Alighments mouse and human COL1A1 and COL1A2

CLUSTAL 0(1.2.4) multiple sequence alignment

sp|P02452|CO1AL_HUMAN
sp|P11087|CO1ALl_MOUSE

sp|P02452 |CO1A1_HUMAN
sp|P11087|CO1A1l_MOUSE

sp|P02452 |CO1A1_HUMAN
sp|P11087|CO1A1l_MOUSE

sp|P02452 |CO1A1_HUMAN
sp|P11087|CO1A1l_MOUSE

sp|P02452|CO1AL_HUMAN
sp|P11087|CO1ALl_MOUSE

sp|P02452|COLAL_HUMAN
sp|P11087|CO1ALl_MOUSE

sp|P02452|CO1AL_HUMAN
sp|P11087|CO1ALl_MOUSE

sp|P02452 |CO1A1 HUMAN
sp|P11087|CO1A1l MOUSE

sp|P02452|CO1A1 HUMAN
sp|P11087|CO1A1l MOUSE

sp|P02452|CO1A1 HUMAN
sp|P11087|CO1A1l MOUSE

sp|P02452 |CO1Al_HUMAN
sp|P11087|CO1Al_MOUSE

sp|P02452 |CO1Al_HUMAN
sp|P11087|CO1Al_MOUSE

sp|P02452 |CO1Al_HUMAN
sp|P11087|CO1Al_MOUSE

sp|P02452|CO1Al_HUMAN
sp|P11087|CO1Al_MOUSE

sp|P02452|CO1Al_HUMAN
sp|P11087|CO1Al_MOUSE

sp|P02452|CO1Al_HUMAN
sp|P11087|CO1Al_MOUSE

sp|P02452|CO1A1l_ HUMAN
sp|P11087|CO1Al_MOUSE

sp|P02452 |CO1A1_HUMAN
sp|P11087|CO1Al_MOUSE

sp|P02452 |CO1A1_HUMAN
sp|P11087|CO1Al_MOUSE

MFSFVDLRLLLLLAATALLTHGQEEGQVEGQDEDIPPITCVQNGLRYHDRDVWKPEPCRI 60
MFSFVDLRLLLLLGATALLTHGQ-------—-— EDIPEVSCIHNGLRVPNGETWKPEVCLI 51

kkhkkhkkhkkhkkhkkk hhkhkkhkkhk* KkhkKk s e ke s kKkhk s kkkk ok Kk

CVCDNGKVLCDDVICDETKNCPGAEVPEGECCPVCPDGSESPTDQETTGVEGPKGDTGPR 120
CICHNGTAVCDDVQCNEELDCPNPQRREGECCAFCPEEYVSPN-SEDVGVEGPKGDPGPQ 110

Kok KK sk KKK K.k sk K . * kKKK * ke * K * KKKKKKKK KK .

GPRGPAGPPGRDGIPGQPGLPGPPGPPGPPGPPGLGGNFAPQLSYGYDEKSTGGISVPGP 180
GPRGPVGPPGRDGIPGQPGLPGPPGPPGPPGPPGLGGNFASQMSYGYDEKSA-GVSVPGP 169

R P L R R R JPE P

MGPSGPRGLPGPPGAPGPQGFQGPPGEPGEPGASGPMGPRGPPGPPGKNGDDGEAGKPGR 240
MGPSGPRGLPGPPGAPGPQGFQGPPGEPGEPGGSGPMGPRGPPGPPGKNGDDGEAGKPGR 229

R R R R

PGERGPPGPQGARGLPGTAGLPGMKGHRGFSGLDGAKGDAGPAGPKGEPGSPGENGAPGQ 300
PGERGPPGPQGARGLPGTAGLPGMKGHRGFSGLDGAKGDAGPAGPKGEPGSPGENGAPGQ 289

