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Table S-1. Media components.

	Steps 
	Medium name 
	Medium base 
	Ingredient  

	Master Plate  
	12R 
	ABa 
	AB salts, 5 g L-1 glucose, 50 mg L-1 spectinomycin, 50 mg L-1 thymidine, 50 mg L-1 gentamicin 

	Working Plate 
	810K 
	YPb 
	5 g L-1 sodium chloride, 5 g L-1 yeast extract, 10 g L-1 peptone, 50 mg L-1 spectinomycin, 50 mg L-1 thymidine and 50 mg L-1 gentamicin, 15 g L-1 Bacto agar, pH 6.8

	Infection  
	700A 
	MSc 
	[bookmark: _GoBack]0.1 g L-1 myo-inositol, 0.5 mg L-1 nicotinic acid, 0.5 mg L-1 pyridoxine, 10 mg L-1 thiamine, 1 g L-1 casamino acids, 68.5 g L-1 sucrose, 36 g L-1 glucose, 1.5 g L-1 2,4-D, 50 mg L-1 thymidine, pH 5.2 

	 
Co-cultivation 
	710I 
	MS 
	0.1 g L-1 myo-inositol, 0.5 mg L-1 nicotinic acid, 0.5 mg L-1 pyridoxine, 10 mg L-1 thiamine, 20 g L-1 sucrose, 10 g L-1 glucose, 0.7 g L-1 proline, 0.5 g L-1 MES buffer, 2.0 mg L-1 2,4-D, 100um acetosyringone, 50 mg L-1 thymidine, 10 mg L-1 ascorbic acid, 8 g L-1 Sigma agar, pH 5.8 

	 
 
Resting 
	605G 
	MS+N6d 
	MS salts, 0.6X N6 macro salts, 1.68 g L-1 potassium nitrate, 0.6X B5 minor salts, 0.6x B5H Minor salts, 0.4X Eriksson’s vitaminse, 0.6X S&H vitaminsf, 0.2 mg L-1 thiamine HCl, 0.3 g L-1 casein hydrolysate, 20 g L-1 sucrose, 2 g L-1 proline, 0.6 g L-1 glucose, 0.8 mg L-1 2,4-D, 1.2 mg L-1 dicamba,100 mg L-1 carbenicillin and 10 mg L-1 meropenem, 6 g L-1 TC agar, pH 5.8 

	Maturation  
	13329 
	 MS 
	1.25 mg L-1 CuSO4, 1.0 g L-1 myo-inositol, 0.7 g L-1 proline, 60 g L-1 sucrose, 0.1 mg L-1 ABA, 0.1 mg L-1 thidiazuron (TDZ), 1 mg L-1 BAP, 0.5 mg L-1 zeatin, 100 mg L-1 carbenicillin, 8% Sigma agar™, pH 5.6 

	Rooting  
	13158 
	MS 
	0.1 g L-1 myo-inositol, 40 g L-1 sucrose, 100 mg L-1 benomyl, 7 g L-1 Bacto agar, pH 5.6 


aAB medium Chilton et al. (1974) 
bYP medium 1% Bacto® yeast extract, 2% Bacto® peptone and 2% Bacto® agar 
cMurashige and Skoog (1962)  
dN6 media Chu et al. (1975) 
eEriksson’s vitamins (1965) 
f Schenk and Hildebrandt vitamins (1972)  


Table S-2.  Vector components used in T-DNA construction.

	Component type
	Label
	Description
	References

	Promoters
	ZM-Hsp26
	Maize Heat shock promoter
	An unpublished Corteva Agriscience sequence

	
	Ubipro
	The maize ubiquitin promoter, the 5' UTR and the first intron
	Christensen et al. 1992

	
	Sb-ALSpro
	The sorghum ALS promoter
	SB-ALS promoter and 5’UTR, DOE-JGI Sbi v3.1, SBChr04, bases 49239164-49240031. DOE-JGI Sbi v3.1 corresponds to Sorghum bicolor BTx623 assembly v3.0.1 and gene annotation v3.1 available from phytozome (http://phytozome.jgi.doe.gov/).  Chromosome 4 of Sbi v3.1 is registered as NCBI accessions NC_012873.2 and CM000763.3

	
	PLTPpro
	Maize phospholipid transferase promoter
	See GenBank sequence (MN380778)

