Data S4. Raw pyrograms from the PyroMark assays for DNA methylation quantification.

(A). Pyrograms for PyroMark analysis of the methylation profile at FLNA promoter CpG island. The

methylation percentages for 10 CpGs were quantified in female (592E1) and male (592E?2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for FLNA in 592E1 female fetal brain

Sequence:
TTYGGGGGYGGGGTYGGTTTTTTGYGTTTTTGTTYGGGGAAGATTAGAYGGGTGGGTGTGGTAGTTGTYGTTTTTTGTTTTAGTTATAGYGGATTTYGTTYGGGGTTGG
CpG meth%:1% 3% 4% 1% 1% 4% 0% 0% 0% 0%

Pyrogram for FLNA in 592E2 male fetal brain
Sequence:

TTYGGGGGYGGGGTYGGTTTTTTGYGTTTTTGTTYGGGGAAGATTAGAYGGGTGGGTGTGGTAGTTGTYGTTTTTTGTTTTAGTTATAGYGGATTTYGTTYGGGGTTGG

CpG meth%:3% 1% 3% 2% 1% 3% 0% 0% 2% 1%
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ESGTCGGTCGGTCGTTAGTCGTTAGTCGGAGATAGTATCGTGTGTGTAGTAGTCGTTGTTAGTATATGTCGTATTCAGTCGGT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80

Pyrogram for FLNA in 592E1 female EEM

'IS';‘qYué r‘lGCgGGYG GGGTYGGTTTTTTGYGTTTTTGTTYGGGGAAGATTAGAYGGGTGGGTGTGGTAGTTGTYGTTTTTTGTTTTAGTTATAGYGGATTTYGTTYGGGGTTGG

CpG meth%:5% 8% 13% 6% 0% 4% 0% 0% 0% 5%
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ESGTCGGTCGGTCGTTAGTCGTTAGTCGGAGATAGTATCGTGTGTGTAGTAGTCGTTGTTAGTATATGTCGTATTCAGTCGGT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80

Pyrogram for FLNA in 592E2 male EEM

'IS'SIB'qYuCei nGcCei-GGYG GGGTYGGTTTTTTGYGTTTTTGTTYGGGGAAGATTAGAYGGGTGGGTGTGGTAGTTGTYGTTTTTTGTTTTAGTTATAGYGGATTTYGTTYGGGGTTGG
CpG meth%:4% 1% 6% 4% 0% 6% 0% 0% 0% 4%
fo]

ESGTCGGTCGGTCGTTAGTCGTTAGTCGGAGATAGTATCGTGTGTGTAGTAGTCGTTGTTAGTATATGTCGTATTCAGTCGGT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75




(B). Pyrograms for PyroMark analysis of the methylation profile at FAM3A promoter CpG island. The

methylation percentages for 20 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for FAM3A in 592E1 female fetal brain

Sequence: TYGGTATYGTTYGYGYGYGTYGGGATYGATYGGYGTAGGGYGGTTYGGGATAAGGAY GGTGGTTTATAAGGTAYGTTGATTTTGGYGTTTTTTAYGTYGGGATGAGAATYGAGATTATTTYGGAAYGAG
CpG meth%: 8% 16% 0% 3% 4% 4% 12% 4% 8% 0% 6% 10% 3% 3% 0% 0% 5% 8% 0%

ESATCGTGATCTGTCAGTCTGTCAGTCTGTCGTATCGTATCAGTCGTATGTCAGTCGATAGTATCGTGTATAGTGATCGTGATTAGTCGTTGATCTGTCGATGAGTATCGAGATGATTCGTATCGAG
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125

Pyrogram for FAM3A in 592E2 male fetal brain

Sequence: TYGGTATYGTTYGYGYGYGTYGGGATYGATYGGYGTAGGGYGGTTYGGGATAAGGAY GGTGGTTTATAAGGTAYGTTGATTTTGGYGTTTTTTAYGTYGGGATGAGAATYGAGATTATTTYGGAAYGAG
CpG meth%:10% 7% 10% 2% 3% 2% 7% 4% 0% 0% 2% 4% 0% 4% 1% 3% 0% 4% 5% 0%
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ESATCGTGATCTGTCAGTCTGTCAGTCTGTCGTATCGTATCAGTCGTATGTCAGTCGATAGTATCGTGTATAGTGATCGTGATTAGTCGTTGATCTGTCGATGAGTATCGAGATGATTCGTATCGAG
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Pyrogram for FAM3A in 592E1 female EEM

Sequence: TYGGTATYGTTYGYGYGYGTYGGGATYGATYGGYGTAGGGYGGTTYGGGATAAGGAY GGTGGTTTATAAGGTAYGTTGATTTTGGYGTTTTTTAY GTYGGGATGAGAATYGAGATTATTTYGGAAYGAG
CpGmeth%:11% 6% 4% 1% 2% 0% 7% 0% 3% 0% 3% 0% 3% 5% 4% 3% 0% 0% 0% 0%

ESATCGTGATCTGTCAGTCTGTCAGTCTGTCGTATCGTATCAGTCGTATGTCAGTCGATAGTATCGTGTATAGTGATCGTGATTAGTCGTTGATCTGTCGATGAGTATCGAGATGATTCGTATCGAG
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125

Pyrogram for FAM3A in 592E2 male EEM

Sequence: TYGGTATYGTTYGYGYGYGTYGGGATYGATYGGYGTAGGGYGGTTYGGGATAAGGAY GGTGGTTTATAAGGTAYGTTGATTTTGGYGTTTTTTAYGTYGGGATGAGAATYGAGATTATTTYGGAAYGAG
4% 0%

CpG meth%: 9% 7% 0% 1% 1% 0% 7% 4% 0% 0% 3% 0% 0% 1% 0% 0% 0% 0%
50

25

-25

ESATCGTGATCTGTCAGTCTGTCAGTCTGTCGTATCGTATCAGTCGTATGTCAGTCGATAGTATCGTGTATAGTGATCGTGATTAGTCGTTGATCTGTCGATGAGTATCGAGATGATTCGTATCGAG
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110 115 120 125



(C). Pyrograms for PyroMark analysis of the methylation profile at AMMECR1 promoter CpG island. The
methylation percentages for 10 CpGs were quantified in female (592E1) and male (592E?2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for AMMECRL1 in 592E1 female fetal brain

Sequence: AATYGAAGAGTGGGGTTTTTAAGYGAGAYGTTGTTTTTTYGGGTAAYGAAGGTTGGTYGGYGGGTTYGGGAAGYGAAGAAAAAYGGGGA
CpG meth%: 2% 6% 0% 0% 0% 1% 0% 0% 0% 0%
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Pyrogram for AMMECRL1 in 592E2 male fetal brain
Sequence: AATYGAAGAGTGGGGTTTTTAAGYGAGAYGTTGTTTTTTYGGGTAAYGAAGGTTGGTYGGYGGGTTYGGGAAGYGAAGAAAAAYGGGGA
CpG meth%: 4% 2% 0% 0% 0% 0% 0% 0% 0% 0%
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Pyrogram for AMMECRL1 in 592E1 female EEM