Ak kkhkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkkhkkhkhkkkkx*

MGPRGLPGERGRPGAPGPAGARGNDGATGAAGPPGPTGPAGPPGFPGAVGAKGEAGPQGP 360
MGPRGLPGERGRPGPPGTAGARGNDGAVGAAGPPGPTGPTGPPGFPGAVGAKGEAGPQGA 349

hkkkhkkhkkhkkhkhhk Kk *hkhkkhkkhkkk *khkhkkhkhkhkhkshkhkhkhkhkhkkhkkhkxk*

RGSEGPQGVRGEPGPPGPAGAAGPAGNPGADGQPGAKGANGAPGIAGAPGFPGARGPSGP 420
RGSEGPQGVRGEPGPPGPAGAAGPAGNPGADGQPGAKGANGAPGIAGAPGFPGARGPSGP 409

hkkkhkkhkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkkhkkhkkkkx*

QGPGGPPGPKGNSGEPGAPGSKGDTGAKGEPGPVGVQGPPGPAGEEGKRGARGEPGPTGL 480
QGPSGPPGPKGNSGEPGAPGNKGDTGAKGEPGATGVQGPPGPAGEEGKRGARGEPGPSGL 469

Kok ok kK ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok k ok ok ok ok ok ok ok ok ok KKK AKAKAKAKAKAKAKKK KKK + kK

PGPPGERGGPGSRGFPGADGVAGPKGPAGERGSPGPAGPKGSPGEAGRPGEAGLPGAKGL 540
PGPPGERGGPGSRGFPGADGVAGPKGPSGERGAPGPAGPKGSPGEAGRPGEAGLPGAKGL 529

L P P R R

TGSPGSPGPDGKTGPPGPAGQDGRPGPPGPPGARGQAGVMGFPGPKGAAGEPGKAGERGV 600
TGSPGSPGPDGKTGPPGPAGQDGRPGPAGPPGARGQAGVMGFPGPKGTAGEPGKAGERGL 589

R R Rl R e R N T R R R R R

PGPPGAVGPAGKDGEAGAQGPPGPAGPAGERGEQGPAGSPGFQGLPGPAGPPGEAGKPGE 660
PGPPGAVGPAGKDGEAGAQGAPGPAGPAGERGEQGPAGSPGFQGLPGPAGPPGEAGKPGE 649

Ak kkhkkhkkhkkhkkhkhhkhkhk Khkhkhkhkhkhkhkhkhkhkhkhkhkkhkkhkkhkkkkkkx*

QGVPGDLGAPGPSGARGERGFPGERGVQGPPGPAGPRGANGAPGNDGAKGDAGAPGAPGS 720
QGVPGDLGAPGPSGARGERGFPGERGVQGPPGPAGPRGNNGAPGNDGAKGDTGAPGAPGS 709

Kk kkhkkhkkhkkhkkhkkhkhkhkhkhkhkhkhkhkkhkkhkhk Khkhkkhkkhkhkk s kkkkkkkx

QGAPGLQGMPGERGAAGLPGPKGDRGDAGPKGADGSPGKDGVRGLTGPIGPPGPAGAPGD 780
QGAPGLQGMPGERGAAGLPGPKGDRGDAGPKGADGSPGKDGARGLTGPIGPPGPAGAPGD 769

Kk kkhkkhkkhkkhkkhkhkhkhkhkhkhkhkhkhkkhkkhkkhkhkk *khkkhkkhkkhkkhkhkkkkxx

KGESGPSGPAGPTGARGAPGDRGEPGPPGPAGFAGPPGADGQPGAKGEPGDAGAKGDAGP 840
KGEAGPSGPPGPTGARGAPGDRGEAGPPGPAGFAGPPGADGQPGAKGEPGDTGVKGDAGP 829

KhK e kKA KK AKKKAKAKAKAKAK KAKAKAKAKAKAKAK AR A KA K AK KKK+ kKA KK KK

PGPAGPAGPPGPIGNVGAPGAKGARGSAGPPGATGFPGAAGRVGPPGPSGNAGPPGPPGP 900
PGPAGPAGPPGPIGNVGAPGPKGPRGAAGPPGATGFPGAAGRVGPPGPSGNAGPPGPPGP 889

KK AKAKAKAKAKAKAKAKAK Kk Ak e kA KA KA KA KA KA KA KA KA KA KA K KKK AR KKK KK

AGKEGGKGPRGETGPAGRPGEVGPPGPPGPAGEKGSPGADGPAGAPGTPGPQGIAGQRGV 960
VGKEGGKGPRGETGPAGRPGEVGPPGPPGPAGEKGSPGADGPAGSPGTPGPQGIAGQRGV 949

