Supplementary Figure 4: Alignment of TalC Subfamily aldolases, including phage sequences from
SSM2, P-SSM4, P-SSP7 and P-RSM2
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MKTFLDTADTNVIKEYFETGLVDGVTTNPTL IMKSG-RNPEEVYQEIKD1G--VED I SMEVMGTAAEMYH
MKIFLDTADTDAIKQHYDTGI IDGITTNPTL IRKSG-RDPEEVYQEL IDYG--INDISMEVVGDYGTMFE
MKLFLDCSDAEFIRDAYSTGLIDGVTTNPSLMLKAG-KDPREVLKEISDIFPFHASVSAEVVGDSVEEML
MKTFLDSAITTDIQDRLATEIIDGVTTNPTL IKKSN-EDPDVVYKELYDMR--VKDLS IEVRGETAQELC
MKFFLDTANVEE IKKYAELGLVDGVTTNPTLVAKEG-RDFYEVVKE ICE1V--EGPVSAEV ISTDAEGMV
MKTFLDTANLEEIKKGVEWG1VDGVTTNPTL I SKEG-AEFKQRVKE I1CDLV--KGPVSAEVVSLDYEGMV
MLFFVDTANIDEIREANELGILAGVTTNPSLVAKEANVSFHDRLRE I TDVV--KGSVSAEV I SLKAEEMI
MELYLDTSDVVAVKALSRIFPLAGVTTNPS 1 1AAGK-KPLDVVLPQLHEAMGGQGRLFAQVMATTAEGMV
MELYLDTANVAEVERLARIFPIAGVTTNPSI IAASK-ESIWEVLPRLQKAIGDEG I LFAQTMSRDAQGMV
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EGRRLH-LKFGDVAT IKVPCTRDGLSVCKQLSDEG IKVNVTL IFCAAQAVLAAKAGATYVSPFVGRLDDQ
EGTRLS-RKFGKACTVKVPCTPDGLKVCRELSRDLVNVNVTL IFSAAQA I LAAKSGAKYVSPFVGRVDDN
EMADDY-I1EIGPNITIKVPLTPEGLKVCKDLSTDDVAVNVTLCFSTAQAILAAKAGATYVSPFVGRVNDQ
ANGILYGRKYGEVAT IKLPCTVEGLKACKKLS ILGHKTNMTLVFSVSQAILCAHAGATY ISPFVGRLDQI
KEAREL-AKLADNIVIKIPMTKDGMKAVKILSAEGIKTNVTLVFSPLQALVAAKAGATYVSPFVGRLDDI
REAREL-AQISEYVVIKIPMTPDGIKAVKTLSAEGIKTNVTLVFSPAQAILAAKAGATYVSPFVGRMDDL
EEGKEL-AKIAPNITVKIPMTSDGLKAVRALTGLGIKTNVTL IFNANQALLAARAGATYVSPFLGRLDDI
NDALKL-RSITADIVVKVPVTAEGLAAIKMLKAEGIPTLGTAVYGAAQGLLSALAGAEYVAPYVNR IDAQ
EEAKRL-RDAIPGIVVKIPVTSEGLAAIKILKKEGITTLGTAVYSAAQGLLAALAGAKYVAPYVNRVDAQ
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SVAGLEVVRSISELYRIHGIR-TQVLSASIRSVQRAIRSWYNGAE I CTMPPKVFDQMYDHILTDKGMEIF
SFVGMDLIEQISDIYTIQNVHKTEILSAS IRDVKSVSDSFASGAHVVIMPPTVFEKMYNHVLTDKGLYLFE
SFDGIKLIEEISDVYATHKQK-TQVLAASIRDVYQVASCFRVGADICT IPSKIFSGMYKHILTDQG IAKF
GEDGIQLIQDIAKVFCIHNIE-TQILAASIRSPKQAEDAYKAGAH I CTLPVKVFDLMFRHHLTDEGLKQF
GHVGMKL IEDVVKI1YKNYD IK-TEVIVASVRHPWHVLEAAK1GAD IATMPPAVMDKLFNHPLTD IGLERF
SNDGMRMLGE IVET'YNNYGFE-TE I IAASIRHPMHVVEAALMGVD IVTMPFAVLEKLFKHPMTDLG IERF
GHNGLDLISEVKQIFDIHGLD-TQI IAASIRHPQHVTEAALRGAH IGTMPLKV IHALTKHPLTGKGIEQF
GGSGIQTVTDLHQLLKMHAPQ-AKVLAASFKTPRQALDCLLAGCES ITLPLDVAQQMISYPAVDAAVAKF

GGDGIRTVQELQTLLEMHAPE-SMVLAASFKTPRQALDCLLAGCESITLPLDVAQQMLNTPAVESAIEKFE
** * * * *

ENDWKGVQK---- 214

DMDWAQVKR---- 215

DEDWTKLVGG--- 217

ALDFGRNV-——--— 214

LKDWDEYLKSRK- 217
MEDWKKYLENLKK 218
LADWNK—==—=——-— 212
EQDWQGAFGRTSI 220
EHDWNAAFGTTHL 220

**

136
136
138
137
136
136
137
138
138

205
206
207
206
205
205
206
207
207