Sequence: AATYGAAGAGTGGGGTTTTTAAGYGAGAYGTTGTTTTTTYGGGTAAYGAAGGTTGGTYGGYGGGTTYGGGAAGYGAAGAAAAAYGGGGA
CpG meth%: 5% 2% 0% 0% 0% 0% 0% 0% 0% 0%
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Pyrogram for AMMECRL1 in 592E2 male EEM

Sequence: AATYGAAGAGTGGGGTTTTTAAGYGAGAYGTTGTTTTTTYGGGTAAYGAAGGTTGGTYGGYGGGTTYGGGAAGYGAAGAAAAAYGGGGA
CpG meth%: 5% 3% 0% 0% 0% 2% 0% 0% 0% 0%
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(D). Pyrograms for PyroMark analysis of the methylation profile at BCAP31 promoter CpG island. The
methylation percentages for 8 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for BCAP31 in 592E1 female fetal brain

Sequence: GTYGGTGGYGGAGTTTTAGTYGTTTTAGT YGGGTTGAGGAGYGGTYGAGTTTGTTGTTTTGGGGAGGGGTYGYGT
CpG meth%: 0% 0% 0% 0% 0% 0% 1% 0%
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Pyrogram for BCAP31 in 592E2 male fetal brain

Sequence: GTYGGTGGYGGAGTTTTAGTYGTTTTAGTYGGGTTGAGGAGYGGTYGAGTTTGTTGTTTTGGGGAGGGGTYGYGT

CpG meth%: 0% 0% 0% 0% 0% 0% 3% 0%
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Pyrogram for BCAP31 in 592E1 female EEM

Sequence: GTYGGTGGYGGAGTTTTAGTYGTTTTAGTYGGGTTGAGGAGYGGTYGAGTTTGTTGTTTTGGGGAGGGGTYGYGT
CpG meth%: 0% 1% 0% 0% 0% 0% 2% 0%
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Pyrogram for BCAP31 in 592E2 male EEM

Sequence: GTYGGTGGYGGAGTTTTAGTYGTTTTAGTYGGGTTGAGGAGYGGTYGAGTTTGTTGTTTTGGGGAGGGGTYGYGT
CpG meth%: 0% 0% 0% 0% 0% 0% 2% 0%
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(E). Pyrograms for PyroMark analysis of the methylation profile at LAS1L promoter CpG island. The
methylation percentages for 13 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for LAS1L in 592E1 female fetal brain

Sequence: GGYGGTTAAGGTTTYGATTGGGATTGAGGYGAGGGAGGGGTYGAGYGTAGGAGY GGAGGYGGGGTTTGTAGTTGTYGTAGTTTTTGTTATTGYGAAGGT YGGGGAGGAGT TAAAAGYGGGGYG
CpG meth%: 1% 2% 2% 0% 0% 0% 0% 0% 0% 0% 1% 6%
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Pyrogram for LAS1L in 592E2 male fetal brain
Sequence: GGYGGTTAAGGTTTYGATTGGGATTGAGGYGAGGGAGGGGTYGAGYGTAGGAGYGGAGGYGGGGTTTGTAGTTGTYGTAGTTTTTGTTATTGYGAAGGT YGGGGAGGAGTTAAAAGYGGGGYG
CpG meth%: 0% 2% 1% 1% 0% 1% 0% 0% 0% 0% 0% 0%
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ESAGTCGTATGT TCGATGATGATGTCGAGAGGTCGATGTCGTAGATGTCGATGTCGGTGTAGTAGT CGTAGT TGTATAGTCGATGTCGGAGAGTAATGTCGGTCGAGTATGTCGTA
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110

Pyrogram for LASI1L in 592E1 female EEM

Sequence: GGYGGTTAAGGTTTYGATTGGGATTGAGGYGAGGGAGGGGTYGAGYGTAGGAGY GGAGGYGGGGTTTGTAGTTGTYGTAGT TTTTGTTATTGYGAAGGT YGGGGAGGAGTTAAAAGYGGGGYG
CpG meth%: 0% 3% 0% 1% 0% 0% 0% 0% 0% 0% 0% 1%
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ESAGTCGTATGTTCGATGATGATGTCGAGAGGTCGATGTCGTAGATGTCGATGTCGGTGTAGTAGTCGTAGTTGTATAGTCGATGTCGGACGAGTAATGTCGGTCGAGTATGTCGTA
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110

Pyrogram for LAS1L in 592E2 male EEM

Sequence: GGYGGTTAAGGTTTYGATTGGGATTGAGGYGAGGGAGGGGTYGAGYGTAGGAGYGGAGGYGGGGTTTGTAGTTGTYGTAGTTTTTGTTATTGYGAAGGT YGGGGAGGAGTTAAAAGYGGGGYG
CpG meth%: 1% 2% 1% 0% 0% 0% 0% 0% 0% 0% 0% 0%
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(F). Pyrograms for PyroMark analysis of the methylation profile at LONRF3 promoter CpG island. The
methylation percentages for 14 CpGs were quantified in female (592E1) and male (592E?2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for LONRF3 in 592E1 female fetal brain

Sequence: TTTYGTYGGTTAATGGGAGGYGGTYGGGGTGTTAYGTGTTTTYGGTTTATATAAGAYGGTYGTYGAGTYGAGATAGTTATTGGGAGT YGYGGGGYGTAYGGTA

CpG meth%:9% 4% 1% 0% 1% 0% 0% 0% 0% 0% 0% 0% 0% 0%
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Pyrogram for LONRF3 in 592E2 male fetal brain
Sequence: TTTYGTYGGT TAATGGGAGGYGGTYGGGGTGTTAYGTGTTTTYGGTTTATATAAGAYGGTYGTYGAGTYGAGATAGTTATTGGGAGT YGYGGGGYGTAYGGTA
CpG meth%:5% 5% 1% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0%
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ESATTCTGTCGTATGATGTCAGTCGGTGTGATCGTAGTTCGTATATAGTATCAGTCTGTCGATGTCGAGATAGTATGATGTCAGTCGGTCGTGATCGTA
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Pyrogram for LONRF3 in 592E1 female EEM
Sequence: TTTYGTYGGTTAATGGGAGGYGGTYGGGGTGTTAYGTGTTTTYGGTTTATATAAGAYGGTYGTYGAGTYGAGATAGTTATTGGGAGTYGYGGGGYGTAYGGTA
CpG meth%:9% 8% 1% 0% 6% 0% 0% 0% 0% 0% 0% 0% 0% 0%
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Pyrogram for LONRF3 in 592E2 male EEM