R R R R R R R

VGLPGQRGERGFPGLPGPSGEPGKQGPSGASGERGPPGPMGPPGLAGPPGESGREGAPGA 1020
VGLPGQRGERGFPGLPGPSGEPGKQGPSGSSGERGPPGPMGPPGLAGPPGESGREGSPGA 1009

R P R R

EGSPGRDGSPGAKGDRGETGPAGPPGAPGAPGAPGPVGPAGKSGDRGETGPAGPAGPVGP 1080
EGSPGRDGAPGAKGDRGETGPAGPPGAPGAPGAPGPVGPAGKNGDRGETGPAGPAGPIGP 1069

ok o ok Kk ok Sk ok ok ok o ok ok Sk ok ok ok o ok ok ok ok ok ok ok ok ok ok ok ok ok ok Sk ok Sk ok ok ok ok ok ok ok ok k kKK

VGARGPAGPQGPRGDKGETGEQGDRGIKGHRGFSGLQGPPGPPGSPGEQGPSGASGPAGP 1140
AGARGPAGPQGPRGDKGETGEQGDRGIKGHRGFSGLQGPPGSPGSPGEQGPSGASGPAGP 1129

Kok kkkkkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkkkkhkkk Kk kkkkkkkkkkkkkkkk



sp|P02452|CO1AL_HUMAN
sp|P11087|CO1ALl_MOUSE

sp|P02452|CO1AL_HUMAN
sp|P11087|CO1ALl_MOUSE

sp|P02452 |CO1A1_HUMAN
sp|P11087|CO1A1l_MOUSE

sp|P02452 |CO1A1_HUMAN
sp|P11087|CO1A1l_MOUSE

sp|P02452 |CO1A1_HUMAN
sp|P11087|CO1A1l_MOUSE

sp|P02452|CO1AL_HUMAN
sp|P11087|CO1ALl_MOUSE

RGPPGSAGAPGKDGLNGLPGPIGPPGPRGRTGDAGPVGPPGPPGPPGPPGPPSAGFDFSF 1200
RGPPGSAGSPGKDGLNGLPGPIGPPGPRGRTGDSGPAGPPGPPGPPGPPGPPSGGYDFSF 1189

Ak kkhkhhkk o hhkhhhhhkhhhkhkhkhkhkhhhk s hk Fhkhkhkhkhkhkhkx *-hkhk

LPQPPQEKAHDGGRYYRADDANVVRDRDLEVDTTLKSLSQQIENIRSPEGSRKNPARTCR 1260
LPQPPQEKSQDGGRYYRADDANVVRDRDLEVDTTLKSLSQQIENIRSPEGSRKNPARTCR 1249

R R

DLKMCHSDWKSGEYWIDPNQGCNLDAIKVFCNMETGETCVYPTQPSVAQKNWYISKNPKD 1320
DLKMCHSDWKSGEYWIDPNQGCNLDAIKVYCNMETGQTCVFPTQPSVPQKNWYISPNPKE 1309

KA KKK KA KKK KKK KA KA KKK KRKAKRAKRAKRA K s kA KA KK e hAhk Kk e AhAKAK* *AKAKEAK* KAk

KRHVWFGESMTDGFQFEYGGQGSDPADVAIQLTFLRLMSTEASQNITYHCKNSVAYMDQQ 1380
KKHVWFGESMTDGFPFEYGSEGSDPADVAIQLTFLRLMSTEASQNITYHCKNSVAYMDQQ 1369

T R R

TGNLKKALLLQGSNEIEIRAEGNSRFTYSVTVDGCTSHTGAWGKTVIEYKTTKTSRLPII 1440
TGNLKKALLLQGSNEIELRGEGNSRFTYSTLVDGCTSHTGTWGKTVIEYKTTKTSRLPII 1429

