBGTGTBGiECBEZECCGC T80

H TE0

] 780
e e ke e e e el e e e e e e e e e e e e e e e e e e ke e e e

MM 001285667 .1 CTERRRRTCCOGCATTICICATERRTTAS CTTCTGRGETCRRCTSRRREERE 640

H GARARTCCGCATTTCTCATEARTT TTCTGAGETCAARCTGRRRCCRE 840

P CTGEARL A TCCGCATT ICTCAT AR T T AGATACTGOCTCTTCTGAGETCARCTGARLEERE B40
e s s e s s 0 s s e e s 1 s s s ke

MM_001ZE5ESET.1 AR TACAACTICITACTITCCTITTRCTAARARCARARCEATAT CTIRRACCAGECTCS =00

H AT S TTCTTRACTTTGCTTTITAGTARAADCORR GATATGITARLCEOREGETESE 500

B ARRRTRCRRCTTCTITATITTGCITITAGTARRRLCRE GSETATGTTBEEGCAGGGTGG 500

e e e e ke e B Al e e e e ke e ol e e e e el e el e
RETITGCETGRATC 543
TTGETGRRTS 543
RETTEETERARTE 543

e e e e e b e ke B e ke e e e e ek o e b ke o

MM 001285€87.1
H
=

Figure S12: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gbINM_001285667.11 and the SPP1 gene (943-bp) demonstrating DNA sequence alignment.



ECAS4558 1 AT ECCRECEECCCCEECRCTETECEEACETEEECA RO CTEETEETECTEETIEOCCTE 0
H ATGEECCAGDGECOCCEE TEICECEERGETEEECRACCCTEETEETECTEETCGOCCTE &0
P ATGEECCARCGECCCCEECAGTCICCEEAGETEEECRACCC TEETEETGOIEETCGOCCTE 0

