	[bookmark: RANGE!B2:H51][bookmark: _GoBack]Supplementary Table S1: Comparison of antibody target regions (ATRs) in glycoprotein B and D of herpes B virus with known epitopes of herpes simplex virus (HSV)


	
	
	
	
	
	
	

	ATR
	Spot no.
	HSV MAb
	aa position
	aa sequence *
	% identity
between herpes B 
and HSV-1
	aa length

	

	glycoprotein B

	1
	2 - 3
	 
	4 - 21
	RAGPLPLPSPLVPLLALA
	16.7
	18

	
	 
	-
	-
	 
	
	 

	2
	10 - 14
	 
	28 - 54
	PLGP-----AAATPVVSPRASPAPPVPAATPT
	48.2
	27

	
	 
	H1817 ¹ 
	31 - 43
	PSSPGTPGVAAAT
	46.2 ²
	13

	3
	16 - 21
	 
	46 - 75
	PPVPAATPTFPDDDNDGEAGAAPGAPGTNA
	36.7
	30

	
	 
	B6 ¹
	68 - 76
	         KPKKNRKPK
	11.1 ²
	9

	4
	26 - 28
	 
	76 - 96
	SVEAGHATLRENLRDIKALDG
	71.4
	21

	
	 
	-
	-
	 
	
	 

	 
	 
	-
	-
	 
	
	 

	
	 
	H1838 ¹
	391 - 410
	ISTTFTTNLTEYPLSRVDLG
	85.0
	20

	5
	151 - 154
	 
	451 - 474
	         YVRELLREQERRPGDAAATPKPSA
	45.8
	24

	
	 
	H1781 ¹
	454 - 473
	LLSNTLAELYVREHLREQSR
	80.0 ²
	20

	6
	157 - 159
	 
	469 - 489
	TPKPSADPPDVERIKTTSSVE
	52.4
	21

	
	 
	-
	-
	 
	
	 

	7
	196 - 197
	 
	586 - 603
	RPLVSFRYEEGGPLVEGQ
	88.9
	18

	
	 
	-
	-
	 
	
	 

	 
	 
	-
	-
	 
	
	 

	
	 
	Group V ¹
	697 - 716
	SGLLDYTEVQRRNQLHDLRF
	95.0
	20

	 
	 
	-
	-
	 
	
	 

	
	 
	Group V ¹
	706 - 725
	QLHDLRFADIDTVI
	90.0
	20

	8
	239 - 242
	 
	715 - 738
	HAALFAGLYSFFEGLGDVGRAVGK
	75.0
	24

	
	 
	-
	-
	 
	
	 

	9
	273 - 275
	 
	817 - 837
	DGASGGGEEDFDEAKLAQARE
	66.7
	21

	
	 
	-
	-
	 
	
	 

	10
	284 - 288
	 
	850 - 876
	RTEHKARKKGTSALLSAKVTNMVMRKR
	92.6
	27

	
	 
	-
	-
	 
	
	 

	11
	292 - 294
	 
	874 - 892
	RKRAKPRYSPLGDTDEEEL
	47.4
	19

	
	 
	-
	-
	 
	
	 

	

	glycoprotein D

	12
	392 - 396
	 
	22 - 48
	GGGEYVPVERSLTRVNPGRFRGAHLAP
	37.0
	27

	
	 
	Group VII
	35 - 45
	            KMADPNRFRGK
	45.5 ²
	11

	13
	401 - 402
	 
	49 - 66
	LEQKTDPPDVRRVYHVQP
	72.2
	18

	
	 
	-
	-
	 
	
	 

	14
	436
	 
	154 - 168
	VRNLPRWSFYDNFGA
	53.3
	15

	
	 
	-
	-
	 
	
	 

	15
	465 - 466
	 
	244 - 258
	GIGMLPRFIPENQRIVAV
	93.3
	18

	
	 
	-
	-
	 
	
	 

	 
	 
	-
	-
	 
	
	 

	
	 
	Group XIV ³
	260 - 270
	SLKIAGWHGPK
	18.2
	11

	16
	479 - 484
	 
	283 - 312
	VETANATRPELAPEDEDEQAPGDEPAPAVA
	53.3
	30

	
	 
	Group Iia ³
	287 - 297
	   PNATQPELAPE
	81.8 ²
	11

	
	 
	Group Iib ³
	297 - 304
	             EDPEDSALL
	33.3 ²
	9

	17
	492 - 494
	 
	322 - 342
	                PEASDVTIQGPAPAPSGHTGA
	23.8
	21

	
	 
	Group XI ³
	305 - 341
	EDPVGTVAPQIPPNWHIPSIQDAATPYHPPATPNNM
	21.1 ²
	37

	18
	507 - 512
	 
	367 - 394
	RARAAGKHVRLPELLDEGPGPARRGAPY
	21.4
	28

	
	 
	-
	-
	 
	
	 



* identical amino acid residues are labeled in bold; ¹ Bender et al., 2007 [26]; ² identity of overlapping amino acid (aa) sequence; ³ Lazear et al., 2012 [25]. 

