Alignment of Cdal seguence (H99) with C. gatti (CNBG 1745) Cdal seguence

H99

R2ES

H%9

R265

H99

R2ES

H%9

R265

H99

R2E65

H99

R265

H99

R2E65

H%9
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MFTEREFSALLIELAG??AQTTGTS?DSSILTKTADSTGPSGFSIPALE“LTEGABTDST
M FAR SALTA+STAGH+AQT TEV S8+LT+TA TGPEGFEIPALSELTSGAPTD+T

K (=19 LDl

HEAFRA?SALLUSLAGI%AQTEETS?ASSVLTQTA-PTGPEGFSIPALEWLTSGAPTDTT

VELYETFAAG&TPTVEGKP?LPTEELTIEDYPRLD?TPPTNESL?KDWMEEIDLEK?PEY

VALYSTF A ATPTVSGAPVLPTSALTIA+YPALDV PPTRSSLV++W+AKID++KVE+Y

VALYETFPAERTPTVEGﬁP?LPTEALTIANYPELD?IPPTNEEL?QEWLEEIDMTK?PNY

HVTTGDCSTDAAAT SDERCWWICGGCTRETDIVECPDERVWGLSYDDGPSPFTPLLIDYL.
B TOGDCETD A BDGRCWWICGGCTR TDIV CPDENVWGLEYDDGPSPFTPLLIDYT

HATTGDCSTDPGATSDGRCWWICGECTRATDIVACPDENVWGLEYDDGPEPFTPLLIDYL.

QEENIKTTEFFVVGERVLERPEMLOTEYMSGEQ IS THTWSHPALTTLTREE IVARET.GWTME
VIL.SREEMLOTEYM T

QEFNIRTTFFVVGERVLERPEMIOTEYMSGH+ ISTHTWSHPATL.TTTL. THNE+IVART. WIME

QERNIKTTFPVVGESRVLSRPEML)TEYMSGEEISTHTWSHPALTTLTREQIVAETLAWTME

VIFDTLGVTPNTEFRPPYGDIDDRVRATAAQMGL.TPVIWTSYTDGETTVNFDTNDWHISGGE
VIKDT+GEVTPHNTFRPPYGDIDDRVRA TAAOMGT. TPVIWTSY+DEGETTVRF DTHDWHI SGG
VIKDTIGVTPNTEFRPPYGDIDDRVRATAROMGL.TPVIWTSYSDGETTVNFDTHNDWHISGGE

TATGASSYETFERKILTEY APRLDTGF ITLEED IYQQSVDLAVGY ILPQVLANGTYQLEST

TATGASSYETFEEIL EYAPKI+TGFITLEHE+YOOSVDIAVEY IL.PQVLANGTYQLEST

TATGASSYETFERKTILNEYAPERINTGF ITLEEDLYQOSVDLAVGY ILPQVLANGTYQLEST

IHCLGKDTEEREIETEShQTTTQITﬂATGEQSTFFQPI?GTETGAEVSAPELRTGSTEEG

INCT.GED SEAYTETSBMQTTTOIT+A+GE ST+FOQPIVGTATG+EVEAPSEAT +

INCLGEDISEAY TETEENQTTTOITSASG-=-5TYFQP IVGTATGEEVEAPSEAT-GSTAR

EAASTTSGSGESESTGEASNTSSSGSGRSETHGGALIAHEEthG“FYVA 470
+24+ +4+ + + ++ AS++E355GEGRSATMGEALTA AAVAVGHVYVA

GSAAGSAATTEGSAASGAEDEESSGSGRSETHGGALIAFEEEAVGIvah 466

400/470 identical(85%); 435/470 positive (92%)
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Alignment of Cda2 sequence (H39) with €. gatti (CNBG 0864) Cda2 segquence
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HIPSTAAAHLTLTRGAEFAHTGCGGHEIGRRN?GGDHLYHREvTDEASAAVETDINTECT
MIPETAAR TTLTAG AFAH GCEG EIGRENVGEPMI+ BRAVIDEASRARVSTDH+TECT

HIPETAAAFLTLTAGTAFAhIGCGGQEIGRRHVGGPMLHEREVTDEAEEEVETD?STECT

EYEY&PvTELIEEFPTIWQTREIPSHDTEE@QLFGKIHETLNTKIpNDﬂPHGTPTGDWTG
AY YAPVT++ S8FF IWQTAST & D+ERQQLF H+T+N+E+EPNDVEHGTPTEHWTG
EYGYAPVTQIAEEFPAIWQTREILSTDSERQQLEASILET?NEKLPHDV?HGTPTGNWTG

VHYSNSDPDCWWTHNECTTPSNDTGLOAD T STAPEPMTWGLGFEDGPHCSHNATLYDLLTLE

V+Ye+EDPDCWWITHNRECTTRS+DTGEI+ADT+ PEPMTWGLGFDDGPRCSHNATYDITIE

VEYSEEDPDCWWTHNECTTPSSDTGLEAD T TTVPEPMTWGLGFDDGPRCEHNATLYDLLT.E

HHQFEATMFF IGENVLDWELOAMRAADEGHEICVHTWSHOYMTALSNEVVEFAELY Y TQEAT
NROEATMF+IGENV+DWFLOAMRARDEGHEICVETWSHOYMTATSNEVVEFAELYYTORAT