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

KCB54508 .1 EECRCEECTET GRCAACGRACEACCARCCOCEECAT O T GECCRCGEETCRCOCAGRRRGEEC 120
H ECTETERCERCEACGROCARCCCCEECRATCGTGEOCREGEETCRCOCACRARGEC 120
P ERCCARCCOCEECATOGT GEOCACEETCRCOCOCAGRRRGEC 120
rhhE kR kAR Edk Rk AR R Rk R R R e B e e e e e e e e
KCB54508 .1 CTEEACT RGO TGO RGO GRETGCT TR T TECRCAR ACGRGTTGERCARGATRARCH 180
H CTEEACTROGOCTGCCAGCREE TECTTRCTCTECRCARAGAGTTGERCARGATARC 180
P CTEEACT RGO TGO RGO GRETGCT TR T TECRCAR ACGRGTTGERCARGATRARCH 180
et e e ke e o e e o ol e e e el 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
KCB54508 .1 ATTCCCACT I T C T CRAGGRARCTITARGATAR AR TACCTOGEERRAGEECARATACRCECTITC 240
H ATTCCCACTTITCTCAGGARRCTTTARGRETRA AR TACCTCGEEARREEECRATACERCETTC 240
P ATTCCCACT I T C T CRAGGRARCTITARGATAR AR TACCTOGEERRAGEECARATACRCECTITC 240
et e e ke e o e e o ol e e e el 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
KCB54508 .1 ITCRGCATGET TATICGRGEATICARTCTICCCRATTCOCAGRTCAGRCCETTGCOEERT 300
H TT RGO R T T TAT T C AR AT TR R TCTT CCCALTTCOCREATCACRCCETTECOEEAT 300
P ITCRGCATGET TATICGRGEATICARTCTICCCRATTCOCAGRTCAGRCCETTGCOEERT 300
e e e e e A R A R e ol e Sl e e e B
KCB54508 .1 EAGEECCITGATCTCTCTAT CAGRGATGOCRGTAT CARCATCRCACERRRARTGEARGEECN 360
H R T AT CTCT e T AT C A G R EA T O CACTAT CRR CAT O R R A RATEERREECR 360
P EAGEECCITGATCTCTCTAT CAGRGATGOCRGTAT CARCATCRCACERRRARTGEARGEECN 360
et e e ke e o e e o ol e e e el 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
KCB54508 .1 CEARACARCTTCRATCARRCT O GCEECARCTITCACCIGACTGTGEAGEECATCTCTATT 420
H CEARACARCTTCRATCARRCT O GCEECARCTITCACCIGACTGTGEAGEECATCTCTATT 420
P CEARACARCTTCRATCARRCT O GCEECARCTITCACCIGACTGTGEAGEECATCTCTATT 420
et e e ke e o e e o ol e e e el 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
KCB54508 .1 TCEECEEET T GRGTICTGEECTATGRCCCTCACTCRGEOCACTCCACTCTTACCTECCOCC 480
H TCEECEEETC T GRGTCTGEECTATGROCCTCACTCOEEED IGTITRCCTEZCCCC 280
P TCEECEEET T GRGTICTGEECTATGRCCCTCACTCRGEOCACTCCACTCTTACCTECCOCC 480
rhkE kA R R AR AR AR AR AR Ak R R R R R e e e S
ECE54558.1 AR T A AR A TC R R R OO T oL A TR AT CTCT G CRAGCREOETEEEETEE 540
H AGRTGECAGCRECCRACATCARCACCETCCECRATROGCATCTICTGS CREOGTGEEEETGEE 540
B AR TGCAGC R CRCATCRR RO G T o O ATACGCAT CTCTGECAGCREOETEEEETGE 540
et e e ke e o e e o ol e e e el 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
ECB54558._1 TTERTCCRR T CTTCCRCRR R AR R TR TCTTCCCTCCRAR R CTCCATCACCRECRRE £00
H ITGRTCCRACT CTTCCACRRR AGRATCGRGTCITCECICCAARRCTCCATCACCRECARG €00
D TTERTC R T CTTCCRCR R AR R TCCACTCTTCCCTCCRAR R CTCCATCACCRECRRAG €00
et e e ke e o e e o ol e e e el 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
ECH54558 1 ATCTGECCRCET GETEACTAGTACTET S TCCTCCRALRCCTGCRACTT E45
H ATCTGCERGETGETGACTAGTACTETGTCCTCCRAAECTGCRARCTT E45
o ATCTECERCET CETEACTAGTACTET S TCCTCCARCGCTGCRACTT £45
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Figure 513: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1KC894598.11 and the BP1 gene (645-bp) demonstrating DNA sequence alignment.




M 012048527.

ARCCECRATRCRTEETECTCETCCCCTCCCT GO CCETACCAGRRAT CCCTGRERAGEETT
AR CCCCRATRCRTEETECTCETCCCCTCCCT GO I CEETACCAGRRT COCTGRGRAGEETT
AR ECRR TR AT T ECTEETCCCCTCCCT CoT CCETACCACRRATCCCTGRGRAGECTT
L L R L R R R T e ]
GCCTCCTTCT RGO TR CT CAR TR RCEET GACTETCRGCECCTCCTIGERGTCCEICR
GCCTCCTICTERGC TR CT LA TR R CEET CACTETCRCCECCTCCTTGERGTCCETCR
GCCTCCTTCT RGO TR CTCAR TERGRCEET GACTETCRGCECCTCCTIGERGTCCEICE
LEL DL L LR L L L LR LR R L LR DL L D L P L e L L]
RGO ACGAGCCTCTTCACT GAT CT GET GECAGRGARGCACTTATTCCACTCICTCT
GRERCARCRCERCCCICTICACTGRTCT GET GECAGRERACEACTIATTCCRCTCTCICT
GRERCRRCR RGO CTCTTCACTGRT CT RET CECAGRERAGEACTTATTCCACTETETCT
LR L R R R R T e ]
CCTTCAGCCT O CRRGR TCT O A OO R TC AR GRCETARTETTCCTCACCRATCCRACTTA
CCTTCAGCCTCCCARGATCT R, O e G TCRRGRGET AR TETTCCTCACCATCCRACTTA
CCTTCA GO C ARG TCT R OO CTC AR G CET AR TETTCCTCACCATCCRACTTR
LR L R R R R T e ]
ARGERCCARCCCAR R TR R C R A CCRCACTETTEEITARRARTERAGRGRECT
RRGERCCRR OO R e TR R AR R C R O CACT ST TSEITARRARTERAGRGRGCT
RRGERCCRR OO R e TR R AR R C R O CACT ST TSEITARRARTERAGRGRGCT
LEL DL L LR L L L LR LR R L LR DL L D L P L e L L]
TGEICTTTCICCAGRCRGRCARACT 325

