
Figure 5- figure supplement 4. Alignment of predicted staphylococcal phage SSAPs.  
 
Colours indicate relative sequence conservation at each position, with red being most conserved and 
violet being least (adapted from alignment generated by PRALINE). 
  

Results colour-coded for amino acid conservation

The current colourscheme of the alignment is for amino acid conservation.

The conservation scoring is performed by PRALINE. The scoring scheme works from 0 for the least conserved alignment position, up to 10 for the most conserved alignment position.
The colour assignments are:

Unconserved 0 1 2 3 4 5 6 7 8 9 10 Conserved

. . . . . . . . . 10 . . . . . . . . . 20 . . . . . . . . . 30 . . . . . . . . . 40 . . . . . . . . . 50
Sak ---------- ---------- ---------- ---------- ----------
Erf ---------- ---------- ---------- ---------- ----------
Sak4 MTEKTNQD-- ---VDILTQL GVKDISKQN- ------ANKF YKFAIYGKFG
Red__ MTNELLLKNN KMGDNVLSRV KTLEAQGDLQ FPANYSPENA MKSAMLQLQE
Consistency1100000000 0000011001 0001000000 0000000000 0101000000

. . . . . . . . . 60 . . . . . . . . . 70 . . . . . . . . . 80 . . . . . . . . . 90 . . . . . . . . . 100
Sak ---------- -------MTE Q-TLFEQLNS KNV------N DHTEQKNGLT
Erf ---------- -------MAE QLNLYQKIAD VKAN-----I AGFTKDTK--
Sak4 T--------- ------GKTT FLTKDNNALV LDINED---G TTVTEDGAVV
Red__ LKGSKKDGYK PALEFATSTS IANALMDMVV QGLNPAKNQG YFIMYGDKVQ
Consistency0000000000 0000000475 3264234533 3355000003 2144443431

. . . . . . . . . 110 . . . . . . . . . 120 . . . . . . . . . 130 . . . . . . . . . 140 . . . . . . . . . 150
Sak YLAWSYAHQE LKKIDPNYTV KVHEFP---H PDIN------ --TENYFVPY
Erf --GYNFSYVS GSQILHRIRE KMIEHNLLLV PNTL------ --NENWTTHT
Sak4 QIKNYKHFSA VIKMLPKIIE QLRENGKQID VV-------- --VIETIQKL
Red__ FQRSYHGTMA VTKRVAGAEE INAEVIFEGD EVKYKTKNGK IVELEHTQSF
Consistency1132333335 4374333426 432*211113 3311000000 0033624433

. . . . . . . . . 160 . . . . . . . . . 170 . . . . . . . . . 180 . . . . . . . . . 190 . . . . . . . . . 200
Sak LATPEGYFVQ VSVTVKDSTE TEWLPVLDFR NKSLAKGSAT TFDINKA--Q
Erf FKNKKGQEVT EFIVEMDLNY TWINADKPEE QYEVSYHAYG QQNDISQ--A
Sak4 RDITMDDIMD GKSKKPTFND WGECATRI-V SIYRYISKLQ EHYQFHL--A
Red__ GNRNTQNIIG AYATVVFKDE SRNYTEIMTF EEIEEAWKQS QMVYNGVFKE
Consistency1323343372 3344433254 4211433212 5222322523 5322333005

. . . . . . . . . 210 . . . . . . . . . 220 . . . . . . . . . 230 . . . . . . . . . 240 . . . . . . . . . 250
Sak KRCFVKASAL HGLG--LYIY NGEELPSASD NDITELEERI NQFVNLSQEK
Erf HGTALTYAER YFLMKFFNIP TDEDDADAKQ KQDKYSTVSQ EFKDILTKEV
Sak4 ISGHEG-INK DKDDEGSTIN PTITI--EAQ DQIKKAVISQ SDVLARMTIE
Red__ DGTHRRFPQE MAKKTVINRA CKKILNSTDD ASLLSNQIKE SEQRQRKEVL
Consistency2433231343 2222203452 2243413446 3544333554 5322244443

. . . . . . . . . 260 . . . . . . . . . 270 . . . . . . . . . 280 . . . . . . . . . 290 . . . . . . . . . 300
Sak GRDATIDKTM RWLK-----I SNINKLSQKQ IA--EAHQKL DAGLKQLDSE
Erf NDFIAIAKES GFAEKYQEQI NKLEKMNVEA LNKNQINVTR QQIKKWLGGI
Sak4 EHEQDGEKTY QYVLNAEPSN LFETKIRHSS NIKINNKRFI NPSINDVVQA
Red__ DAEVEENANQ EQLDFEPPVF EEAQYTELEN EKPIDVSDFE EIKEPATEKE
Consistency4244323643 3353112213 3234654254 2222534232 5223425233

. . . . . .
Sak EKQ---
Erf EQ----
Sak4 IRNGN-
Red__ SEEEPF
Consistency452000
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