	
	LTP2pro
	Barley lipid transferase promoter
	Kalla et al. 1994

	
	Nospro
	The Agrobacterium-derived nopaline synthase promoter
	An 1986

	
	Glb1 pro
	The maize Globulin 1 promoter
	Liu et al. 1998

	
	Axig1pro
	The maize Axig1 promoter
	Garnaat et al. 2005 US6838593 B2, NCBI accession AR883375.1 bases 1-1240

	3' Sequences
	IN2-2
	The maize IN2-2 terminator
	Hershey and Stoner 1991

	
	PINII
	The potato proteinase inhibitor II (pinII) 3’sequence
	An et al. 1989

	
	Sb-PEPC 3'
	The PepCarboxylase 3' regulatory sequence from Sorghum bicolor
	See GenBank sequence (MN380778)

	
	SB-GKAF
	Sorghum gamma kafarin 3' regulatory sequence
	See GenBank sequence (MN380787)

	
	Zm-GLB1 3'
	 
	GenBank accession number AH001354.2

	
	Os-T28 3'
	The T28 3' regulatory sequence from Oryza sativa
	 Bhyri et al. 2014 US20140130205 A1 

	Marker genes
	NPTII
	Maize codon optimized Neomycin Phosphotransferase II
	See GenBank sequence (MN380783)

	
	DS-RED2
	 red fluorescent protein (DsRed) derived from Discosoma, from Clontech
	Matz et al. 1999

	
	Hra
	The maize ALS double mutant gene that confers herbicide resistance
	Green et al. 2009

	
	CRC
	A fusion of the Maize C1 and R that activates the anthocyanin pathway
	Bruce et al. 2000

	Marker genes
	Zs-YELLOW
	The Zs-Yellow1 N1 gene that encodes a yellow fluorescent protein from Zoanthus sp.
	Matz et al. 1999

	
	Zs-GREEN
	A gene that encodes the Zs-GREEN protein from Zoanthus sp.
	Matz et al. 1999

	Maize morphogenic genes
	Zm-Wus2
	The maize Wuschel2 (Wus2) gene
	Lowe et al. 2007 US7256322

	
	Zm-Bbm
	The maize Baby boom gene (Bbm)
	Gordon-Kamm et al. 2006 WO2005075655

	Recombinase Expression Cassettes
	moCRE
	A maize-optimized CRE recombinase gene (originally from the P1 bacteriophage), with an inserted potato LS1 intron
	Odell et al. 1990

	
	
	
	

	Recombinase Target Sites
	loxP
	The recombinase target site for the CRE recombinase from E coli
	Odell et al. 1990

	Enhancers
	FMV
	Enhancer from figwort mosaic virus
	GenBank Accession Numbers MN380785, MN380787, MN380788

	
	PCSV
	Enhancer from Peanut chlorotic streak virus
	GenBank Accession Numbers MN380785, MN380787, MN380788

	
	MMV
	Enhancer from Mirabalis mosaic virus
	GenBank Accession Numbers MN380785, MN380787, MN380788






Table S-3.  Transformation data for Zea mays (L) immature embryos, from Pioneer inbreds HC69 (A) and PH1V69 (B), harvested from individual ears and aliquoted equally among four morphogenic gene treatments, indicating for each treatment - the number of immature embryos/ear infected with Agrobacterium, the number of recovered independent T0 plants, and the number of T0 plants determined to have integrated only a single-copy for the T-DNA.
A).  Inbred: HC69
	Treatment
	Ear Number
	Number Immature Embryos
	Number T0 Plants
	Number SC

	Axigpro::Wus2 + PLTPpro::Bbm
	1
	140
	81
	10

	
	2
	49
	32
	3

	
	3
	73
	35
	5

	
	4
	126
	37
	8

	PLTPpro::Bbm alone
	1
	63
	2
	0

	
	2
	85
	6
	0

	
	3
	-
	-
	-

	
	4
	-
	-
	-

	PLTPpro::Wus2 alone
	1
	60
	32
	14

	
	2
	75
	46
	24

	
	3
	75
	42
	19

	
	4
	140
	86
	36

	PLTPpro::Wus2 + PLTPpro::Bbm
	1
	140
	115
	56

	
	2
	90
	63
	30

	
	3
	84
	71
	30

	
	4
	115
	85
	35




B).  Inbred: PH1V69
	Treatment
	Ear Number
	Number
Immature Embryos
	Number T0 Plants
	Number of SC