TGEICTTTCICCAGRCRGRCRRRCC 325

TEETCTTICTCCAGRCRGRCRERCE 325

LR R L R e e e L L
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Figure S14: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1XM_018048527.11 and the A2M gene (325-bp) demonstrating DNA sequence alignment.



XM 013562543.2 CIACTCRCCTEEERAGCTICTCCIGERARRRCCAGRTCCCTGTCARCRGCACTECOGTGIC &0

H CTACTCACCTGEEARGCTICT O TGEA R A CERCATECCTETCRRCRECACTEOCETETC el

P CTACTCRCCTGEERRGCTICTOCIGERRRACCACATEOCTETCRRACAGCACTECCETETC &0
e

XM 013562543.2 CITGRCCAGTGT CACCTACRT CACTGTGGAGRT CCTCATCGEECTCTGCECCATRGTGRES 120

H CITGRCCRCT T AT ACRTCRCTET G EAGATCCTCATCGEECTCTECCCCATACTEEE 120

P CITGRCCAGT T CACC T ACRTCACTE T GEAGRTCCTCAT CEEECTCTECECCATAGTEEE 120
e

XM 013562543.2 CRACCTECIGET CATCTGEET GETCARGCTERACCCCAGCCTECAGRCCACCACCTTCTA 1840

H R AT ECTEET AT C T GEETEETCARGCTERACCCCACCCTECRERACCACCACCTICTA 180

r CRACCTECIGET CATCTGEET GETCARGCTERACCCCAGCCTECAGRCCACCACCTTCTA 1840
e

MM 013be2543.2 TTTCRTIGT CT O CT A CCTEECT AR TTECTETOGEEETECTEETTATCCCTCTEEE 240

H TITCRTIGTICT O CCTARCCCTEECTERACAT IO ICTCEEEETECTGETTATGICTCTERE 240

r IITCRT TG CICCCTAGCCCT GECTGRCATTCCIGTOGEEETECTGETTATCCCTCTGRES 240
e

XM 0138625432 CRTTCTCRT R CT e ETCTCRCEAT CCRCTTTTATACGCTCCCTTTICATCGRCCTCGCTIT 300

H CATICGTICATCAGCCTGEEICT CACARTCCACTTITATAGCTGCCTITICATGACCTIECTT aoa

r CATICGTICATCAGCCTGEEICT CACARTCCACTTITATAGCTGCCTITICATGACCTIECTT aoa
e

XM 0138962843 .2 GRTECT AT CTT A CCCRCECRTCCAT CRTCTCCTIGCTAGCCATTCCTCTCERCCCATR 380

H GATGCTGATCTTCACCCACGCATCCATCATGTCCTIGCTAGCCATICCIGTCEACCEATA 3ed

r GATGCTGATCTTCACCCACGCATCCATCATGTCCTIGCTAGCCATICCIGTCEACCEATA 3ed
B T ¥ Ty e A )