Sequence: TTTYGTYGGTTAATGGGAGGYGGTYGGGGTGTTAYGTGTTTTYGGTTTATATAAGAYGGTYGTYGAGTYGAGATAGTTATTGGGAGTYGYGGGGYGTAYGGTA
CpG meth%:6% 5% 1% 1% 0% 0% 0% 0% 0% 0% 0% 0% 0% NA
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ESATTCTGTCGTATGATGTCAGTCGGTGTGATCGTAGTTCGTATATAGTATCAGTCTGTCGATGTCGAGATAGTATGATGTCAGTCGGTCGTGATCGTA
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(G). Pyrograms for PyroMark analysis of the methylation profile at ELF4 promoter CpG island. The
methylation percentages for 11 CpGs were quantified in female (592E1) and male (592E?2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for ELF4 in 592E1 female fetal brain

Sequence:GAGTYGGGGGYGTTTYGTTYGGGAAAAYGAAGGAGGAGGAGGGGAAATTYGTTGAGATTYGGAGAYGGAGAGGAAGAGTTYGAGTTYGAGGYGTA
CpG meth%: 0% 2% 1% 0% 0% 0% 0% 0% 0% 0% 0%
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Pyrogram for ELF4 in 592E2 male fetal brain

Sequence:GAGTYGGGGGYGTTTYGTTYGGGAAAAYGAAGGAGGAGGAGGGGAAATTYGTTGAGATTYGGAGAYGGAGAGGAAGAGTTYGAGTTYGAGGYGTA
CpG meth%: 0% 0% 1% 0% 0% 0% 6% 0% 0% 0% 0%
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ESAGATGTCGGTCAGTTCTGTCGAATCGAGAGAGAGGTATCGTGAGTATCGAGTATCGAGAGAGATGTCGATGTCGATGTCGTA
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Pyrogram for ELF4 in 592E1 female EEM

Sequence:GAGTYGGGGGYGTTTYGTTYGGGAAAAYGAAGGAGGAGGAGGGGAAATTYGTTGAGATTYGGAGAYGGAGAGGAAGAGTTYGAGTTYGAGGYGTA
CpG meth%: 0% 1% 3% 0% 0% 0% 0% 0% 0% 0% 0%
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Pyrogram for ELF4 in 592E2 male EEM

Sequence:GAGTYGGGGGYGTTTYGTTYGGGAAAAYGAAGGAGGAGGAGGGGAAATTYGTTGAGATTYGGAGAYGGAGAGGAAGAGTTYGAGTTYGAGGYGTA
CpG meth%: 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0%
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ESAGATGTCGGTCAGTTCTGTCGAATCGAGAGAGAGGTATCGTGAGTATCGAGTATCGAGAGAGATGTCGATGTCGATGTCGTA
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80




(H). Pyrograms for PyroMark analysis of the methylation profile at RAP2C promoter CpG island. The
methylation percentages for 9 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for RAP2C in 592E1 female fetal brain

Sequence:  GGGGTAGAYGTTTTTYGTTYGTTTYGTTAGTATYGTYGTYGTTTTAGGTTTAGTYGGGTTYGATT
CpG meth%: 1% 3% 8% 5% 2% 0% 3% 3% 0%
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ESAGGTAGTATCAGTTCTGTCAGTTCGTAGTGATCTGTCAGTCGTTAGTATGTCAGTCGAT
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Pyrogram for RAP2C in 592E2 male fetal brain

Sequence: GGGGTAGAYGTTTTTYGTTYGTTTYGTTAGTATYGTYGTYGTTTTAGGTTTAGTYGGGTTYGATT

CpG meth%: 0% 4% 0% 4% 3% 0% 0% 1% 0%
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TCTGTCAGTCGTTAGTATGTCAGTCGAT
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Pyrogram for RAP2C in 592E1 female EEM

Sequence: GGGGTAGAYGTTTTTYGTTYGTTTYGTTAGTATYGTYGTYGTTTTAGGTTTAGTYGGGTTYGATT
CpG meth%: 1% 1% 1% 2% 1% 0% 0% 0% 0%
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Pyrogram for RAP2C in 592E2 male EEM

Sequence: GGGGTAGAYGTTTTTYGTTYGTTTYGTTAGTATYGTYGTYGTTTTAGGTTTAGTYGGGTTYGATT
CpG meth%: 1% 1% 0% 2% 0% 0% 0% 0% 25%
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(I). Pyrograms for PyroMark analysis of the methylation profile at GPC4 promoter CpG island. The

methylation percentages for 7 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for GPC4 in 592E1 female fetal brain

Sequence: TTTYGTTTTGAGTTYGGYGGTTAGTAGGTTGAGGTTGAGGGYGGTTAGYGTGTAGAGGAGGGAYGGTAGGGGTAGTYG
CpG meth%: 3% 7% 0% 0% 0% 4% 0%
150
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Pyrogram for GPC4 in 592E2 male fetal brain

Sequence: TTTYGTTTTGAGTTYGGYGGTTAGTAGGTTGAGGTTGAGGGYGGTTAGYGTGTAGAGGAGGGAYGGTAGGGGTAGTYG
CpG meth%: 0% 9% 0% 27% 0% 0% 0%

Pyrogram for GPC4 in 592E1 female EEM

Sequence: TTTYGTTTTGAGTTYGGYGGTTAGTAGGTTGAGGTTGAGGGYGGTTAGYGTGTAGAGGAGGGAYGGTAGGGGTAGTYG
CpG meth%: 3% 5% 0% 0% 0% 2% 0%
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ESGTTCGTTGATGTCAGTCGTAGTAGTGAGTGATGTCGTATGTCGTGTAGAGAGTATCGTAGGTATGTCGTA
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Pyrogram for GPC4 in 592E2 male EEM
Sequence: TTTYGTTTTGAGTTYGGYGGTTAGTAGGTTGAGGTTGAGGGYGGTTAGYGTGTAGAGGAGGGAYGGTAGGGGTAGTYG
CpG meth%: 0% 6% 0% 14% 0% 0% 0%
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(J). Pyrograms for PyroMark analysis of the methylation profile at RSX promoter CpG island. The methylation
percentages for a total of 23 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM) using four pyrosequencing primers (primer 1-4).