	Axigpro::Wus2 + PLTPpro::Bbm
	1
	125
	11
	 5

	
	2
	120
	7
	 1

	
	3
	85
	6
	 4

	
	4
	30
	4
	 2

	PLTPpro::Bbm alone
	1
	125
	0
	 0

	
	2
	120
	0
	 0

	
	3
	85
	0
	 0

	
	4
	30
	0
	 0

	PLTPpro::Wus2 alone
	1
	125
	25
	 17

	
	2
	120
	5
	 4

	
	3
	85
	6
	 3

	
	4
	30
	4
	 4

	PLTPpro::Wus2 + PLTPpro::Bbm
	1
	125
	46
	 29

	
	2
	120
	32
	 21

	
	3
	70
	11
	 6

	
	4
	30
	4
	 4






Table S-4.  PH1V69 immature embryos from four Zea mays (L) ears were aliquoted among three treatments and transformed with PHP80912 (Zm-PLTPpro::Bbm), PHP85848 (Zm-PLTPpro::Wus2), or with a 1:1 mixture of the two Agrobacterium strains.  Plants were regenerated, and qPCR was used to determine the numbers of recovered T0 plants that were single copy (SC) for Bbm and Wus2. NA indicates non-applicable.

	Treatment
	Ear
	Embryos infected
	SC Bbm only*
	SC Wus2 only*
	SC Wus2 + SC Bbm*

	
	
	
	
	
	

	Zm-PLTPpro::Bbm
	1
	30
	0
	NA
	NA

	
	2
	50
	0
	NA
	NA

	
	3
	70
	0
	NA
	NA

	
	4
	88
	0
	NA
	NA

	
	Total
	238
	0 (0 +/- 0)
	NA
	NA

	Zm-PLTPpro::Wus2
	1
	30
	NA
	4
	NA

	
	2
	64
	NA
	10
	NA

	
	3
	88
	NA
	14
	NA

	
	4
	74
	NA
	10
	NA

	
	Total
	256
	NA
	38 (14.6 +/- 1.4)
	NA

	 Zm-PLTPpro::Bbm + 
Zm-PLTPpro::Wus2
1:1
	1
	30
	2
	0
	0

	
	2
	62
	7
	7
	0

	
	3
	60
	11
	5
	0

	
	4
	67
	5
	1
	0

	
	Total
	219
	25 (11 +/- 5.3)
	13 (5.3 +/- 4.7)
	0


* Total number of SC events and (x̅ +/- SD)


Table S-5.  Transformation frequency and the frequency of recovering SC integration events in Pioneer Zea mays (L) inbred HC69, after transformation with an Agrobacterium harboring a plasmid with a Selectable Marker-containing T-DNA (PHP86491), or with a mixture of Selectable Marker Agrobacterium (labeled as HRA below), and a second Agrobacterium (labeled WUS) harboring a T-DNA containing WUS (PHP87078).  In the treatments that contained \mixtures of both Agrobacterium strains (HRA:WUS), the different ratios tested are indicated in the “Agro. Ratio” column.  
[image: ]
Number Imm. Embryo	= the number of immature embryos infected by the Agrobacterium.
Number Plant	= the total number of plants recovered per treatment. 
Number Escapes	= the number of non-transgenic plants recovered per treatment.
Num. MC	= the number of plants containing multiple copies of transgenes and/or Agrobacterium plasmid
   backbone sequence.
Num. Co-Tx	= the number of plants containing both the selectable marker (Hra) and Altruistic (WUS2) T-DNA sequences.
Num. SC	= the number of T0 plants (events) that contained a single copy of the
		   Hra T-DNA, with no Wus2 or Agrobacterium plasmid backbone.
SC%*	= the frequency (Mean +/- standard deviation) of single-copy T0 plants relative to the starting
   number of Agrobacterium-infected immature embryos.  For each row with total numbers, SC% 
   is provided as x̅ +/- (SD).
Sign. Diff.	= signifies whether the means for the treatments within an inbred are significantly
		   different (different letters) or not (same letter) with p = 0.05  