HM 0135825432 CCTEoGEETCRAGCTCACACTCREATCCRGEATTCCTRRGECCCCTGEETCCATCTGETC 420

H CCTGCGEETCARGCTCACACT CAGATOCAGERT TCCTARGGCCCCIGEETCCATCTIGETC 420

r CCTGCGEETCAAGCTCACACT CAGATACAGERT TCCTARGGCCCCIGEETCCATCTIGETC 420
B T T X L T L LT T T T P

XM 013562543 2 ATCCCAGTTGARGATICACTICTITCCAGTCATGRGECTCTTCATICTGCTICTCTITGRE 480

H ATCCCAGTTGARGATICACTICTITCCAGTCATGRGECTCTTCATICTGCTICTCTITGRE 480

r ATCCCAGTTGARGATICACTICTITCCAGTCATGRGECTCTTCATICTGCTICTCTITGRE 480
B T T L e L R e

XM 013562543 2 IGICTIITCAGATGCCATGET CATCERCGAGRAGETCRARGS 52l

H IGICTIITCAGATGCCATGET CATGER: BAGETCRARGE 52l

o TETCTTITTCRGAT R OCATEETCATCEACCRGRRCETCARGE 521

B

Figure 515: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1XM_013962543.2| and the ADORA3 gene (521-bp) demonstrating DNA sequence alignment.



EJ00le3g . 1 AT TGO R ARG TR TITT O CRC R CACR R RO R TEETEEACT TGCTICETCTICE el

B ATETGCECRCEACAT AT TITCAC A A CA RGO AGC TEETEEACTTECTEATCTOS 60
T ATETGCECRCAACAT A T T TCACACACACAGRACCCAGC TECTEEACTTECTEETCTOR 60
T T
EJO01838.1 EEETCCCTeEAGAECTTTEARALTATTETECACGeCTEC TTICCOSEEARETCCTCTON 120
H BEETCCCTEEAGAGCTTTEARAGTATTETGCACCGECTECTTICCOSEGRARGTCCTCTCN 120
r BEETCCCTEERGEECTTTERGAGTATTETECACCGECTAC TTICCOSEEARETCCTCTCC 120
Y
EJ001838.1 TEECACaRCTATEAGEEECT TGO CTCETEeECACCCrATCTOCCACTTRECCARECEC 180
H TGEEAEERCTATRAGGEECTTAGCCTCETEeECCAGCCCATCTOCCACTTRGCCARECEC 180
r TGECLEERCTATEAGEEECT TARCCTCETEEECOAGCCCATCTOCCACTTRECCAGECEC 180
D
EJO001838 .1 CTCCTEARCACCATC oA AT AR AEETECT TEEEGCTETARACRACTEACTECAGCTETE 240
H CTCCTEGACACCATCTEEARTARACETECT TEEEGCTETGARCAACTEACTECAGCTETE 240
r CTCCTRGACECCATCTEEART AR EEETRCT TEREECTETGARCRRCTEACTECAGCTETE 240
B e o
EJ001838 1 L 0 T U = B 1 0 e = 0 2 1 e - 1
B I ] ] 0 1 U 0 L 1 e 0 2 e - T
T ] ] U = L ] O L e R T
)
EJO01838.1 CCCCACCCAGCCOETRACCTECARAGTCAT OB GO CASCCATCETCAGEAGRCTCTACEEC 360
B COCCACCCAGCCOETEACCTECA A CTCA TCE GO CASC A TCETCASEAGRCTCTACEEC 360
T CoCCA O OGO ETEACCT e AT oA TCE G RSO A TOETCRASEAGRCTCTACESC 360
)
EJO01838.1 CACETEARGEETETECTEEACCTEACRCAGCRED 554
H CACETEGRCEETETECTEEACCTEACRCAGCRED 354
P CACETEAACEETETECTEEACCTEACACAGCRED 354

E e ]

Figure 516: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1KJ001638.11 and the CARD15 gene (394-bp) demonstrating DNA sequence alignment.