Pyrogram for RSX in 592E1 female fetal brain (primer 1)

Sequence:  YGGGAGAATTTTYGATAGTYGTYGTYGTTATTGYGGGGT
CpG meth%: 80% 78% 35% 61% 26% 2%

Pyrogram for RSX in 592E2 male fetal brain (primer 1)
Sequence:  YGGGAGAATTTTYGATAGTYGTYGTYGTTATTGYGGGGT

CpG meth%: 100% 100% 100% 100% 100% 92%
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Pyrogram for RSX in 592E1 female EEM (primer 1)
Sequence:  YGGGAGAATTTTYGATAGTYGTYGTYGTTATTGYGGGGT

CpG meth%: 60% 62% 30% 60% 14% 57%
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Pyrogram for RSX in 592E2 male EEM (primer 1)

Sequence:  YGGGAGAATTTTYGATAGTYGTYGTYGTTATTGYGGGGT
CpG meth%: 99% 100% 100% 100% 100% 94%
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Pyrogram for RSX in 592E1 female fetal brain (primer 2)

Sequence:  YGGAAGGTTYGTYGTYGTYG
CpG meth%:  63% 63% 59% 55% 48%

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
E S 6 T ¢C GG AT G TCAGTT CTGTT CAGTTC TG
5 10 15 20
Pyrogram for RSX in 592E2 male fetal brain (primer 2)

Sequence: YGGAAGGTTYGTYGTYGTYG
CpG meth%:  100% 100% 100% 100% 96%

Pyrogram for RSX in 592E1 female EEM (primer 2)

Sequence: YGGAAGGTTYGTYGTYGTYG
CpG meth%:  65% 68% 55% 69% 57%

Pyrogram for RSX in 592E2 male EEM (primer 2)

Sequence:  YGGAAGGTTYGTYGTYGTYG
CpG meth%:  100% 100% 100% 100% 100%




Pyrogram for RSX in 592E1 female fetal brain (primer 3)

Sequence:  YGTTGTTTTTGTAATTATYGYGTGAGGTTTTTAYGGTTYGTGTTATATTTTYGGGTTTTT

CpG meth%: 65% 68% 54% 61% 72% 62%
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Pyrogram for RSX in 592E2 male fetal brain (primer 3)
Sequence: YGTTGTTTTTGTAATTATYGYGTGAGGTTTTTAYGGTTYGTGTTATATTTTYGGGTTTTT
CpG meth%: 97% 100% 88% 100% 100% 82%
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Pyrogram for RSX in 592E1 female EEM (primer 3)

Sequence: YGTTGTTTTTGTAATTATYGYGTGAGGTTTTTAYGGTTYGTGTTATATTTTYGGGTTTTT
CpG meth%: 49% 68% 62% 60% 61% 66%

50 - - - - i - - - - - - 1 ’ ’ ’ ’ ’

40

30

20

10

o

-10

11 1 | 11 | | 1 i 1 IV 1 VI 11 11 | 1 11 | | 1 1 1 1 1 | 11
TCTGTCGTGAGTTGATCAGTCGTGTATGATTCGTT
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Pyrogram for RSX in 592E2 male EEM (primer 3)

Sequence: YGTTGTTTTTGTAATTATYGYGTGAGGTTTTTAYGGTTYGTGTTATATTTTYGGGTTTTT
CpG meth%:97% 100% 94% 100% 100% 100%
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Pyrogram for RSX in 592E1 female fetal brain (primer 4)

Sequence: GYGTTATTYGTTGTTATTYGTTATTATTYGYGATTATTYGTYG

CpG meth%: 65% 42% 51% 78% 0% 61% 74%
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Pyrogram for RSX in 592E2 male fetal brain (primer 4)

Sequence: GYGTTATTYGTTGTTATTYGTTATTATTYGYGATTATTYGTYG
CpG meth%:  96% 56% 84% 100% 92% 100% 94%
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Pyrogram for RSX in 592E1 female EEM (primer 4)

Sequence:  GYGTTATTYGTTGTTATTYGTTATTATTYGYGATTATTYGTYG
CpG meth%:  62% 41% 47% 60% 0% 64% 58%
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Pyrogram for RSX in 592E2 male EEM (primer 4)

Sequence: GYGTTATTYGTTGTTATTYGTTATTATTYGYGATTATTYGTYG
CpG meth%:  87% 52% 83% 100% 100% 100% 100%

20




(K). Pyrograms for PyroMark analysis of the methylation profile at FAM122B promoter CpG island. The
methylation percentages for 8 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for FAM122B in 592E1 female fetal brain
Sequence:GTTTTYGTYGTYGTTTTTATAGTTTTYGAAGTTTTAGTAATAGTAGGGTYGGTTTTTTTTTYGTTATTYGTGYGTAGGYGTTTTGYGATTATTYGAG
CpG meth%: 4% 0% 0% 1% 0% 0% 0% 0% 0% 0% 0%
100
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ESAGTTCTGTCAGTCGTTATATGTTCGAGTTAGTATAGTATGTCAGTTCGTGATCGTAGTCGTATGTCGTTAGTCGATGATCGAG
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80

Pyrogram for FAM122B in 592E2 male fetal brain

Sequence:GTTTTYGTYGTYGT TTTTATAGTTTTYGAAGTTTTAGTAATAGTAGGGTYGGTTTTTTTTTYGTTATTYGTGYGTAGGYGTTTTGYGATTATTYGAG
CpG meth%: 29 0% 0% 0% 0% 0% 0% 0% 0% 0% 0%
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Pyrogram for FAM122B in 592E1 female EEM

Sequence:GTTTTYGTYGTYGT TTTTATAGTTTTYGAAGTTTTAGTAATAGTAGGGTYGGTTTTTTTTTYGTTATTYGTGYGTAGGYGTTTTGYGATTATTYGAG

CpG meth%: 296 0% 1% 3% 1% 2% 0% 0% 0% 0% 0%
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ESAGTTCTGTCAGTCGTTATATGTTCGAGTTAGTATAGTATGTCAGTTCGTGATCGTAGTCGTATGTCGTTAGTCGATGATCGAG

5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80
Pyrogram for FAM122B in 592E2 male EEM

Sequence:GTTTTYGTYGTYGT TTTTATAGTTTTYGAAGTTTTAGTAATAGTAGGGTYGGTTTTTTTTTYGTTATTYGTGYGTAGGYGTTTTGYGATTATTYGAG
CpG meth%:0% 0% 0% 8% 2% 4% 0% 1% NA NA NA




(L). Pyrograms for PyroMark analysis of the methylation profile at DDX26B promoter CpG island. The
methylation percentages for 7 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for DDX26B in 592E1 female fetal brain

Sequence: TTTTTTGGGTYGGAGYGTAATTAGGTTAGGYGGGTAGTGTTTYGAGGTTTTTATYGYGAAGATGTYGATTTTTTT
CpG meth%: 5% 0% 0% 4% 0% 0% 4%

Pyrogram for DDX26B in 592E2 male fetal brain

Sequence: TTTTTTGGGTYGGAGYGTAATTAGGTTAGGYGGGTAGTGTTTYGAGGTTTTTATYGYGAAGATGTYGATTTTTTT

CpG meth%: 4% 2% 4% 0% 3% 0% 0%
125
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Pyrogram for DDX26B in 592E1 female EEM