HHQEATMEFY IGENVMDWELQAMRAHDEGHEICVHTWSHQYMTALSEREVVFAELYYTQEAL

FEAVLGVTPQCWRPPYGDVDNEVREM I AEGLNLTTITWSDDTDDWAAGTHGVTEQDVTRNNYQ

EAVLGVTE CWERPPYGDVDNRVEMIA LTNI+TI+W3DDT+DW AGTHGVIT+QDVTHNYQ

FAVLGVTPLCWRPPYGDVDNREVRMIAAAT NLETIVWSDDTHNDWEAGTHGVTQQDVTHNNYQ

BVIDKAGNGTYT THGPVVLNHELTNY TMSVFMTMFPEIRSAFNY IVPICTAYNITQPYAR

SVIDEAGNGTY T THGPVVLNHELTNY TMSVF++MFPRIKSAF +Y IVPICTAYNITQPYAR

SV IDKAGHGTY T THGPVVLNEELTNY TMSVEVEMFPREIRSAFSY IVPICTAYNITQEPYAR

ENITCPNFETYISG?THISSETTQKDGSSETHTASGSGAAGEREATSSEDDESSSGGSEG

SN+TCPNFETYISGVTNIS+STTQKDGSSSTNT+ + + S SA+8+  +88

BNV CEPNFETY ISGV TR IS TS T TR DGS S ST T8 Y TASGE TS PSAS S TGE IAS S = == ——

SSGENNASSGALGMFDSLEGVELILGGVVAGVMLL 455
A BEALGM+D LSG+GELILGGVVAGVMLL

------ AKSGALGMYDGLEGHMGLILGGVVAGVMLL 443

79/455 identical (83%); 414/455 positive (90%)
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Alignment of Cdal sequence (H99) with C. gatti (CHMBG 0B06) Cdad sequence
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IleGHLSLSALELFAWAAAPFRESWLQPRDEPUEQLFRRTEPDP‘IENDYHEY‘EPGPGSTP
"""" HLSLSALSL AVVAAAPF ESWLQPRDSPVSQLFRR APDEN++DY+E+YP PGSTE

MYGﬂLSLEALELLAVVRAAPFHEEWLQPRDEPUEQLFRRAEPDPNESDYLEHYPSPGETP

NVETIPQAWLDELATVNLPNVEVATPDGGRPTY PNNEDDGDETICSFTDQCRVEDDLYSP

RUVSTIPQAWLDELATV LPNV VAT G PTYPHNE+DGDSTICSFTDQC DDL+58P

NVETIEQAWLDELATVOLPHVEVATASGET PTYPHNENDGDETICSFTDQCVEPDDLEFSP

PGEKIWRLSFDDGPTD?EPALYDYLAQHHIEEEATHF“IGGNVITSPQS?LVE?K&GGHL
PGERIWALSFDDGPTDVSEEF LYD+LAQNNIES ATHFMIGGHV+=TEPQSVL+AV+AGGHL
PGERIWALSFDDGPTDVSPGLYDFLAQNNT SERATHFMIGGHVVTSPQEVLIAVOAGGHT.

EVHTWSHPYMTTLTWEQ??GELGWTMQALEDLNGGRIP (¥WRPPYGDVDHNRVRAIAKEVE

AVHTHSHPYMTTLTNEQVVGELGWTMOQAT.SDINGGR+P +WREPPYGDVDNEVRATAER VF

AVHTWSHPYMTTLTNEQGVVGELGWTMQALSDILNGGRVEEFWRPEYGDVDHNEVEATAKGVE

GLVTVLWDSDTHDWATTDERPGQY SVASVEAYFDTLVTGHNRTQGLLLLEHELDNNTVEVEFE
I, TWIWD DTKDWAT DEP QYS+ASVEAYFDTTVTGHNRTQGLLILEHEIDNWNTV VEE
DLETVLWDEDTHDWATADEPSQY STASVEAYFDTLVTGHRTQGLLLLEHELDNNTVTVEE

TEY PEAVGNGWTVENVADAFNMEWYLKSGEGNHNDVVTTMESVAGTLTTATPTHNTSTY VASS
TEYPEA+ NGW VENVADAFNMEWYT.NSGEGH+ VITMSEV GTL. TA PTNTSET VAS+

TEYPRATANGWIVENVADAFNMEWYLHSGEGHDATVTTMSVGETLPTAAPTNTETEVASA

TAESEEE?TDEEGVSIREAAEEEREESWAIENRPEHF?IAIECGLE;AAIHV 412

+A 35 SVIDEAGVEIASAASSE+ESSWATA RPS F+ IACGL X

EATESGS?TDERGVEI&SAAEE&EEESWAIRERPELFI--IECGLVF&AAVV 410

352/412 identical (85%); 372/412 positive (90%)
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