Jo3087Te3 .1 ACTCCTEEEARGEATA RGO OERACCTECCCRCATGEARCRGERATTTOCGETCTGOCCT G &0

H AT T e AR CCR T R O ST GO R C AT E AR R R ATTTCCGETCTEOCCTE 60
B ACTCCTEEEARGEATA RGO OERACCTECCCRCATGEARCRGERATTTOCGETCTGOCCT G &0
e el e e e e e e e e e e e e e el e e e e e o e e e e e e e e e e e e e e e
Jo3087Te3 .1 AR CGEALCER AT T T T T AGCEEREEACCACAGCARGEACT COCRRAGACCOGCRO 120
H AR CGERRCER A T ETTEC T TTRAGOEEREEACCRCRGCRREEACTCCCRRGRCOCOGCAC 120
B AACCGEALCER AT T T T TIAGCEEREEACCACAGCRARG TCCCRARGRCOCOGECRC 120
e el e e e e e e e e e e e e e el e e e e e o e e e e e e e e e e e e e e e
Jo3087Te3 .1 AAGRTCTATERGTTIGTGARCTCAGEEETCRAGEERACATCCCTGAGRCRGATRACCGCTCRE 180
H AR RTCTAT R T ICT AR CTCRGE T CAGEERCATCCCTERERCRCRTACTCECTCAR 180D
B AAGRTCTATERGTTIGTGARCTCAGEEETCRAGEERACATCCCTGAGRCRGATRACCGCTCRE 180
e el e e e e W o ke e e e el e e e e e o e e e e e e e e e e e e e e e
Jo3087Te3 .1 ERACRATGECAGACRCAGTACCICTGATACCCACGGARGRCATTETGCAGARCTTACTERET 240
H GRCRATGECAFACRCAGTACCTCTERTACCCAGERRGRCATTCTGCRAGRAACTTACTEGACT 240
B ERACRATGECAGACRCAGTACCICTGATACCCACGGARGRCATTETGCAGARCTTACTERET 240

e el e e e e e e e e e e e e e el e e e e e o e e e e e e e e e e e e e e e

JO30BTHA 1 EACRTEGACTTGAGCCCACARGEAGEECOCTCCARTCTEACTATGACCTCTGAGARCCCC 300
H CACATEGACTTGAGCCCACARGEAGEECOCTCEARTCTCACTATGACCTCTGACARCCCC 300
B EACRTEGACTTGAGCOCACARGEAGEECOCTCCARTCTCACTATGACCTCTGAGARCCCC 300
e e e e e e e e e e e e e b B e e e e e e e e e e e e e e e e e
JO30BTHA 1 CCTCARCTCTTACTEAGCCCOEARTCARACAT COCTECTCTTTRCCCARACT CEEEACTC 360
H CCTCARCTCTTACTEAGCCCOEARTCARACAT COCTECTCTTTRCCCARACT CEEEACTC 360

B CCTCAECTCTTACT RGO CCOGARTCAGRCATCCCTGCTCTTIGCCCARRCT CEEEACTC 360
e el e e e e e e e e e e e e e el e e e e e o e e e e e e e e e e e e e e e

Jo3087Te3 .1 TCICAR AR OO CT GRAGC A TCT TEGCGRACCACGRAGRTICEEAGT ICOGAGETERCT £20

H TCICAR AR OO CT GRAGC A TCT TEGCGRACCACGRAGRTICEEAGT ICOGAGETERCT £20

B TCICAR AR OO CT GRAGC A TCT TEGCGRACCACGRAGRTICEEAGT ICOGAGETERCT £20
e el e e e e e e e e e e e e e el e e e e e o e e e e e e e e e e e e e e e

Jo3087Te3 .1 EOCTICTACCEEEECTGTCARGTCTTCCRGCAGACTGTICTITCTIGCCCT L1 1]

H EOCTICTACCEEEECTGTCARGTCTTCCRGCAGACTGTICTITCTIGCCCT L1 1]

B EOCTICTACCEEEECTGTCARGTCTTCCRGCAGACTGTICTITCTIGCCCT L1 1]

e el e e e e e e e e e e e e e e e e e e e o e e e e e e e e e

Figure S17: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb1]JQ308793.11and the IRF3 gene (468-bp) demonstrating DNA sequence alignment.