Ak hkkhkkhkkhkkhkkhkkhkhk sk *khkkhkkkk* kkkkkkkkk s kkkkkkkkkkkkkkkkk**

DVAPLDVGAPDQEFGFDVGPVCFL 1464
DVAPLDIGAPDQEFGLDIGPACEV 1453

kkkkkk e kkkkkkkok s ks kk Kk



CLUSTAL 0(1.2.4) multiple sequence alignment

sp|P08123|CO1A2_HUMAN
sp|Q01149|COLA2_MOUSE

sp|P08123|CO1A2 HUMAN
sp|Q01149|CO1A2 MOUSE

sp|P08123|CO1A2 HUMAN
sp|Q01149|CO1A2 MOUSE

sp|P08123|CO1A2 HUMAN
sp|Q01149|CO1A2 MOUSE

sp|P08123|CO1A2_HUMAN
sp|Q01149|COLA2_MOUSE

sp|P08123|CO1A2_HUMAN
sp|Q01149|COLA2_MOUSE

sp|P08123|CO1A2_HUMAN
sp|Q01149|COLA2_MOUSE

sp|P08123|COLA2 HUMAN
splQ01149|COL1A2 MOUSE

sp|P08123|COLA2 HUMAN
splQ01149|COL1A2 MOUSE

sp|P08123|COLA2 HUMAN
splQ01149|COL1A2 MOUSE

sp|P08123|CO1A2 HUMAN
sp|Q01149|COLA2_MOUSE

sp|P08123|CO1A2_HUMAN
sp|Q01149|COLA2_MOUSE

sp|P08123|CO1A2_HUMAN
sp|Q01149|COLA2_MOUSE

sp|P08123|CO1A2_ HUMAN
sp|Q01149|CO1A2 MOUSE

sp|P08123|COLA2 HUMAN
splQ01149|COL1A2 MOUSE

sp|P08123|COLA2 HUMAN
splQ01149|COL1A2 MOUSE

sp|P08123|COLA2 HUMAN
splQ01149|COL1A2 MOUSE

sp|P08123|CO1A2_ HUMAN
splQ01149|CO1A2 MOUSE

sp|P08123|CO1A2 HUMAN
splQ01149|CO1A2 MOUSE

sp|P08123|CO1A2 HUMAN
splQ01149|CO1A2 MOUSE

MLSFVDTRTLLLLAVTLCLATCQSLQEETVRKGPAGDRGPRGERGPPGPPGRDGEDGPTG 60
MLSFVDTRTLLLLAVTSCLATCQYLQSGSVRKGPTGDRGPRGQRGPAGPRGRDGVDGPMG 60

Ak hkkhkkhkkhkkhkkhkkhkk Khkkkk* ** skkkkkekkkkhkkkhkkekkhkk kk Khkkk kkk *

PPGPPGP--—-—-— PGPPGLGGNFAAQYDGKGVGLGPGPMGLMGPRGPPGAAGAPGPQGFQ 114
PPGPPGSPGPPGSPAPPGLTGNFAAQYSDKGVSSGPGPMGLMGPRGPPGAVGAPGPQGFQ 120

KKk KKK K KkkkKk kKKK KKK * Kk KAKKKKKRKKRKKRKKRKKK KA KKKKKA KK

GPAGEPGEPGQTGPAGARGPAGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLP 174

GPAGEPGEPGQTGPAGPRGPAGSPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLP 180
Kok Kk ok ok kkkkkkhkhk hhkhhkh KAk hkokkkkok ok ok kok ok ok k ok ok ok ok ok ok ok ok ok kok ok ok ok ok ok ok kk kK

GFKGIRGHNGLDGLKGQPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGAR 234
GFKGVKGHSGMDGLKGQPGAQGVKGEPGAPGENGTPGQAGARGLPGERGRVGAPGPAGAR 240

KA KK e s kkh Ko hkKKKKKKKK AAKKAKAKKAKKRKKRKKRAKK c KAKKKAKKRAKRAKRAKR KKK KA KK

GSDGSVGPVGPAGPIGSAGPPGFPGAPGPKGEIGAVGNAGPAGPAGPRGEVGLPGLSGPV 294
GSDGSVGPVGPAGPIGSAGPPGFPGAPGPKGELGPVGNPGPAGPAGPRGEVGLPGLSGPV 300