Sequence: TTTTTTGGGTYGGAGYGTAATTAGGTTAGGYGGGTAGTGTTTYGAGGT TTTTATYGYGAAGATGTYGATTTTTTT

CpG meth%: 10% 2% 0% 0% 1% 2% 4%
30
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Pyrogram for DDX26B in 592E2 male EEM

Sequence: TTTTTTGGGTYGGAGYGTAATTAGGTTAGGYGGGTAGTGTTTYGAGGTTTTTATYGYGAAGATGTYGATTTTTTT

CpG meth%: 4% 204 0% 1% 3% 51 4%
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(M). Pyrograms for PyroMark analysis of the methylation profile at MTMR1 promoter CpG island. The
methylation percentages for 7 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for MTMR1 in 592E1 female fetal brain

Sequence: GTYGTTAGGTGATTGTTAATGGYGGTTGTGGAGGTAGTGGYGGYGGAGTTTTTGGAAGGAGTTTTTTGAAGTYGTYGTAAGYG
CpG meth%: 19% 7% 0% 0% 0% 0% 0%

Pyrogram for MTMR1 in 592E2 male fetal brain

Sequence: GTYGTTAGGTGATTGTTAATGGYGGTTGTGGAGGTAGTGGYGGYGGAGTTTTTGGAAGGAGTTTTTTGAAGTYGTYGTAAGYG
CpG meth%: 0% 3% 0% 0% 0% 0% 0%

Pyrogram for MTMR1 in 592E1 female EEM

Sequence: GTYGTTAGGTGATTGTTAATGGYGGTTGTGGAGGTAGTGGYGGYGGAGTTTTTGGAAGGAGTTTTTTGAAGTYGTYGTAAGYG
CpG meth%: 0% 1% 0% 0% 0% 0% 0%
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Pyrogram for MTMR1 in 592E2 male EEM

Sequence: GTYGTTAGGTGATTGTTAATGGYGGTTGTGGAGGTAGTGGYGGYGGAGTTTTTGGAAGGAGTTTTTTGAAGTYGTYGTAAGYG
CpG meth%: 1% 5% 0% 0% 2% 0% 0%
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(N). Pyrograms for PyroMark analysis of the methylation profile at CD99L2 promoter CpG island. The

methylation percentages for 12 CpGs were quantified in female (592E1) and male (592E?2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for CD99L2 in 592E1 female fetal brain
Sequence: GGTTGGYGTYGTAGYGYGGTAGYGAGT GGGTAGGAATT GGAGTTYGGGTYGAGGTTGTYGTGATTGGAAAAGAAGGYGGTGGGYGGYGTTYGATT

CpG meth%: 1% 1% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0%
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ESTGTAGTCTGTCGTATGTCAGTCGTATGTCGAGTGTAGATGATGTCAGTCGAGTAGTCGTGATGAAGATGTCGTAGTCTGTCAGTCGAT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85

Pyrogram for CD99L2 in 592E2 male fetal brain

Sequence: GGTTGGYGTYGTAGYGYGGTAGYGAGTGGGTAGGAATT GGAGTTYGGGTYGAGGTTGTYGTGATTGGAAAAGAAGGYGGTGGGYGGYGTTYGATT
CpG meth%: 1% 3% 0% 0% 0% 1% 0% 0% 0% 0% 0% 0%

ESTGTAGTCTGTCGTATGTCAGTCGTATGTCGAGTGTAGATGATGTCAGTCGAGTAGTCGTGATGAAGATGTCGTAGTCTGTCAGTCGAT
5 10 15 20 25 30 35 40 45 5

Pyrogram for CD99L2 in 592E1 female EEM

Sequence: GGTTGGYGTYGTAGYGYGGTAGYGAGT GGGTAGGAATT GGAGTTYGGGTYGAGGTTGTYGTGATTGGAAAAGAAGGYGGTGGGYGGYGTTYGATT
CpG meth%: 4% 4% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0%
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Pyrogram for CD99L2 in 592E2 male EEM

Sequence: GGTTGGYGTYGTAGYGYGGTAGYGAGTGGGTAGGAATT GGAGTTYGGGTYGAGGTTGTYGTGATTGGAAAAGAAGGYGGTGGGYGGYGTTYGATT
CpG meth%: 3% 7% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0%

il il Al

ESTGTAGTCTGTCGTATGTCAGTCGTATGTCGAGTGTAGATGATGTCAGTCGAGTAGTCGTGATGAAGATGTCGTAGTCTGTCAGTCGAT
5 10 15 20 25 30 35 40




(0). Pyrograms for PyroMark analysis of the methylation profile at GPR50 promoter CpG island. The
methylation percentages for 8 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for GPR50 in 592E1 female fetal brain

Sequence: GTTTYGGAGTTYGYGTTTGGTGYGYGGTAGTAGTTGGAGYGGYGGGTAGYGGAG
CpG meth%: 2% 0% 0% 0% 0% 0% 0% 0%
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Pyrogram for GPR50 in 592E2 male fetal brain

Sequence: GTTTYGGAGTTYGYGTTTGGTGYGYGGTAGTAGTTGGAGYGGYGGGTAGYGGAG
CpG meth%: 2% 0% 0% 0% 0% 0% 0% 0%

200
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Pyrogram for GPR50 in 592E1 female EEM

Sequence: GTTTYGGAGTTYGYGTTTGGTGYGYGGTAGTAGTTGGAGYGGYGGGTAGYGGAG
CpG meth%: 0% 0% 0% 0% 0% 0% 0% 0%
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Pyrogram for GPR50 in 592E2 male EEM

Sequence: GTTTYGGAGTTYGYGTTTGGTGYGYGGTAGTAGTTGGAGYGGYGGGTAGYGGAG
CpG meth%: 29 0% 0% 0% 0% 0% 0% 0%
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(P). Pyrograms for PyroMark analysis of the methylation profile at ATP7A promoter CpG island. The
methylation percentages for 17 CpGs were quantified in female (592E1) and male (592E?2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for ATP7A in 592E1 female fetal brain

Sequence: YGTYGTTATYGTTATTATTATATYGTYGTYGTYGTYGTYGTYGTYGTYGTYGTYGTTATTGGYGTYGTYGTTTT

CpG meth%: 0% 1% 2% 5% 0% 0% 0% 0% 0% 0% 0% 0% 3% 0% 10% 0% 0%
50 ...................................................................................................................................................................................................................................................
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30 ...................................................................................................................................................................................................................................

