CPAP1s:

10 20 30 40 50 60

| | \ [ | |
MsCPAP1 A CAHVPVHPGMYANVETGCQAYHVCHDGR---EGHQG--ASFLCTNGTLEDQAKFACDWWYN—-—--VDC
MsCPAP1 Bl CDE-QPYPGFFADMETRCOAWHYCDIDG---RQAS———-— FLCPNGTVESQGVASCDWWEN---VRC
MsCPAP1 B2 CKT-QRYKGFFADTETRCQVWHYCDLNG---GQAS———--— FLCPNGTIESQAGLTCDWWEFN---VRC
MsCPAP1 C COG-RAAG-YYADLETGCQVYHMC---D---GLGR-QFS-YTCPNTTLEFQORMLICDHWYM---VNC
MsCPAP1 D CEG-RPRG-YYADVDAGCQAYHFCWRQH---LVST-DL----CSNGTLENEQFQVCDHFYN—---VRC
MsCPAP1 F CDD-KIPG-YYADPETSCQVWHWCVPSI---GGNQM--YSFLECGIGTVENQRTRVECDYFYK—-—--VDC
MsCPAP1 G CVG-KQTG-YYADEALNCEVFHYCQDS-———————— VKHSWICPDGFTEFHQVHLICMPPTH--DNIC
MsCPAP1 H CDG--LHDGFYASVPHKCQVYHHCLEFG-———-—— TR---YDFLCANYTAFDQKTFICHFVSE—-—--VDC
MsCPAP1 T CKG-RILGAYYADAKSGCKAFHVCVRVA---GGGIRDFR-FFCPPGTLEHQEAQTCTDWGDDDPLAC
MsCPAP1 J CKN--VPTGYYADLETDCQVFHICDTS-—--RKIS———--— FLCPNGTIESQSHLICDWWFK---VDC
MsCPAP1 K CGDOKYFPGLYGDESLGEMVEFHVCALTD---DGLVM--KSFLCPESTLEDQTILKCNWWE'Y-—-VDC
MsCPAP1 L CES-QAYPGYYADVETRCOAFHVESNN----KTYD———--— FLCPNGTIESQEVEVEVWWDQ---FDC
MsCPAP1 M CAG-KVIGGYYADLETSCOMFHVECTVGQ---QDEPMD-IKFLCLNGTVEDQETRVCERVDE---VDC
MsCPAP1 N CEN-RTYG-YYADVDNDCQVFHICLPTQLPSGRAVTYRYSFICPNETVENQEVMVCTRPID--AIDC
MsCPAP1 O CAG-REPG-YYADIETNCQVFRVE---T---VGSTYGFQSFLCPNGTLENQVVFVCDWWMN---VNC

* . * ok * * . * *

Consensus: CX14-16CX5CXg-18CX12CX7-10C

CPAP3s - First domain:

MsCPAP3 Al
MsCPAP3 A2
MsCPAP3 B
MsCPAP3 Ca
MsCPAP3 Cb
MsCPAP3 D1
MsCPAP3 D2
MsCPAP3 E1
MsCPAP3 E2
MsCPAP3_E3

10 20 30 40 50

| | \ [ |
CPGKDG--QYEDDRQCDKFYECVDGVATTKLCPDGLVEDPTIR--KINKCDQPEFNVD-C
CPEKSG--FYPDPYQCDLYYKCSKGQSEARLCPDGLVFESDENP--SKERCDIPSNVD-C
CP-EDG--FFADAEQCDKYYECRNGEIIEKLCPDGMVENDYDP--LDEKCDLPFNLD-C
CPDDFG--FYPHHISCDKYWKCDNGVAELKTCGNGLAFDATDSKYLTENCDYLHNVE-C
CPDDFG--FYPHHISCDKYWKCDNGVAELKTCGNGLAFDATDSKYLTENCDYLHNVE-C
CPEHYGVQAYAHPELCDQFFLCTNGTLTVETCENGLLEFDGKGA--VHNHCNYHWAVD-C
CKTKSR--VVADDKYCDKYWECDNGQSIQYDCPNGLVFAGKHRG-VTEGCDYPWRSNYC
CKELNE--RHPVSGSCDRYIECINGTAEEKLCPDGLRENPNVN-FDVYPCQYPNEVA-C
CPRRNG--YFKYDSSCDTYVECRDHKSHRMMCPDGLNYNPNIE-WPEYPCSFPEDMP-C
CGKTNS--FNSVPNECDTYVECKDGVSKKHYCPDGLVFKPSTK-WSDYPCVAISEYK-C

* * % . * * o X o . * *

Consensus: CX12-14CXs5CX9CX15.17CX7-8C

CPAP3s - Second domain:

10 20 30 40 50

| | | \ \
MsCPAP3 Al CPRRNGFFAHP--DASVCNIFFN-CIEGEATEVKCTAGLHFDEYSGTCVWPEAAGRQGC
MsCPAP3 A2 CPRONGYFKHP--DPQACDKFYY-CSDGIPNELPCPPGLYFDEETSNCDW-KEAVNRQC
MsCPAP3 B CPRONGYFSHE--DPKECGKFYY-CVDGKFNMITCPDGLVYNDKTGICTWPDEAKKKGC
MsCPAP3 Ca CARLYGIFPDE----TKCDVEFWN-CWNGEASRYQCSPGLAYDRESRVCMW--ADQVPEC
MsCPAP3 Cb CARLYGIFPDE--—--TKCDVEWN-CWNGEASRYQCSPGLAYDRESRVEMW--ADQVPEC
MsCPAP3 D1 CEYQFGIYPDS----HECSTSYIKCAYGIPEQEPCTPGLVYDERIHGENWP-DLLQPFC
MsCPAP3 D2 CDWLYGIFGHE----TSCTRYWT-CWNGTATEQLCIGGLLYNENAHSCDW—--PENVDGC
MsCPAP3 E1 CPHQFGYFKIG--DARNCSGFRT-CVNGVGYDFVCPDGLAFSSETYRCEW--PDEVADC
MsCPAP3 E2 CPOQYGFYPHPSATDVNCAPYKM-CVAGVAFDMKCAAGLAFNPDIGRCDW--ADRVPSC
MsCPAP3 E3 CPHRNGYFLKK---DSDCSQYVV-CKAGKPTIMNCAPGLVENIKEAACDW--PANVPSC
MsCPAP3 E4 CPHENGYYGVP---NSDCSQYIV-CEQGKATLMNCPKGLVENEAISDC-——————————

* * . * . * * * * * . *

Consensus: CX12-16CX5.6CX9CX12CXs-10C

CPAP3s - Third domain:

MsCPAP3_Al
MsCPAP3 A2
MsCPAP3 B
MsCPAP3 Ca
MsCPAP3 Cb
MsCPAP3 D1
MsCPAP3 D2
MsCPAP3 E1
MsCPAP3 E2
MsCPAP3 E3
MsCPAP3 E4

10 20 30 40 50 60 70
| | \ | | | |
CPKE-———--- QQOVDAQGLPVAHPKFPHPN-DCORFYVCLNGIEPRDLGCQVGEVY----NEESQKCDAPENVRGC
CPDG-—--—-— EVMGPNGRALPHPTFPHPE-DCOKFYICRGGVQPOQKGSCPSGKVY-—---NEDTFMCDEPEKVPGC
CPAV-——————— NETFG--LTHPRYADPE-DCQFFYVCINGNTPRRSGCKLGQAF----DDVHKKCEWARKVPEC
CPAP-———-— GEVSNAG---SFSRHAHPE-DCRKYYICLEGVA-REYGCPIGTVFKIGDSDGTGNCEDPEDVPGC
CPAP-———-- GEVSNAG---SFSRHAHPE-DCRKYYICLEGVA-REYGCPIGTVFKIGDSDGTGNCEDPEDVPGC
CPAKV-——--— PAHTPAAKFWPFPRFPVPG-DCHRLITCVEGQP-RLITCEAGKVE----DDONLTCEDPELVPHC
CN---——————— EDPNG——-—-—--- NVPLGK-SCENRYWQCQGGYP-RLORCPAMLVE----DRRSLRCVV-PPTEEC
CPEV-———-— PISKELGPPAGFRFYGSDN-DCOKYFLCIDGRP-RVLSCGGESGE----DELTSSCVSADEVPTC
Cp---——- EIPIDADGDPIDIVLNYSYPSPNCTSFFSCDKGRA-RFLSCDLGLAF----DESIGRCRD-ADLVQC
Cp———————- AVEADDSDTDEIFKYSYKK-SCKKYVACQOGGYP-RLLSCDVGLHEF----SEKEEMCVDKSKVTDC
CHPDALKDFTCPSVDDADNDMITKYRYYN-SCTNYVACQHGFP-RLLSCSAGLRF----DQDQQKC-—-———-————
* * * ok . * . *

Consensus: CX13-30CX5CXg-10CX12-16CX7-8C



PMPs:

10 20 30 40 50 60

| | \ [ | |
MsPMP1 A CVG----- QENFLRIASIEDCVHYYQCYASRS-—-—-— YLMQOCPEHTWENEREQVED----WSDPPARC
MsPMP1 B CpPpP--—-—— RHEHHLIHHEYDCKKFYHCKEFGMKE---IYPKDCAPGTEFAYELQIC-———— HYPHIAQC
MsPMP1 C CVl-—-———- SERPNDPHPTDCSKEYECAPHGP————— TLKDCAPGTLYNPVAMVCDWPAVVIPMRPEC
MsPMP1 D CVT-—-———- SERPNDPHPTDCSKEYECAPHGP———-—-- TLKDCAPGTLYNPVAMVCDWPAVVIPMRPEC
MsPMP1 E CG-—---- ONGSDGVLVAHENCNQFYHCDHGKA-———-— IAKNCPVGTLYNPYIEQCD-———————————
MsPMP1 F CAL---—-- TDTFAYATPGTACRHYYRCENGTA-———-— VDRTCPSGSWEDLDRQAC-————— ARGAGTC
MsPMP2 A CPPEQEIDWGIEKLLR-HENCHMFYKCTEFGIP----— VPYHCPPGLYENLETWQCD—-———- WPHNVDC
MsPMP2 B CE-—————- GKRAQVP-AKNCNNFLNCWDGWA-———-— FEQECPEGLLFSRE-GYCD--——— YADNVDC
MsPMP2 C CDP----EGHVFMLLPHFTNCAKFYMCAHGEE----— VEFACSGGLIFDFAQQTCN-———-— WKWAVDC
MsPMP3 A CA----- NWDIETIVIAHERCDKFYKCAYGKP-—---— VPYCCPPGTVENIEKEACD————— WPSNVQC
MsPMP3 B CAP----- QHOHYLIPHEFDECSKFYYCQHGMKH---VNPINCAPGTEFSFKYQNC-———-- VHPRQAQC
MsPMP4 CPSN----FHIHLLLPHETDCSSYYQCSYGMR-—--—— IQRSCASGTHFDPALQRC-———-- DLPENVKC
MsPMP5 CA----- NWDLEDIFIAHERCDKFYKCAYGKP-—--— VPHCCPRGTVENIDKEECD————-— WPSNVEC
MsPMP8 CEG--—-——- LDGTVVPHKTSCSKYLECIRGVA-———— KELTCQIGNDEDVVTRQCR-——-— PRGIAKC
MsPMP9 A CR----- PAGSEGVLVAHERCDKFYKCSHGKP————— VALVCPSNLLYNPELGYCD————— WPNAVDC
MsPMP9 B CPP---—-- GFFGNLPHPDRCDAYFMCMPGGN----ALQLFCIEGFEFDPEADRC---—-— VVIAEGGC
MsPMP14 CT---———- N-EGFKGDPNDCAVFYRCTKSGRGKYISYGFRCPPGTVYDPDTEVEN--HPONTKRSEC

* * . * * . *

Consensus: CX11-19CX5CXg-14CX12CX6-12C

Chitinases:

10 20 30 40 50 60 70

| | \ | | \ |
MsCHT3 CSRQG-—--YFVHPRSCARFYRCVKFDQYSPEYTVMTPLHLMVFEFDCPAGLAFDSRYEVECVWPGSLPHSQAC
MsCHT5 CNSDQ---DYIPDKKHCDKYWRCVN-——-———-——— GEA--—-—-— MQFSCQHGTVENVELNVEDWPSN-ATRREC
MsCHT6 CKDEG-—---FYPHPRDCKKYFWCLD--—————- SGPSNLGIVAHQFTCPSGLYFNKAADSCDFARN---V-1C
MsCHT7 CEEEDGHISYHPDKADCTMYYMCEG-——-—————— ERK--—---— HHMPCPQONLVENYNENVEDWPEN-VEG--C
MsCHTS8 CSKEG-—---YESDPTDCASFYVCVK-DGWG-—--—-ALKP—-——- IKFHCPGSLYWDKNLLVENYP----NLTEC
MsCHT10 CDSDTP--YLASDEDSCAHFHFCTG-——-———-——— GIS-—-——-—- YRMSCEEQRLYDPSTGFCGHQD----VAKC
. * *

* . * . * . * .

Consensus: CX11-15CX5CXg-24CX12CX7-11C

Chitin deacetylases:

10 20 30 40 50 60 70

[ | \ [ | | |
MsCDAL CKDKD-AGEWFRLVAG—--——-— EGDNCRDVIQCTA-—--——-— SGIQAIRCPAGLYFDIEKQTCDWKDAVKNC
MsCDAZA CESRP-ADEYFRLTT-—-—--——— EGD-CRDVVRCDKGLENSVTRLASVRCPVGLAFDIDROQTCDWKTHVKNC
MsCDA2B CESRP-ADEYFRLTT-—--——-— EGD-CRDVVRCTR----—-— SGLKQITCPSGLAFDLDKQTCDWKGKVTNC
MsCDA3 CHEN---GRFYRNPDRSEDTLWTKDECAKYYLCLD-—-———— GDVFEFHCSPGLLFDVNRQLCDMQQONVHNC
MsCDA4 CPEGTQGNGNFADP-————-————~— ATCRRFYQCVD--——-— GYPYLNRCPSGLYFDDISKYCTFKAEAR-C
MsCDASA CPEE---FGYYPHP-——-—-—-—-——- TDCTLYYVCVE—————— GGALLESCTGGLMYSHELQTCDWPRNVG-C
MsCDAS5SB CPEE---FGYYPHP—————-————— TDCTLYYVCVE—————— GGALLESCTGGLMYSHELQTCDWPRNVG-C
* . * * * * % . . * *

Consensus: CX12-22CX5CXe.15CX12CX7-8C

Overall consensus: CX11-30CX5.6CX9-24CX12-17CX6-12C