Ak kkhkkhkhhkhhhhhhhhhkhhhkhkhkhkhkhhk sk K*hkk Fhkhkhkhkhkhkhkhkhkkxx

GPPGNPGANGLTGAKGAAGLPGVAGAPGLPGPRGIPGPVGAAGATGARGLVGEPGPAGSK 354
GPPGNPGTNGLTGAKGATGLPGVAGAPGLPGPRGIPGPAGAAGATGARGLVGEPGPAGSK 360

hkkkhkhhk ehkhkhkhhhk s hkhkhkhkhkhkhkhkhkhk Kkhkhkhkhkhkhkhkhkkkkxx

GESGNKGEPGSAGPQGPPGPSGEEGKRGPNGEAGSAGPPGPPGLRGSPGSRGLPGADGRA 414
GESGNKGEPGSVGAQGPPGPSGEEGKRGSPGEAGSAGPAGPPGLRGSPGSRGLPGADGRA 420

kkkkhkkhkkhkkk * hkhkkhkkhkkhkkkkkk Kkhkkhkkhkk Khkhkkhkkhkkhkkhkkkkhkkkk**

GVMGPPGSRGASGPAGVRGPNGDAGRPGEPGLMGPRGLPGSPGNIGPAGKEGPVGLPGID 474
GVMGPPGNRGSTGPAGIRGPNGDAGRPGEPGLMGPRGLPGSPGNVGPSGKEGPVGLPGID 480

KAKKKKK KK e s kA A K e KA KA KA KA KA KA KA KA AAKAKAA AR KK e hk s kA KKK A KKK KKK

GRPGPIGPAGARGEPGNIGFPGPKGPTGDPGKNGDKGHAGLAGARGAPGPDGNNGAQGPP 534
GRPGPIGPAGPRGEAGNIGFPGPKGPSGDPGKPGERGHPGLAGARGAPGPDGNNGAQGPP 540

KKKKKKKAKKK KAk KAKKKKAKAKAK e KAKKK Ko ohkk KAAAKAKKRKKRAKRKKRA KK KK KK

GPQGVQGGKGEQGPPGPPGFQGLPGPSGPAGEVGKPGERGLHGEFGLPGPAGPRGERGPP 594
GPQGVQGGKGEQGPAGPPGFQGLPGPSGTTGEVGKPGERGLPGEFGLPGPAGPRGERGTP 600

KKKKAKAKKKAKAK KAKKKKAKAKAKAK s kKKK KKKAKAAK AAKAKKRKKRAKRARARK KA K

GESGAAGPTGPIGSRGPSGPPGPDGNKGEPGVVGAVGTAGPSGPSGLPGERGAAGIPGGK 654
GESGAAGPSGPIGSRGPSGAPGPDGNKGEAGAVGAPGSAGASGPGGLPGERGAAGIPGGK 660

hkkkhkkhkkohkhkkhhkkhkhkkhkhkhkhx *khkhkkhkkhkkx * _ *kk *-khkk *kk Kkhkkhkkhkkhkkhkkhkkxk

GEKGEPGLRGEIGNPGRDGARGAPGAVGAPGPAGATGDRGEAGAAGPAGPAGPRGSPGER 714
GEKGETGLRGDTGNTGRDGARGIPGAVGAPGPAGASGDRGEAGAAGPSGPAGPRGSPGER 720

kkkkk kkhkko Kkk Khkkhkkhkk khkhkkhkhkhkhhkshkhkhkhkhkk s hkhkkhkkhkkkkkx

GEVGPAGPNGFAGPAGAAGQPGAKGERGAKGPKGENGVVGPTGPVGAAGPAGPNGPPGPA 774
GEVGPAGPNGFAGPAGAAGQPGAKGEKGTKGPKGENGIVGPTGSVGAAGPSGPNGPPGPV 780

Kk kkhkkhkkhkkhkkhkhkhkhkkhkhkhk s kokhkhkhkkshkhkk *khkkkhkk khkkkkkkk

GSRGDGGPPGMTGFPGAAGRTGPPGPSGISGPPGPPGPAGKEGLRGPRGDQGPVGRTGEV 834
GSRGDGGPPGMTGFPGAAGRTGPPGPSGIAGPPGPPGAAGKEGIRGPRGDQGPVGRTGET 840