Pyrogram for ATP7A in 592E2 male fetal brain

Sequence: YGTYGTTATYGTTATTATTATATYGTYGTYGTYGTYGTYGTYGTYGTYGTYGTYGTTATTGGYGTYGTYGTTTT
CpG meth%: 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0%
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Pyrogram for ATP7A in 592E1 female EEM

Sequence: YGTYGTTATYGTTATTATTATATYGTYGTYGTYGTYGTYGTYGTYGTYGTYGTYGTTATTGGYGTYGTYGTTTT

CpG meth%: 0% 0% 0% 0% 0% 3% 0% 0% 0% 0% 0% 0% 0% 0% 1% 0% 0%
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ESGTCTGTCGTGATCGTATATATGATCAGTCTGTCAGTCTGTCAGTCTGTCAGTCTGTCAGTCTGTCGTATAGTCTGTCAGTCGTT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80

Pyrogram for ATP7A in 592E2 male EEM

Sequence: YGTYGTTATYGTTATTATTATATYGTYGTYGTYGTYGTYGTYGTYGTYGTYGTYGTTATTGGYGTYGTYGTTTT
CpG meth%: 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 2% 6% 0% 0%
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ESGTCTGTCGTGATCGTATATATGATCAGTCTGTCAGTCTGTCAGTCTGTCAGTCTGTCAGTCTGTCGTATAGTCTGTCAGTCGTT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80




(Q). Pyrograms for PyroMark analysis of the methylation profile at FNDC3C1 promoter CpG island. The
methylation percentages for 11 CpGs were quantified in female (592E1) and male (592E?2) fetal brain and extra-
embryonic membranes (EEM). The PyroMark primers target the minus strand.

Pyrogram for FNDC3C1 in 592E1 female fetal brain
Sequence: CRCCTACTAATACCACRTAATCTTCRAAAACTTCTTTCCRAAAATCRACAACRACTACCTACRAACRACTCCCTTAACCAAAAAATTCCTCTCRTCTCCRCTACACCCCRA
CpG meth%: 4% 7% 0% 0% 4% 0% 7% 0% 0% 0% 0%
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ESACGACTACTATACATCGATATC TACAAGAACTC TACAAGAATACAGACATCAGACTACTATCAGATCAGACTC TACAATCTCTACGATC TACGACTACACCAGACTACAGATAT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110

o

Pyrogram for FNDC3C1 in 592E2 male fetal brain

Sequence: CRCCTACTAATACCACRTAATCTTCRAAAACTTCTTTCCRAAAATCRACAACRACTACCTACRAACRACTCCCTTAACCAAAAAATTCCTCTCRTCTCCRCTACACCCCRA
CpG meth%: 20% 1% 0% 0% 0% 0% 2% 0% 0% 0% 0%
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ESACGACTACTATACATCGATATC TACAAGAACTC TACAAGAATACAGACATCAGACTACTATCAGATCAGACTC TACAATCTCTACGATC TACGACTACACCAGACTACAGATAT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 20 95 100 105 110

Pyrogram for FNDC3C1 in 592E1 female EEM

Sequence: CRCCTACTAATACCACRTAATCTTCRAAAACTTCTTTCCRAAAATCRACAACRACTACCTACRAACRACTCCCTTAACCAAAAAATTCCTCTCRTCTCCRCTACACCCCRA

CpG meth%: 4% 4% 0% 0% 9% 0% 8% 0% 0% 0% 0%
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ACGACTACTATACATCGATATCTACAAGAACTCTACAAGAATACAGACATCAGACTACTATCAGATCAGACTCTACAATCTCTACGATCTACGACTACACCAGACTACAGATAT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 20 95 100 105 110

Pyrogram for FNDC3C1 in 592E2 male EEM

Sequence: CRCCTACTAATACCACRTAATCTTCRAAAACTTCTTTCCRAAAATCRACAACRACTACCTACRAACRACTCCCTTAACCAAAAAATTCCTCTCRTCTCCRCTACACCCCRA
CpG meth%: 5% 0% 0% 0% 3% 0% 2% 0% 0% 0% 0%
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ESACGACTACTATACATCGATATCTACAAGAACTCTACAAGAATACAGACATCAGACTACTATCAGATCAGACTCTACAATCTCTACGATC TACGACTACACCAGACTACAGATAT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100 105 110




(R). Pyrograms for PyroMark analysis of the methylation profile at PLS3 promoter CpG island. The
methylation percentages for 9 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for PLS3 in 592E1 female fetal brain

Sequence: YGGGGAGTYGATTYGGAGGGAAAGGAGGYGTTYGTTYGTTATAAAAGTGTTTATTTAGAGGYGGGGGATATAGTTTYGGAGTTAGTYG
CpG meth%: 0% 9% 0% 0% 0% 4% 10% 0% 0%
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ESGTCGGATGTCGTATCGAGAGATGTCAGTCTGTCGTATAAGTGTATAGATGTCGGATATATGTTCGAGTATGTCGTT
10 15 20 25 30 35 40 45 50 55 60 65 70 75

Pyrogram for PLS3 in 592E2 male fetal brain

Sequence: YGGGGAGTYGATTYGGAGGGAAAGGAGGYGTTYGTTYGTTATAAAAGTGTTTATTTAGAGGYGGGGGATATAGTTTYGGAGTTAGTYG
CpG meth%: 0% 0% 0% 0% 0% 0% 0% 3% 0%

75 v
[o)) T
2 S S ST 0T U0 S OO U SOY Y FO0 U0 0 FOSY Y (08 0% FO0 P08 O [S0Y 0N [ SUF 1500 [O0Y 0 [S0F 0F [ SO0 SO0 Y 0 U0 [0 FO0 US55 Y SO0 0% [0 R U0 S5) S0 PO OO0 [S0)FO0Y 500 SOF 0F (50 FOF [ [O0F DY (S8 U0 [S00 [0 SO0 (SO0 NOF [0 SO0 SO0 0 A0 0S40 1 B0

ESGTCGGATGTCGTATCGAGAGATGTCAGTCTGTCGTATAAGTGTATAGATGTCGGATATATGTTCGAGTATGTCGTT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75

Pyrogram for PLS3 in 592E1 female EEM

Sequence: YGGGGAGTYGATTYGGAGGGAAAGGAGGYGTTYGTTYGTTATAAAAGTGTTTATTTAGAGGYGGGGGATATAGTTTYGGAGTTAGTYG
CpG meth%: 0% 0% 7% 0% 0% 1% 2% 2% 0%
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Pyrogram for PLS3 in 592E2 male EEM

Sequence: YGGGGAGTYGATTYGGAGGGAAAGGAGGYGTTYGTTYGTTATAAAAGTGTTTATTTAGAGGYGGGGGATATAGTTTYGGAGTTAGTYG
CpG meth%: 0% 4% 14% 10% 5% 0% 0% 0% 0%

_ TN YN VO AN N T TONN TN WO U0 00 T WOUN TR U0 VOO TOOR OO WOOF WA T U0 VHORTOOC YO U YOO T YOO SO N WON YO0 T T WO WO O VOO0 YO WO WU N0 YOO WOOR YOO N T TOOU Y O O A0 WO YHOU OO TOOC WO Y O YOO YOO YO W00 1NN WO YOO YOO YO W0 YO8 YOO T WO WO
ESGTCGGATGTCGTATCGAGAGATGTCAGTCTGTCGTATAAGTGTATAGATGTCGGATATATGTTCGAGTATGTCGTT
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75




(S). Pyrograms for PyroMark analysis of the methylation profile at AMOT promoter CpG island. The
methylation percentages for 9 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for AMOT in 592E1 female fetal brain

Sequence: TGGTTYGTTYGATTYGGAATTTTGYGAGGATTTYGAGAGTTYGTGGTTTTGGGYGGGGGTAGAGGYGATGTTTATGTTAATYGGGATAGATTGGT
CpG meth%: 43% 41% 34% 33% 45% 51% 38% 40% 44%
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ESGTAGTCTGTCGTATCGATTAGTCGAGTATTCGAGATGTCGTGTTAGTCGGTAGATGTCGATGTATGTGATCGAT
5 4 5 6 6!