Table S-6.  Transformation frequencies for Zea mays (L) inbred HC69 after infection with an Agrobacterium containing PHP86491 (designated HRA under Agro. Strain), or after co-infection with mixtures of two Agrobacterium strains, one containing PHP86491, and the second containing PHP87598 (designated WUS under “Agro. Strain”). The two Agrobacterium strains were mixed at different ratios, with the relative volumes of the Hra-containing Agrobacterium and the Wus2-containing Agrobacterium indicated before and after the colon, respectively.
[image: ]
For each row with total numbers, SC% is provided as x̅ +/- (SD).
Num. Embryo	= the number of immature embryos infected by the Agrobacterium.
Num. Plants	= the number of plants recovered per treatment.
Num. Escapes	= the number of non-transgenic plants recovered per treatment (containing no T-DNA sequences).
Number T0 PCR+ = the number of qPCR-positive plants for any of the transgenes within the two T-DNA sequences.
SC-HRA + SC-ZSG = the number of plants containing single copies of both Hra and ZsGREEN.
SC-HRA (No ZSG) = the number of plants containing a single copy of Hra and no sequence from the ZsGREEN 
	       T-DNA.
Num. MC	= the number of plants containing multiple copies of transgenes and/or Agrobacterium plasmid
   backbone sequence.
WUS Only	= number of plants with only the Wus2 expression cassette (possible due to T-DNA truncation)
Num. Co-Tx	= the number of plants containing both the Hra and Wus2 T-DNA sequences,
   including both single- and multicopy integrations.
Num. SC	= the number of T0 plants (events) that contained a single copy of the Wus2/Bbm T-DNA.
Num. SC	= the number of T0 plants (events) that contained a single copy of the selectable marker T-DNA (Hra) with no Altruistic (WUS2) sequence.
SC%	= the frequency of single-copy T0 plants relative to the starting number of Agrobacterium-infected
   immature embryos (Mean +/- Standard Deviation).
Sign. Diff.	= signifies whether the means for the treatments are significantly different (different letters) or not 
	   (same letter) with p = 0.05.  




Table S-7.  Transformation (Zea mays L.), single-copy, and co-transformation data for one Pioneer temperate inbred (PHW52), and five tropical inbreds after Agrobacterium-mediated transformation using two strains containing either an HRA T-DNA (PHP96491), or a Wus2 T-DNA (PHP88158), mixed at a ratio of 90% to 10%, respectively.  “Number IME” are the number of immature embryos from each ear used within a replicate.  “Txn% is the frequency of producing HRA+ T0 plants relative to the starting number of immature embryos.  SC% was calculated based on the number of T0 plants single-copy for HRA.  “Number of Co-Txn Plants” are T0 plants that contained both the HRA- and Wus2-containing T-DNAs.

	Inbred: PHW52   
	 
	
	
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 Sampled
	Number of SC T0 Plants
	SC%
	Number Co-Txn Plants 

	1
	62
	38
	61%
	32
	9
	14.5%
	0

	2
	147
	60
	41%
	16
	5
	3.4%
	0

	3
	80
	48
	60%
	46
	19
	23.8%
	0

	4
	50
	11
	22%
	10
	4
	8.0%
	0

	
	
	
	
	
	
	
	

	Inbred: PH2KD1
	 
	
	
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 sampled
	SC #
	SC%
	Number Co-Txn Plants

	1
	35
	25
	71%
	25
	12
	34.3%
	0

	2
	23
	0
	0%
	0
	0
	0.0%
	0

	3
	24
	1
	4%
	1
	0
	0.0%
	0

	4
	25
	23
	92%
	23
	11
	44.0%
	2

	5
	19
	8
	42%
	8
	4
	21.1%
	0

	6
	30
	17
	57%
	17
	10
	33.3%
	0

	7
	22
	1
	5%
	1
	1
	4.5%
	0

	
	
	
	
	
	
	
	

	Inbred: PH28SV
	 
	
	
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 sampled
	SC #
	SC%
	Number Co-Txn Plants

	1
	18
	0
	0%
	0
	0
	0.0%
	0

	2
	43
	1
	2.3%
	1
	0
	0.0%
	0

	
	
	
	
	
	
	
	

	
Inbred: PH4BAH
	 
	
	
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 sampled
	SC #
	SC%
	Number Co-Txn Plants

	1
	26
	9
	35%
	9
	4
	15.4%
	0

	2
	12
	10
	83%
	10
	2
	16.7%
	0

	3
	21
	2
	10%
	2
	1
	4.8%
	0

	4
	13
	1
	8%
	1
	1
	7.7%
	0

	
	
	
	
	
	
	
	

	Inbred: PH2Y8G  
	 
	
	
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 sampled
	SC #
	SC%
	Number Co-Txn Plants