B i L o P T R R R R

GAVGPPGFAGEKGPSGEAGTAGPPGTPGPQGLLGAPGILGLPGSRGERGLPGVAGAVGEP 894
GASGPPGFVGEKGPSGEPGTAGAPGTAGPQGLLGAPGILGLPGSRGERGLPGIAGALGEP 900

Kk KKK KK KAKKKKKK KAKKk KAk KAAAKAKAKAKAKAKA KA KR KA KA K e Kk Kk o Kk K

GPLGIAGPPGARGPPGAVGSPGVNGAPGEAGRDGNPGNDGPPGRDGQPGHKGERGYPGNI 954
GPLGISGPPGARGPPGAVGSPGVNGAPGEAGRDGNPGSDGPPGRDGQPGHKGERGYPGSI 960

B R e R T

GPVGAAGAPGPHGPVGPAGKHGNRGETGPSGPVGPAGAVGPRGPSGPQGIRGDKGEPGEK 1014
GPTGAAGAPGPHGSVGPAGKHGNRGEPGPAGSVGPVGAVGPRGPSGPQGIRGDKGEPGDK 1020

Kk KKKAKKKKKAK KAKAKAKAKRAKE Ak ok *hk KAKAKAKRAKRARAKR AR AKRAK A KA o &

GPRGLPGLKGHNGLQGLPGIAGHHGDQGAPGSVGPAGPRGPAGPSGPAGKDGRTGHPGTV 1074
GHRGLPGLKGYSGLQGLPGLAGLHGDQGAPGPVGPAGPRGPAGPSGPVGKDGRSGQPGPV 1080

K okkkkkkkk s KAKAKkAKk s hkk AAAAAKAK KAKAKAKRAKRAKRAKAK _KhhkKks ke kk &

GPAGIRGPQGHQGPAGPPGPPGPPGPPGVSGGGYDFGYDGDFYRADQPRSAPSLRPKDYE 1134
GPAGVRGSQGSQGPAGPPGPPGPPGPPGVSGGGYDFGFEGDFYRADQPRSQPSLRPKDYE 1140

Kok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok Sk ok ke ok ok ok Sk k sk k sk ko ok ok ok ok

VDATLKSLNNQIETLLTPEGSRKNPARTCRDLRLSHPEWSSGYYWIDPNQGCTMDAIKVY 1194
VDATLKSLNNQIETLLTPEGSRKNPARTCRDLRLSHPEWNSDYYWIDPNQGCTMDAIKVY 1200



sp|P08123|CO1A2_HUMAN
sp|Q01149|COLA2_MOUSE

sp|P08123|CO1A2_ HUMAN
sp|Q01149|CO1A2 MOUSE

sp|P08123|CO1A2 HUMAN
sp|Q01149|CO1A2 MOUSE

Akhkkhkhhkkhhhhhhhhhhhhhkhkhkhkhkhkhkhkhkh * *khkhkhkhkhkhkhkkx*

CDFSTGETCIRAQPENIPAKNWYRSSKDKKHVWLGETINAGSQFEYNVEGVTSKEMATQL 1254
CDFSTGETCIQAQPVNTPAKNSYSRAQANKHVWLGETINGGSQFEYNVEGVSSKEMATQL 1260

kkhkkhkkhkkhkk o khkk K Khkkk K s skkkhkkhkkhkhhk hkhkkhkkhkkhkk o kkhkkhkk kK

AFMRLLANYASQNITYHCKNSIAYMDEETGNLKKAVILQGSNDVELVAEGNSRFTYTVLV 1314
AFMRLLANRASQNITYHCKNSIAYLDEETGSLNKAVLLOGSNDVELVAEGNSREFTYSVLV 1320

KAKKKKKK AAKKKKRKKRKKRKKRKAK c AAKKK Ko hAhK e AAKKAKRKKAKKAKRAKRAKRKA KA « KKK

DGCSKKTNEWGKTIIEYKTNKPSRLPFLDIAPLDIGGADQEFFVDIGPVCEFK 1366

DGCSKKTNEWGKTIIEYKTNKPSRLPFLDIAPLDIGGADQEFRVEVGPVCFEFK 1372
KKK K KK K KK KK K K KKK K KK K K R KK Kk KK A KKK KKKk kK kg KRk kK



