A

DNase_B MNLLGSRRVFSKKCRLVKFSMVALVSATMAVTTVTLENTALARQTQVSNDVVLNDGASKY 60

GP_01207 MNLLGSRRVFSKECRLVEFSMVALVSATMAVTTVTLENTALARQTQVSNDVVLNDGASKY 60
stk ook okskokokdoiiokookol ok kokok *

DNase_B LNEALAWTFNDSPNYYKTLGTSQITPALFPKAGDILYSKLDELGRTRTARGTLTYANVEG 120

GP_01207 LNEALAWTFNDSPNYYKTLGTSQITPALFPKAGDILYSKLDELGRTRTARGTLTYANVEG 120
spctokokekokcd fokskcookk ook oksk iRk ekckokRookkok

DNase_B SYGVRQSFGKNQNPAGWTGNPNHVKYKIEWLNGLSYVGDFWNRSHLIADSLGGDALRVNA 180

GP_01207 SYGVRQSFGKNQNPAGWTGNPNHVKYKIEWLNGLSYVGDFWNRSHLIADSLGGDALRVNA 180
sRAH AR otk otk ofotsoRoR Rk R R oroksikRRRRR ROk

DNase_B VTGTRTQNVGGRDQKGGMRYTEQRAQEWLEANRDGYLYYEAAPTYNADELIPRAVVVSMQ 240

GP_01207 VTGTRTQNVGGRDQKGGMRYTEQRAQEWLEANRDGYLYYEVAPTYNADEL IPRAVVVSMQ 240
sesofesicokk sksfokslokok fesoksioloiotskoksiolok | Aoksoksioiokoioksoksok R oksolok

DNase_B SSDNTINEKVLVYNTANGYTINYHNGTPTQK 271

GP_01207 SSDNTINEKVLVYNTANGYTINYHNGTPTQE 271
sk skskokokokoRoskk koo ok

SpdB MKLSKQKASLLTAVLLLLSLSITTITVDAARVRTYPNVSHANTHYENTVSSKLLPFTANY 60

GP_01309 MKLSKQKASLLTAVLLLLSLSITTITVDAAKVRTYPNVSHANTHYKNTASSKLLPFTANY 60

SpdB QLQLGELDNLNRATFSHIQLQDRHETKDVRTKINYDPVGWHNYQFPYGDGSKSSWVMNRG 120

GP_01309 QLQLGELDNLNRATFSHIQLQDRHETKDVRTKINYDPVGWHNYQFPYGDGSKSSWVMNRG 120

SpdB HLVGYQFCGLNDEPRNLVAMTAWLNTGAYSGANDSNPEGMLYYENRLDSWLALHPDEWLD 180

GP_01309 HLVGYQFCGLNDEPRNLVTMTAWLNTGAYSGANDSNPEGMLYYENRLDSWLALHPDFWLD 180
foliolojolojelofol fokslok < skofelolekokkoR ook ¥ fofololoolsiekoiosoleoosoog

SpdB YKVTPIYSGNEVVPRQIELQYVGIDSSGELLTIRLNSNKESIDENGVTTVILENSAPNIN 240

GP_01309 YKVTPIYSGNEVVPRQIELQYVGIDSSGELLTIRLNSNKESIDENGVTTVILENSAPNIN 240

SpdB LDYLNGTATPEN 252

GP_01309 LDYLNGTATPEN 2562

Figure S3. Alignments of DNase B (SpeF) and SpdB with amino acid sequences
in proteome encoded by M3.11 genomic DNA. Alignment of amino acid sequence
of DNase B (NCBI Reference Sequence: WP_010922721.1) with GP_01207 (amino
acid sequence from GAS M3.11 proteome) A); and SpdB (NCBI Reference Sequence:
WP_002985324.1) with GP_01309 (amino acid sequence from GAS M3.11 proteome)

(B) by Clustal Omega (https://www.ebi.ac.uk/Tools/msa/clustalo/). Amino acid color



code obtained from Clustal Omega is as follows: red, small; blue, acidic; magenta,

basic; green, hydroxyl or sulfhydryl or amine.



