
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 -----MTEQT LFEQLNSKNV NDHTEQK--N GLTYLAWSYA HQELKKIDPN
Sak4 MTEKTNQDVD ILTQLGVKDI SKQNANKFYK FAIYGKFGTG KTTFLTKDNN
Consistency0000023623 743**42*58 533434*004 133*034424 2334231*1*

. . . . . . . . . 60 . . . . . . . . . 70 . . . . . . . . . 80 . . . . . . . . . 90 . . . . . . . . . 100
Sak -YTVKV---- HEFPHPDINT ENYFVPYLAT PEGYFVQVSV TVKDSTETEW
Sak4 ALVLDINEDG TTVTEDGAVV QIKNYKHFSA VIKMLPKIIE QLRENGKQID
Consistency0346380000 1333323314 6121335464 2123425822 3666525310

. . . . . . . . . 110 . . . . . . . . . 120 . . . . . . . . . 130 . . . . . . . . . 140 . . . . . . . . . 150
Sak LPVLDFRNKS LAKGSATTFD --------IN KAQKRCFVKA SALHGLGLYI
Sak4 VVVIETIQKL RDITMDDIMD GKSKKPTFND WGECATRIVS IYRYISKLQE
Consistency62*76214*2 221232334* 0000000015 0460321826 2225022*31

. . . . . . . . . 160 . . . . . . . . . 170 . . . . . . . . . 180 . . . . . . . . . 190 . . . . . . . . . 200
Sak YNGEELPSAS DNDITELEER INQFVNLSQE K--GRDATID KTMRWLKISN
Sak4 HYQFHLAISG HEGINK-DKD DEGSTINPTI TIEAQDQIKK AVISQSDVLA
Consistency51213*3264 243*450652 1422411331 30045*3313 3453123822

. . . . . . . . . 210 . . . . . . . . . 220 . . . . . . . . . 230 . . . . . . . . . 240 . . . . . . . . . 250
Sak INKLSQ---- -----KQIAE AHQKLDAGLK QL--DSEEKQ ----------
Sak4 RMTIEEHEQD GEKTYQYVLN AEPSNLFETK IRHSSNIKIN NKRFINPSIN
Consistency1237460000 0000053834 *33410223* 1200451514 0000000000

. . . . . . . . . 260
Sak ----------
Sak4 DVVQAIRNGN
Consistency0000000000
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Figure 5- figure supplement 3. Alignment of predicted Sak (80α) and Sak4 (ϕ52A) 
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).  
  


