A

Anodonta_cygnea MKNKKKVSVPLLCSGFLFFTSLFLWVFGVYMVGSVGCSYMVEWQFFSLCSTDWSLPITID 60
Anodonta_anatina MKNKKKMSVPLLCSVSFFFIALLLWVFGVYMIGSTGRSYMVEWQFFSLCSSDWALPVIID 60
Kok ok ok kg kok KKk Skk ok akkkkkkkkykk K kkkkkkkhkkkkkokkokk s Kk
Anodonta_cygnea YISVIFSCFVCLISGSVSLFSVSYMEEEVFMRRFMMLIMAFVGSMNMLIYIPSLITILLG 120
Anodonta_anatina YISIIFSCFVCLISGSVSLFSVSYMEGEVFMRRFMLLIVAFVGSMNLLIFIPNLITILLG 120
Kokk s Kk kk kR Ak kk KAk k kA Ak kkk kkk kA kkk s kk ok kA khkk o kk o kk  hokkA Ak
Anodonta_cygnea WDGLGIVSFALVIYYQNKKSLAAGMLTVLANRIGDALLILSICFLVNWGEWRIGYGMSGS 180
Anodonta_anatina WDGLGIVSFALVIYYQNKKSLAAGMLTVLANRIGDVLLILSICFLVNWGEWRIGYGMTGS 180
ok ok ok Kk ko ok K Kk ok ok Kk k ok Kk k kR Ak kR Ak k ok Kk ok ok Ak k ok K Ak k ok kA ok k ok kg ko
Anodonta_cygnea FSLVICFLVVVGAMTKSAQIPFSAWLPAAMAAPTPVSALVHSSTLVTAGVYLVIRFYSTL 240
Anodonta_anatina FSMVICFLVVVGAMTKSAQIPFSAWLPAAMAAPTPVSALVHSSTLVTAGVYLIIRFYSTL 240
ok s ok ok ok ok ok K Kk ok ok o Kk ok ok o Kk ok ok ok k ok ok ok ok ok ok ok Kk ok ok Kk k ok Kk k ok K sk ok Kk ko
Anodonta_cygnea IEAQEVLWFLSKVGALTLLMAGLSACFEVDLKKIIALSTLSQLGLMMFTVGIGFPLIAVF 300
Anodonta_anatina IETQEVLWFLSKIGALTLLMAGLSACFEVDLKKIIALSTLSQLGLMMFTVGIGFPLIAVF 300
Kok g Kk k ok ok Kk s ok Kk ok ok o K ok ok ok ok k ok ok ok Kk ok ok ok ok ok ok ok K ok ok ok Kok ok ok K Kk ok ok Kk ko
Anodonta_cygnea HLLTHALFKALLFLCAGSIIHSTMDTQDGRILGSLNYLLPFSSGCLVLSSVALCGMPFLS 360
Anodonta_anatina HLLTHALFKALLFLCAGSIIHSTMDTQDGRILGSLNYLLPYSSSCLVLSSVVLCGMPFLS 360
ok ok ok Kk ko kK Kk ok ok Kk k kR Ak kR K Ak kR K Ak kR Kk k ok s Kk kK Ak k ok kkok kA ok ko
Anodonta_cygnea GFYSKDLILEGAFSGFSGSLEILVMLVGAGLSLVYSLRIMLIGVFGQNYSSSLVSYGVEG 420
Anodonta_anatina GFYSKDLILEGAFSGFSGSLEVLVMSMGAGLSLIYSLRILLVGVFGQNYSSSLVNYSAES 420
Kok ok ok k k ok kR Ak k KAk ok ok kkk sk kkK Ak kKA Ak gk kkk kAR KK AKK Kk
Anodonta_cygnea VMWCLLFV-- CQLVQLWEGDY-FKEYGLM- 447
Anodonta_anatina GYVVSSIMILSVGAISGGWLLQSVWVGVNGFSLIGVLGKVVISVVTFVGLVYGFINYFMA 480
* Kk K ke
Anodonta_cygnea 447
Anodonta_anatina GILGEKSFSGLGRFLSSMWFMNLTSGSFLAGIGLKLGKMMHLHLDLGWMEVLGGQGVFESV 540
Anodonta_cygnea 447
Anodonta_anatina LGDGVKMSYLMQSGSLLMHTRTYMVLMMTVLIMGVYLL 578
Anodonta anatina MKNKKKMSVPLLCSVSFFFIALLLWVFGVYMIGSTGRSYMVEWQFFSLCSSDWALPVIID 60
PtNADS 0
Anodonta_anatina YISIIFSCFVCLISGSVSLFSVSYMEGEVFMRRFMLLIVAFVGSMNLLIFIPNLITILLG 120
PtNADS 0
Anodonta_anatina WDGLGIVSFALVIYYQNKKSLAAGMLTVLANRIGDVLLILSICFLVNWGEWRIGYGMTGS 180
PtNADS 0
Anodonta_anatina FSMVICFLVVVGAMTKSAQIPFSAWLPAAMAAPTPVSALVHSSTLVTAGVYLIIRFYSTL 240
PtNADS 0
Anodonta_anatina IETQEVLWFLSKIGALTLLMAGLSACFEVDLKKIIALSTLSQLGLMMFTVGIGFPLIAVF 300
PtNADS 0
Anodonta_anatina HLLTHALFKALLFLCAGSIIHSTMDTQDGRILGSLNYLLPYSSSCLVLSSVVLCGMPFLS 360
PtNADS 0
Anodonta_anatina GFYSKDLILEGAFSGFSGSLEVLVMSMGAGLSLIYSLRILLVGVFGQNYSSSLVNYSAES 420
PtNADS 0
Anodonta_anatina GYVVSSIMILSVGAISGGWLLQSVWVGVNGFSLIGVLGKVVISVVTFVGLVYGFINYFMA 480
PENADS e MVGVLGKGIISVVTFVGLSYGVFSYFML 28
cokkkhkk skkkkkkkkk Kk o KA
Anodonta_anatina GILGEKSFSG-LGRFLSSMWFMNLTSGSFLAGIGLKLGKMMHLHLDLGWMEVLGGQGVFES 539
PEtNADS EAFKKKVFKGNLGWFLSSMWFMNLTSGSFLAGWG——————=——————————————————— 62

Anodonta_anatina
PtNADS

Coik KK KK KKKKAKKKKKKKKKKAAA K
VLGDGVKMSYLMQSGSLLMHTRTYMVLMMTVLIMGVYLL 578
62

Additional File 7. (A) Amino acid alignment of Anodonta cygnea NADS (MF781083) and
Anodonta anatina NADS (KF030964). (B) Amino acid alignment of A. anatina (KF030964)
NADS with the putative translocated NADS from A. cygnea (MF781083). Alignments conducted
using Clustal Omega webserver with default parameters. An asterisk (*) indicates a fully
conserved residue, a colon (:) indicates residues with strongly similar properties, and a period (.)
indicates weakly similar properties.



