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TP0856 Hatch domain 50 100
SS146 MVHYKSVFYKSAALVCGFVLAGASVA|ASSEAAAKTRSKMSEFKRRAVSSPSGGRLSVLDGSF TALANDASFFEANPAGSANMTHSELTFAHT AETLSY YGASMRMF SPSTGPVCTPASNP IKKLGG
SS167 MVHYKSVFYKSAALVCGFVLAGASVAIASSEAAAKTRSKMSEFKRRAVSSPSGGRLSVLDGSFTALANDASFFEANPAGSANMTHSELTFAHTVGFNNSHAETLSYVGQSGNWGYGASMRMFFPESGFNFSPSTGPVCTPASNP IKKLGG
§S222 MVHYKSVFYKSAALVCGFVLAGASVAIASSEAAAKTRSKMSEFKRRAVSSPSGGRLSVLDGSF TALANDASFFEANPAGSANMTHSELTFAHTVGFNNSHAETLSYVGQSGNWGYGASMRMFFPESGFNFSPSTGPVCTPASNP IKKLGG
Nichols MVHYKSVFYKSAALVCGFVLAGASVA | ASSEAAAKTRSKMSEFKRRAVSSPSGGRLSVLDGSF TALANDASFFEANPAGSANMTHSE LTFAHTYGENNSHAETLSYVGQSGNWGYGASMAMFFPESGENFSPSTGPVCTPASNP | KKLGG

Signal sequence NPA ECL1 ECL2
SS146 LGIVNFSRRFGGLS I GANLKAGFRDAQGLTHLSLGTDVGLAQWVGNVAKFFSSAEPNMYVGLSATNLGFTVKLPGSPFVLCRATGEQCCKTCSGRCTGVGTCCNGEKPCCKDCDCNCPCQDEATPGSPHATDTMLRAGFAYRPLSWFLFSV
SS167 LGIVNFSRRFGGLS IGANLKAGFRDAQGLTHLSLGTDVGLAQWVGNVAKFFSSAEPNMYVGLSATNLGFTVKLPGSPFVLCRATGEQCCKTCSGRCTGVGTCCNGEKPCCKDCDCNCPCQDEATPGSPHATDTMLRAGFAYRPLSWFLFSV
S$S222 LGIVNFSRRFGGLS IGANLKAGFRDAQGLTHLSLGTDVGLQWVGNVAKFFSSAEPNMYVGLSATNLGFTVKLPGSPFVLCRATGEQCCKTCSGRCTGVGTCCNGEKPCCKDCDCNCPCQDEATPGSPHATDTMLRAGFAYRPLSWFLFSV
Nichols LGIVNFSRRFGGLS IGANLKAGFRDAELTHLSLGTDVGLGNVGNVAKFFSSAEPNMVVGLSATNLGFTVKLPGSPFVLGRATGEQCCKTCSGRCTGVGTCCNGEKPCCKDCDCNCPCQDEATPGSPHATDTMLHAGFAYRPLSWFLFSV
ECL3 ECL4
SS146 GVATRVNVSNLQVDHLWKRSSYALGMILDPVRFLTLLSGVAVNANGKVRAGVGAE IRVACFQVSASYRYDSTGDEQQGTPHNMSLGAS | LLGRK *
SS167 GVATRVNVSNLQVDHLWKRSSYALGMILDPVRFLTLLSGVAVNANGKVRAGVGAE IRVACFQVSASYRYDSTGDEQQGTPHNMSLGAS | LLGRK *
SS222 GVATRVNVSNLQVDHLWKRSSYALGMILDPVRFLTLLSGVAVNANGKVRAGVGAE IRVACFQVSASYRYDSTGDEQQGTPHNMSLGAS | LLGRK *
Nichols GVATRVNVSNLQVDHLWKRSSYALGMILDPVRFLTLLSGVAVNANGKVRAGVGAE IRVACFQVSASYRYDSTGDEQQGTPHNMSLGAS | LLGRK*
ECL5 ECL6 ECL7

TP0858 0 Hatch domain ;9. 150
SS146 MLRLPTARAC | TMGTMIRHTFTHRCGALLCALALGSSTMAATAAAKPKKGQMQKLRQRPVWAPTGGRYASLDGAF TALANDASFFEANPAGSANMTHGELAFFHTTGFGSFHAETLSYVGQSGNWGYGASMRMFFPESGFDFSTTTEPVC
SS167 MLRLPTARAC | TMGTMIRHTFTHRCGALLCALALGSSTMAATAAAKPKKGQMQKLRQRPVWAPTGGRYASLDGAF TALANDASFFEANPAGSANMTHGELAFFHTTGFGSFHAETLSYVGQSGNWGYGASMRMFFPESGFDFSTTTEPVC
SS222 MLRLPTARAC | TMGTMIRHTFTHRCGALLCALALGSSTMAATAAAKPKKGQMQKLRQRPVWAPTGGRYASLDGAFTALANDASFFEANPAGSANMTHGELAFFHTTGFGSFHAETLSYVGQSGNWGYGASMRMFFPESGFDFSTTTEPVC
Nichols MLRLPTARACI|TMGTMIRHTFTHRCGALLCALALGSSTMAATAAAKPKKGQMQKLRQRPVWAPTGGRYASLDGAFTALANDASFFEANPAGSANMTHGELAFFHTTGFGSFHAETLSYVGQSGNWGYGASMRMFFPESGFDFSTTTEPVC