	1
	13
	0
	0%
	0
	0
	0.0%
	0

	2
	35
	8
	23%
	8
	2
	5.7%
	0

	3
	25
	5
	20%
	5
	0
	0.0%
	0

	4
	57
	6
	11%
	6
	1
	1.8%
	0

	
	
	
	
	
	
	
	

	Inbred: PH4B9Z   
	 
	
	
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 sampled
	SC #
	SC%
	Number Co-Txn Plants

	1
	26
	4
	15%
	4
	1
	3.8%
	1

	2
	34
	0
	0%
	0
	0
	0.0%
	0

	3
	32
	0
	0%
	0
	0
	0.0%
	0

	4
	17
	3
	18%
	3
	0
	0.0%
	0





Table S-8.  Transformation (Zea mays L.), single-copy, and co-transformation data for one Pioneer temperate inbred (PHW52), and five tropical inbreds after Agrobacterium-mediated transformation using two strains containing either an NPTII T-DNA (PHP81561), or a Wus2 T-DNA (PHP88158), mixed at a ratio of 90% to 10%, respectively.  “Number IME” are the number of immature embryos from each ear used within a replicate.  “Txn% is the frequency of producing NPTII+ T0 plants compared to the starting number of immature embryos.  SC% was calculated based on the number of T0 plants single-copy for HRA.  “Number of Co-Txn Plants” are T0 plants that contained both the NPTII- and Wus2-containing T-DNAs.

	Inbred: PHW52
	 
	
	   
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 sampled
	SC #
	SC%
	Number Co-Txn Plants

	1
	58
	51
	88%
	19
	2
	3.4%
	1

	2
	143
	75
	52%
	33
	10
	7.0%
	0

	3
	80
	35
	44%
	19
	1
	1.3%
	0

	4
	50
	62
	124%
	38
	9
	18.0%
	0

	
	
	
	
	
	
	
	

	Inbred: PH2KD1
	 
	
	
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 sampled
	SC #
	SC%
	Number Co-Txn Plants

	1
	26
	32
	123%
	32
	14
	53.8%
	0

	2
	20
	6
	30%
	3
	1
	5.0%
	0

	3
	27
	10
	37%
	10
	2
	7.4%
	0

	4
	25
	14
	56%
	14
	5
	20.0%
	0

	5
	19
	13
	68%
	13
	2
	10.5%
	0

	6
	30
	8
	27%
	3
	2
	6.7%
	0

	7
	20
	6
	30%
	3
	2
	10.0%
	0

	
	
	
	
	
	
	
	

	Inbred: PH28SV
	 
	
	
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 sampled
	SC #
	SC%
	Number Co-Txn Plants

	1
	16
	4
	25%
	4
	1
	6.3%
	0

	2
	46
	3
	7%
	3
	1
	2.2%
	0

	
	
	
	
	
	
	
	

	


Inbred: PH4BAH
	 
	
	
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 sampled
	SC #
	SC%
	Number Co-Txn Plants

	1
	17
	9
	53%
	9
	4
	23.5%
	0

	2
	10
	5
	50%
	5
	4
	40.0%
	0

	3
	15
	1
	7%
	1
	0
	0.0%
	0

	4
	35
	12
	34%
	12
	6
	17.1%
	0

	
	
	
	
	
	
	
	

	Inbred: PH2Y8G  
	 
	
	
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 sampled
	SC #
	SC%
	Number Co-Txn Plants

	1
	14
	0
	0%
	0
	0
	0.0%
	0

	2
	35
	1
	3%
	1
	0
	0.0%
	0

	3
	29
	5
	17%
	5
	0
	0.0%
	0

	4
	57
	4
	7%
	4
	1
	1.8%
	0

	
	 
	
	
	
	
	
	

	Inbred: PH4B9Z   
	 
	
	
	
	
	
	

	Exp #
	Number IME
	T0 Plants
	Txn%
	Number T0 sampled
	SC #
	SC%
	Number Co-Txn Plants

	1
	19
	9
	47%
	9
	3
	15.8%
	0

	2
	35
	16
	46%
	16
	4
	11.4%
	0

	3
	35
	11
	31%
	11
	4
	11.4%
	0

	4
	13
	12
	92%
	12
	4
	30.8%
	0
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(Multi)