Pyrogram for AMOT in 592E2 male fetal brain

Sequence: TGGTTYGTTYGATTYGGAATTTTGYGAGGATTTYGAGAGTTYGTGGTTTTGGGYGGGGGTAGAGGYGATGTTTATGTTAATYGGGATAGATTGGT
CpG meth%: 40% 36% 28% 29% 39% 50% 33% 34% 42%
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Pyrogram for AMOT in 592E1 female EEM

Sequence: TGGTTYGTTYGATTYGGAATTTTGYGAGGATTTYGAGAGTTYGTGGTTTTGGGYGGGGGTAGAGGYGATGTTTATGTTAATYGGGATAGATTGGT
CpG meth%: 32% 34% 27% 30% 48% 51% 32% 34% 46%
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Pyrogram for AMOT in 592E2 male EEM

Sequence: TGGTTYGTTYGATTYGGAATTTTGYGAGGATTTYGAGAGTTYGTGGTTTTGGGYGGGGGTAGAGGYGATGTTTATGTTAATYGGGATAGATTGGT
CpG meth%: 60% NA 53% 51% 66% NA 59% 61% 61%
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ESGTAGTCTGTCGTATCGATTAGTCGAGTATTCGAGATGTCGTGTTAGTCGGTAGATGTCGATGTATGTGATCGAT
5 10 15 20 25 30 35 40 45 50 55 60 65 70




(T). Pyrograms for PyroMark analysis of the methylation profile at TAF1 promoter CpG island. The
methylation percentages for 10 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM). The PyroMark primers target the minus strand.

Pyrogram for TAF1 in 592E1 female fetal brain

Sequence: RACATAAACTACAAAACRAAAACAAAAAACTAATCCRCAATACTTAAAACCRCCCTTCTTCAATTTTCTTCCRCRCRCCRCCRATCRTAC
CpG meth%: 0% 0% 0% 0% 1% 0% 0% 0% 0% 0%
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Pyrogram for TAF1 in 592E2 male fetal brain

Sequence: RACATAAACTACAAAACRAAAACAAAAAACTAATCCRCAATACTTAAAACCRCCCTTCTTCAATTTTCTTCCRCRCRCCRCCRATCRTAC
CpG meth%: 0% 0% 0% 0% 1% 0% 0% 0% 1% 0%
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ESCAGACATACTACAATCAAGAACAACTATACGACATACTAATCGACTCTCATTCTACGATCGATCGATCGATCAGATACGATAC
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80

Pyrogram for TAF1 in 592E1 female EEM

Sequence: RACATAAACTACAAAACRAAAACAAAAAACT AAT CCRCAATACT TAAAACCRCCCTTCTTCAATTTTCTTCCRCRCROCRCCRATCRTAC

CpG meth%: 1% 0% 0% 0% 2% 0% 0% 0% 1% 0%
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ESCAGACATACTACAATCAAGAACAACTATACGACATACTAATCGACTCTCATTCTACGATCGATCGATCGATCAGATACGATAC
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80

Pyrogram for TAF1 in 592E2 male EEM

Sequence: RACATAAACTACAAAACRAAAACAAAAAACTAAT CCRCAATACTTAAAACCRCCCTTCTTCAATTTTCTTCCRCRCRCCRCCRATCRTAC
CpG meth%: 2% 0% 0% 0% 2% 2% 1% 0% 2% 0%
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ESCAGACATACTACAATCAAGAACAACTATACGACATACTAATCGACTCTCATTCTACGATCGATCGATCGATCAGATACGATAC
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(U). Pyrograms for PyroMark analysis of the methylation profile at KCTD12B promoter CpG island. The
methylation percentages for 11 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for KCTD12B in 592E1 female fetal brain

Sequence:YGGTAGGTGGGGTTTTYGTTTTTTTYGGGTTGGGYGAATYGTTYGYGGTYGTTAYGGGTAGAGT YGGGGTAYGGATTGGAGTAAG
CpG meth%: 2% 5% 2% 0% 0% 0% 0% 0% 0% 0% 0%
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ESGTCGTAGTGGTTCTGTTCGTAGTCGTATCAGTCTGTCAGTCGTGATCGTAGATGTCGGTGATCGATGAGTAGATGTCGTATGTTCAGTCG
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90

U‘I

Pyrogram for KCTD12B in 592E2 male fetal brain

Sequence:YGGTAGGTGGGGTTTTYGTTTTTTTYGGGTTGGGYGAATYGTTYGYGGTYGTTAYGGGTAGAGT YGGGGTAYGGATTGGAGTAAG
CpG meth%: 1% 0% 0% 0% 1% 0% 0% 7% 0% 0% 0%
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ESGTCGTAGTGGTTCTGTTCGTAGTCGTATCAGTCTGTCAGTCGTGATCGTAGATGTCGGTGATCGATGAGTAGATGTCGTATGTTCAGTCG
5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90

Pyrogram for KCTD12B in 592E1 female EEM

Sequence:YGGTAGGTGGGGTTTTYGTTTTTTTYGGGTTGGGYGAATYGTTYGYGGTYGTTAYGGGTAGAGTYGGGGTAYGGATTGGAGTAAG
CpG meth%: 0% 0% 0% 0% 11% 14% 11% 7% 2% 0% 0%
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ESGTCGTAGTGGTTCTGTTCGTAGTCGTATCAGTCTGTCAGTCGTGATCGTAGATGTCGGTGATCGATGAGTAGATGTCGTATGTTCAGTCG
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Pyrogram for KCTD12B in 592E2 male EEM

Sequence:YGGTAGGTGGGGTTTTYGTTTTTTTYGGGTTGGGYGAATYGTTYGYGGTYGTTAYGGGTAGAGT YGGGGTAYGGATTGGAGTAAG
CpG meth%: 3% 0% 0% 0% 6% 1% 1% 0% 1% 0% 10%
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(V). Pyrograms for PyroMark analysis of the methylation profile at KLF8 promoter CpG island. The
methylation percentages for 8 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for KLF8 in 592E1 female fetal brain