Signal sequence ECLI1 ECL2
250
$S146  TPASNP IKQRGAIG| INFARRIGGLSLGANLKAGFRDAQGLQHTSVSSD | GLOWVGNVAKSFTSEEPNLY |GLAATNLGLTVKVSDK I ENCTST KACCK TVHATDTMLRAGFAYRPFSW
$S167 TPASNP IKQRGAIG| INFARR|GGLSLGANLKAGFRDAQGLQHTSVSSD | GLOWVGNVAKSFTSEEPNLY |GLAATNLGLTVKVSDK | ENCTST ER KACCKDCDCNGP TVHATDTMLRAGFAYRPFSW
§S222  TPASNP IKQRGAIG| INFARR|GGLSLGANLKAGFRDAQGLQHTSVSSD | GLOWVGNVAKSFTSEEPNLY |GLAATNLGLTVKVSDK I ENCTST KACCK PCQDeatpGspHATDTMLRAGFAYRPFSW
Nichols TPASNP |KQRGA G| INFARR | GGLSLGANLKAGFRDAQG LQHTSVSSD | GLOWVGNVAKSFTSEEPNLY | GLAATNLGLTVKVSDK | ENGTSTGEKGGGOKERGGONGKKAGGKDODONGPOADCNDKGTVHATDTMLRAGFAYRPF SW
ECL2 ECL3 ECL4
SS146 FLFSLGATTSMNVQTLASSDAKSLYQNLAYS |IGAMFDPFSFLSLSSSFRINHKANMRVGVGAEARIARIKLNAGYRCDVnDISSGSGCTGAKASHYLSLGGAILLGRN"
SS167 FLFSLGATTSMNVQTLASSDAKSLYQNLAYS IGAMFDPFSFLSLSSSFRINHKANMRVGVGAEAR IARIKLNAGYRCDVnD | SSGSGCTGAKASHYLSLGGAILLGRN"
$S222 FLFSLGATTSMNVQTLASSDAKSLYQNLAYS IGAMFDPFSFLSLSSSFRINHKANMRVGVGAEARIARIKLNAGYRCDVsDISSGSGCTGAKASHYLSLGGAILLGRN"
Nichols FLFSLGATTSMNVQTLASSDAKSLYQNLAYS |GAMFDPFSFLSLSSSFRINHKANMRVGVGAEAR | AR IKLNAGYRCDV sD | SSGSGCTGAKASHYLSLGGA | LLGRN
ECLS5 ECL6 ECL7
Signal peptide Hatch
TP0856 1 MVHYKSVFYKSAALVCGFVLAGASVAIASSEAAAKTRSKMSEFKRR 46
TP0858 1 MLRLPTARACITMGTMIRHTFTHRCGALLCALALG-- SSTMAATAAAKPKKGQMQKLRQR 58
*H K * * * * %
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Bl 5 EcL1 B2

TP0856 47 AVSSPSGGRLSVLDGSFTALANDASFFEANPAGSANMTHSELTFAHTVGFNNSHAETLSY 106
TP0858 59 PVWAPTGGRYASLDGAFTALANDASFFEANPAGSANMTHGELAFFHTTGFGSFHAETLSY 118

* gk kkk | kkk hkkhkkhkkkkkkkkkhkkkhkhkhkhkhkk kk ok K *k *hkkkkk*k

3 4
—)ﬁ ECL2 £

—_—
TP0856 107 VGQSGNWGYGASMRMFFPESGFNFSPSTGPVCTPASNPIKKLGGLGIVNFSRRFGGLSIG 166
TP0858 119 VGQSGNWGYGASMRMFFPESGFDFSTTTEPVCTPASNPIKORGAIGIINFARRIGGLSLG 178

**:******************* *k ok kkkkkkkkkhkk ok .**.**.*'A’ *kkk Kk

B3 > ECL3. ps L

TP0856 167 ANLKAGFRDAQGLTHLSLGTDVGLQWVGNVAKFFS SAEPNMYVGLSATNLGFTVKLPGSP 226
TP0858 179 ANLKAGFRDAQGLOHTSVSSDIGLQWVGNVAKSFTSEEPNLYIGLAATNLGLTVKVS-DK 237
FREFFRFFR R, L FLEFEER -
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ECL4 B8

TP0856 227 FVLCRATGEQCCKTCSGRCTGVGTCCNGEKPCCKDCDCNCPCQDEATPGSPHATDTMLRA 286

TP0858 238 IENCTSTCEKCG-CCKERC————-— CCNGKKACCKDCDCNCPCODCNDKGTVHATDTMLRA 291
¥ ok k¥ % K% KFkkh kK Kkk Kk Kk Kk Kkk *, hkkkARIRK
9 ECLS B10 B11

TP0856 287 GFAYRPLSWFLFSVGVATRVNVSNLO---VDHLWKRSSYALGMILDPVRFLTLLSGVAVN 343
TP0858 292 GFAYRPFSWFLFSLGATTS MNVQTLASSDAKSLYQNLAYSIGAMFDPFSFLSLSSSFRIN 351

Fr ATk K KkXRIXK, K Lkk % . L xLLx k% kx k *x T
ECL6 p12 B13 ECL7 B4
TP0856 344 ANGKVRAGVGAEIRVACFQUVSASYRYDS——-——- TGDEQOGTPHNMSLGASILLGRK* 395

TP0858 352 HKANMRVGVGAEARIARIKLNAGYRCDVSDISSGSGCTGAKASHYLSLGGAILLGRN* 409
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