Structure-based amino acid sequence alignment between
predicted A. hadrus PreT-PreA heterodimer and five pig DPD domains

Alignment Schematic Diagram Result Sequence
21 TAMEEASRCLLCHDAPCSKSCPAKTDPAKFTRSLRFRNIKGAAETTRENNPLAGCCAEVCPYGQLCEQACSRTGIDK—PIE]
Domain I RMSD = 0.786 GKLQKFLVEMEK 113
(nFeS1,nFeS2) (85 to 85 atoms) CLECADAPC LD NKNY A C EEG
128 GKIACVGAGPASLACARELALFGY-DVTIYEANEKAGGVLTYGIVPSRLPQEVVDFDIATIEKLGVTFKFNETIDAARL—E
Domain II RMSD = 0.596 FLKAE-YDAVFVGTGL 221 369 VETGGDMVNGGKTVVQAVAEGKDAAAMIAAYLN 401
(FAD) (116 to 116 atoms) GAGPA SUITIFEKQ Y VGGLSTSEIPOIR LSENETTL
KEEG I DIVGMANTT
242 DFLK—-DARLNKENM——-——-—- TLGDTVLVIGGGDVAMDCVTTAKQLGAKAT—TVYRR——TIEEAPADIDEVMAVQSMGIP
Domain II RMSD = 2.284 TIQEFAPGET IGSKGHVTAMKFNGRD-—————- NESE-—-LTMKADQVVFAIG 353
(NADPH) (85 to 85 atoms) L'LVA S SKAGMCACHSPLP GACDT FI.VI'RKGFV" | RAVPE CEFLP
FL—- VRTEQDETGKW EVEDQT F
6 DLSIDFLGVKCENPFFLSSSPVGSNYEMCAKALEAGNGGIYYKT1GIFI--PDECSPRFDITTKEGTPWVG-——-FKNVEQI
SDKPLEVNLEYMRRLKQDYPNKV IVASIMGSN-DEEWT TLAKAV TEAGVDMIECNESCPQMTSHAMGS-DVGQNPELVKHYCEVVT
AATHLPVIAKMTPNIGNMEIPATASMEGGAAGIAAINTVKATTNIDIENI TAMPVVNG—KSSISGYSGAAVKP TALRF I TQMKQH
Domain IV RMSD =0.619 PDLVDVPITGVGGIETWRDALEFILVGASNLQVTTAVMQYGYRIVEDMISGLSHYMEDN 308
(5-FU,FMN) (255 to 255 atoms) SAAVTTSS KT/ "1 DKDT TVRGTTSGPMYGPGQSS!| N
TA YNKND N SAPHGMGERGMGL
K T TNT KADGTPW-"V GAGK G
—11G TGG cs
313 LSDLVGLALPNIVPAEDLDRSFKLLPKFDEDACAGCGRCYVSCFDGGHQATDWDEEARRPRLNTDKCVGCHLCLNVCPVMDC
Domain V RMSD = 1.023 [ 395
(cFeS1,cFeS2) (79 to 79 atoms) E CINCCKCYMTC TD-ICieCliClC