HR 001517340.1 CTER AT R GER AT T AR CGEEETECRCCGCCTCT T CECCT o RCCEEGRGERAGECCE &0

H CIGAGA T CRGER A TCT AR e TECACCECCICT CT GO CT GO ACCGEGREERGECECE &0

B CTER AT R GER R T T AR G EEETECRCCGCCTCT TR TT RCRCCEEGRGERAGECCE &0
e e e e e e e e o e e e e e o e e e e o e e e e e e

XR 001517340.1 CeET T T T CCCRGEACCT CEEET CREECCCTECOCTECAGET COCCCRCCRAGRTEECR 120

H CeETGI T oI GCCAGERAGCTGEEET CRGECCCTGCOCTECAGET COCCCRoCRRGATEECR 120

B CeETGI T oI GCCAGERAGCTGEEET CRGECCCTGCOCTECAGET COCCCRoCRRGATEECR 120
EEL LR L P R L R L R L PR P LD R L P e ey

XR 001517340.1 GIGTCLCCRGERACTACATCRCCTCTAGEEECGACGRGCTGRACCATCCGEARCTGCAGRC 180

H CTET e L R A CTR AT RO T T A GG OEL O CRECTGRCCRTCOGERRCT CCRERT 180

B GTETCRCCRGERRGTACAT RO T CT GEEEECCRCGRGCTGRCCATCCGERARCTECRGRT 180
HEARE AAFEA A AR EA AR EA AR Ed Ak Ed AR A AR SR A E A AR A AR E AR

HR 001517340.1 TEARCRR T TCCECRECEE TR CACTTCCAGCERGAT GO CCREETCETCTRCTCREEED 240

H TCALCEACTTCCGCRECEECTECEACTT CCACCGRGAT GCCCREETCETCTECTCREEEE 240

B TEAL R R T TCCECRECEEC TR AL TTCCAGCERGAT RO CCREETCETCTECTCREEED 240
e e e e e e o e e o e e e e e o o e e e e e o e e e e e e

AR 001517340.1 T S T 300

H ACRCEERGECCCEECT CECEEETCECEEECACTCCTCTGCT BEEEGECTCERAGETGAGEE 300

B ACRCEERGECCCEECT CECEEETECEEECACTCCTCTCT BEECGECTCERGET GAGEE 300
EEL LR L P R L R L R L PR P LD R L P e ey

HR 001517340.1 GTEECCTGRCCTEEEECACCETCTCT GRCECTEACCTEEACCT GECCACTGOCCRACETRE 350

H GIGECCIGRCCTEEEECACC I CICT GACECTGACCTEEACCT GECCACTGOCCRCETEE 3g0

B GTEECCTERCCTEEEECAC T T CT GROGCTERACCTEEACCT RECCRCTGOCCRCETEE 30
e e e e e e e e o e e e o e o o e e e e e o e e e e e e

HR 001517340.1 TET oo EEEAECT RO AT I GETCTECCCET CTCCRCACCOCREEECECCCRCTTTEECT 420

H TETECCEEEAGCT GoACT T GET G TEECCET CTCCACACCCCREEECECCCRCTTIEECT 420

B TET e EAECT RO AT EETETECCCET CTCCACACCOCREEECECCCRCTTTEECT 420
A e e e S A e e A e e ke e ke e ol e e e e e e e e e

AR _001517340.1 AEEECTCOEEEECTCET CTGEACCEAGECCTTOCGOGEECARCEACTCCCTGCIGT 475

H AEEECTCEEEECTCET CTERROCEAGECCTTCCROGEECARCERETCCCTGOTIET 275

B AEEECTCEEEECTCET CTGERCCCAGECCTTCOGOGEECARCERACTOCCTGETGT 475

HE A rE R A e R A e Ar e Ak S e AR A A AR R A AR AR AR

Figure 518: Comparison of healthy and pneumonia-affected Baladi goats using GenBank-sourced reference sequence
gb|XR_001917340.11 and the SCART1I gene (475-bp) demonstrating DNA sequence alignment.



