Drome-SIRT6
Tal-SIRT6

Pappo-SIRT6
Papxu-SIRT6

Drome-SIRT6
Tal-SIRT6

Pappo-SIRT6
Papxu-SIRT6

Drome-SIRT6
Tal-SIRT6

Pappo-SIRT6
Papxu-SIRT6

Drome-SIRT6
Tal-SIRT6

Pappo-SIRT6
Papxu-SIRT6

Drome-SIRT6
Tal-SIRT6

Pappo-SIRT6
Papxu-SIRT6

Drome-SIRT6
Tal-SIRT6

Pappo-SIRT6
Papxu-SIRT6

Drome-SIRT6
Tal-SIRT6

Pappo-SIRT6
Papxu-SIRT6

——————————— MSCNYADGLSAYDNKGILGAPESFDSDEVVAEKCQELAELTIKKSGHVVL
FTTFYCFHRFAMSCNYAEGLSPYPDKGQVGMPERFAGKEEVSRKVSELAALMKASRHTVE
——————————— MSCNYAEGLSPYEHKGVLGIPEKFEAIEKLNEKCEMLARLITESKHIVV
——————————— MSCNYAEGLSPYEHKGVLGIPEKFEAIEKLNEKCELLARLISESKHIVV

*khkkhkkk o kkk K *x ek Kk Kk * . * * Kk k. *  x K

HTGAGISTSAGIPDFRGPKGVWTLEEKGEKPDENVSFDEARPTKTHMAIIALIESGYVQY
HTGAGISTSAGIPDFRGPKGVWTLEKKGLRPEVNVSFDDARPTYTHMALVALEKAGLIHY
HTGAGISTSAGIPDFRGPNGVWTLEKEGKRPSTNISFTDAKPTKTHMILKKLIESNKIQY
HTGAGISTSAGIPDFRGPNGVWTLEKEGKRPSTNISFTDAKPTKTHMILKKLIDCNKIQY

kAKX Kk Ak kA kA dkrhhkhk ok hkhkhkk ook * Kk ekk ok kK kkk . * P

VISONIDGLHLKSGLDRKYLSELHGNIYIEQCKKCRRQEFVSPSAVETVGOKSLQORACKSS
LVTONIDGLHLRSGFPRRKMAELHGNMYLDKCSVCKREFVRCTAVSTVGQKSLGVGCPGK
IVSONIDGLHMKSGLSRKYLSELHGNMFIDECSLCKRQFIRSSPVETVGKKCSGVPCASG
IVSONIDGLHLKSGLSRKYLSELHGNMFIDECSLCKRQFIRSSPVETVGKKCSGVPCASG
cakkkokokkk e Kk s k| sakkkkkaaaaak Kk Kkak. ck Rk kx| *
MDSKGRSCRSGILYDNVLDWEHDLPENDLEMGVMHSTVADLNIALGTTLQIVPSGDLPLK
RDT-GRRCR-GRLHDNILDWEHDLPHLDYNLAEKHSVGSDLSVCLGTTLQIIPSGVLPTL
YNG-GRPCR-GRLYDGVLDWEHSLPEDDLLMAEWHSSIADLSICLGTTLQIVPSGNLPLE
HNG-GRPCR-GRLYDGVLDWEHSLPENDLLMAEWHSSIADLSICLGTTLQIIPSGNLPLE

kk kk ok ok ek ek kkrk kK * . * * e kk e kkkAkAKkk e khkk AKX

NLKCGGKFVICNLQPTKHDKKANLIISSYVDVVLSKVCKLLGVEIPEYSEASDP---—---—
AKQSGGKLVICNLQPTKHDKISDITIINGYVDDVMRELLSLLNITCPEYSMEQDPVLITRA
TVKYGGKLVICNLQPTKHDNKSDLIINYYVDDILEKVMNILKLDIPEYNEDTDL-—-————
TVKYGGKLVICNLQPTKHDNKADLIINYYVDDILEKVMNILNLDIPQYNEDTDL--————

***:***********: :::**_ * Kk Kk s [ _:* : *:*_ *
--TKQSKP----- MEWTTPTS---NVNTFHRQYK-——--—-—--—-— KYVKDSKIESKAKK
LKTKLACSSDAELIEWTIPDSWFDDKDLTEKVSRNKATADQKNAGKKY PRATKTDRRKRK
--TKLAST---EIVEWT ITKKK---DVLVLEKVFKAKC-——-—-—-~ KGVKKKKILIKTKR
-—TKLAST---SIVEWT INKK---DVLVLEKVFKAKC-——-—-—-~ KGVKKKKILIKNKR

* Kk H . :**** . : . * . .**
T m oo KYT--——-————————-
SPIKPEVKKEETGESSSQDEGLSARNERYRKRSLDAGOLGTNKR
e STESNGIENGNCKVIKLEVKQECDISEIK
N-————mmm oo STEINNGIENGNCKVIKLEIKDECV-----

Additional file 29. Putative Talitrus saltator SIRT6 protein

Alignment of Drosophila melanogaster SIRT6 (Drome-SIRT6; Accession No. NP_649990) with
the T. saltator SIRT6 (Tal-SIRT6) deduced from the Trinity de novo transcriptome assembly,
together with the top two tblastn species homologue sequences Papilio polytes SIRT6
(Pappo-SIRT6; Accession No. XM_013284914) and Papilio xuthus SIRT6 (Papxu-SIRT6;
Accession No. XM _013314262). '*' indicates identical amino acid residues in the two

proteins, .' and "' indicate similar amino acid residues between the two proteins. In this

figure one SMART identified SIR2 domain is highlighted in yellow.