Num. T0 

Co-Txn

Num. T0 

SC-HRA 

BB- SC%*

HRA 100:0 1 93 10 8 80.0 2 0 NA 2 2.2

HRA 100:0 2 80 1 0 1 1 NA 0 0

HRA 100:0 3 45 0 0 0 0 NA 0 0

HRA 100:0 4 75 0 0 0 0 NA 0 0

HRA 100:0 5 60 0 0 0 0 NA 0 0

HRA 100:0 6 45 3 0 3 3 NA 0 0

HRA 100:0 7 55 0 0 0 0 NA 0 0

HRA 100:0 8 100 6 0 6 0 NA 6 6

HRA 100:0 9 80 0 0 0 0 NA 0 0

HRA 100:0 10 50 0 0 0 0 NA 0 0

HRA 100:0 11 35 0 0 0 0 NA 0 0

HRA 100:0 12 55 2 0 2 0 NA 2 3.6

HRA 100:0 13 35 3 0 3 3 NA 0 0

HRA 100:0 14 50 1 0 1 0 NA 1 2

HRA 100:0 15 65 3 0 3 1 NA 2 3.1

HRA 100:0 Totals 923 29 8 21 8 NA 13 1.3 (1.8)

29

HRA:WUS 50:50 1 47 7 1 14.3 6 2 0 4 8.5

HRA:WUS 50:50 2 46 3 0 0.0 3 3 0 0 0.0

HRA:WUS 50:50 3 33 8 0 0.0 8 2 1 5 15.2

HRA:WUS 50:50 4 41 4 0 0.0 4 1 2 1 2.4

HRA:WUS 50:50 5 93 22 15 68.2 7 3 1 3 3.2

HRA:WUS 50:50 Totals 260 44 16 28 11 4 13 5.9 (6.1)

HRA:WUS 90:10 1 34 19 0 0 19 10 0 9 26.5

HRA:WUS 90:10 2 57 22 1 4.5 21 14 0 7 12.3

HRA:WUS 90:10 3 66 12 0 0 12 7 1 4 6.1

HRA:WUS 90:10 4 37 15 1 6.7 14 7 1 6 16.2

HRA:WUS 90:10 5 95 16 10 62.5 6 4 0 2 2.1

HRA:WUS 90:10 Totals 289 84 12 72 42 2 28 12.6 (4.2)

HRA:WUS 99:1 1 50 15 0 0 15 8 0 7 14.0

HRA:WUS 99:1 2 82 13 0 0 13 10 0 3 3.7

HRA:WUS 99:1 3 61 12 0 0 12 7 0 5 8.2

HRA:WUS 99:1 4 37 8 0 0 8 5 0 3 8.1

HRA:WUS 99:1 5 0 0 0 0 0 0 0 0 0.0

HRA:WUS 100:0 Totals 230 48 0 48 30 0 18 6.8 (5.3)

Determined by qPCR
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Agro. 
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SC-ZSG
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(No ZSG)

Number 

Non-SC WUS Only Co-TXN

SC-HRA 

BB- SC%

Sign. 

Diff.

HRA 100:0 1 46 13 12 1 1 0 0 NA NA 1 2.2

HRA 100:0 2 0 0 0 0 0 0 0 NA NA 1 0.0

HRA 100:0 3 92 13 10 3 1 0 2 NA NA 1 1.1

HRA 100:0 4 70 20 17 3 2 0 1 NA NA 1 2.9

HRA 100:0 6 53 0 0 0 0 0 0 NA NA 0 0.0

HRA 100:0 7 60 15 0 15 2 0 13 NA NA 2 3.3

HRA 100:0 Total 321 61 39 22 6 0 16 NA NA 6 1.6 (1.4) a

HRA:WUS 50:50 1 47 12 10 2 0 0 0 1 1 0 0.0

HRA:WUS 50:50 2 144 22 1 21 5 6 6 0 4 11 7.6

HRA:WUS 50:50 Total 191 34 11 23 5 6 6 1 5 11 3.8 (5.4) a,b

HRA:WUS 90:10 1 45 7 0 3 0 1 1 0 1 1 2.2

HRA:WUS 90:10 2 111 24 0 24 8 6 8 0 2 14 12.6

HRA:WUS 90:10 3 109 29 14 15 6 1 5 0 3 7 6.4

HRA:WUS 90:10 4 70 28 21 7 3 2 1 0 1 5 7.1

HRA:WUS 90:10 6 55 13 0 13 1 0 5 0 7 1 1.8

HRA:WUS 90:10 7 53 22 0 22 2 2 6 0 12 4 7.5

HRA:WUS 90:10 Total 443 123 35 84 20 12 26 0 26 32 6.3 (4.0) b