Sequence: GTYGTTAYGGGTYGTYGAAGTAGAGYGAGTTTAGYGGTGTAYGAAAGGTTAGTTAGTTYGTTG
CpG meth%: 4% % 1% 4% 3% 6% 9% 0%
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Pyrogram for KLF8 in 592E2 male fetal brain

Sequence: GTYGTTAYGGGTYGTYGAAGTAGAGYGAGTTTAGYGGTGTAYGAAAGGTTAGTTAGTTYGTTG
gSG meth%: 0% 2% 0% 0% 0% 0% 3% 0%
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Pyrogram for KLF8 in 592E1 female EEM
Sequence: GTYGTTAYGGGTYGTYGAAGTAGAGYGAGTTTAGYGGTGTAYGAAAGGTTAGTTAGTTYGTTG

CpG meth%: 4% 12% 1% 9% 0% 1% 11% 0%
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ESAGTCGTGATCTGTCAGTCGAGTAGATGTCGAGTATGTCGTGTGATCGAGTAGTATGTCGTG
5 10 15 20 25 30 35 40 45 50 55 60

Pyrogram for KLF8 in 592E2 male EEM
Sequence: GTYGTTAYGGGTYGTYGAAGTAGAGYGAGTTTAGYGGTGTAYGAAAGGTTAGTTAGTTYGTTG
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(W). Pyrograms for PyroMark analysis of the methylation profile at ILL3RAL promoter CpG island. The
methylation percentages for 7 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for IL13RA1 in 592E1 female fetal brain
Sequence: GYGGGGTTTGYGATTGTTTATTTTTTTYGTTTGGTTTYGTTTTTTYGTTTTAGGTYGGTYGAG

CpG meth%: 1% 1% 1% 1% 1% 1% 1%
50
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ESTGTCGGTAGTCGATGTGATTCGTAGTTCTGTTCGTTATGTCAGTCGAG
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Pyrogram for IL13RA1 in 592E2 male fetal brain

Sequence: GYGGGGTTTGYGATTGTTTATTTTTTTYGTTTGGTTTYGTTTTTTYGTTTTAGGTYGGTYGAG

CpG meth%: 1% 1% 6% 3% 1% 2% 0%
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Pyrogram for IL13RA1 in 592E1 female EEM

Sequence: GYGGGGTTTGYGATTGTTTATTTTTTTYGTTTGGTTTYGTTTTTTYGTTTTAGGTYGGTYGAG

Pyrogram for IL13RA1 in 592E2 male EEM

Sequence: GYGGGGTTTGYGATTGTTTATTTTTTTYGTTTGGTTTYGTTTTT TYGTTTTAGGTYGGTYGAG
CpG meth%: 0% 0% 18% 1% 0% 1% 0%
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(X). Pyrograms for PyroMark analysis of the methylation profile at MAOA promoter CpG island. The
methylation percentages for 5 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for MAOA in 592E1 female fetal brain

Sequence: GATGTGATYGTGGTGGGYGGAGGAATTTTAGGTTAGTYGYGTYGGAG

CpG meth%: 0% 0% 3% 0% 0%
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ESAGATGTGTATCGTGTAGTCGAGATTAGTATGTCAGTCTGTCGAG
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Pyrogram for MAOA in 592E2 male fetal brain
Sequence: GATGTGATYGTGGTGGGYGGAGGAATTTTAGGTTAGTYGYGTYGGAG
CpG meth%: 2% 0% 6% 0% 0%

100

Pyrogram for MAOA in 592E1 female EEM

Sequence: GATGTGATYGTGGTGGGYGGAGGAATTTTAGGTTAGTYGYGTYGGAG
CpG meth%: 2% 0% 4% 0% 0%

125

Pyrogram for MAOA in 592E2 male EEM

Sequence: GATGTGATYGTGGTGGGYGGAGGAATTTTAGGTTAGTYGYGTYGGAG
CpG meth%: 1% 0% 1% 0% 26%




(Y). Pyrograms for PyroMark analysis of the methylation profile at RBBP7 promoter CpG island. The
methylation percentages for 9 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for RBBP7 in 592E1 female fetal brain

Sequence: GAYGTTGYGGAGGTTGGYGGGGTTTYGGTYGGTAGGYGTYGYGYGGTTA
CpG meth%: 0% 0% 0% 5% 1% 0% 0% 0% 2%

Pyrogram for RBBP7 in 592E2 male fetal brain

Sequence: GAYGTTGYGGAGGTTGGYGGGGTTTYGGTYGGTAGGYGTYGYGYGGTTA

CpG meth%: 0% 0% 2% 5% 0% 2% 0% 0% 1%
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Pyrogram for RBBP7 in 592E1 female EEM

Sequence: GAYGTTGYGGAGGTTGGYGGGGTTTYGGTYGGTAGGYGTYGYGYGGTTA

CpG meth%: 0% 0% 0% 3% 0% 2% 0% 3% 0%
125
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Pyrogram for RBBP7 in 592E2 male EEM

Sequence: GAYGTTGYGGAGGTTGGYGGGGTTTYGGTYGGTAGGYGTYGYGYGGTTA
CpG meth%:  11% 0% 0% 1% 0% 0% 0% 0% 0%




(Z). Pyrograms for PyroMark analysis of the methylation profile at ACE2 promoter CpG island. The
methylation percentages for 7 CpGs were quantified in female (592E1) and male (592E2) fetal brain and extra-
embryonic membranes (EEM).

Pyrogram for ACE2 in 592E1 female fetal brain

Sequence: ATTTATTYGGGGTTTTGAATTTTGTYGTTTYGTTYGGAGTAGTGAATTYGGTGGTTTYGAATTATTGAATTGGAYGGAAG
CpG meth%: 0% 15% 8% 8% 5% 5% 3%
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Pyrogram for ACE2 in 592E2 male fetal brain

Sequence: ATTTATTYGGGGTTTTGAATTTTGTYGTTTYGTTYGGAGTAGTGAATTYGGTGGTTTYGAATTATTGAATTGGAYGGAAG
CpG meth%: 23% 30%  16% 5% 6% 12% 0%
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Pyrogram for ACE2 in 592E1 female EEM

Sequence: ATTTATTYGGGGTTTTGAATTTTGTYGTTTYGTTYGGAGTAGTGAATTYGGTGGTTTYGAATTATTGAATTGGAYGGAAG
CpG meth%: 5% 24% 13% 1% 0% 1% 0%
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ESMTGATCGGTTGATTAGTCTGTTCAGTCGAGTAGTGTATCGTAGTTCGATATGATGTATCGAG
5 10 15 20 25 30 35 40 45 50 55 60

Pyrogram for ACE2 in 592E2 male EEM

Sequenge: AT TATTXGGGGTTTTGAATTTTGTYGTTTYGTTYGGAGTAGTGAATTYGGTGGTTTYGAATTATTGAATTGGAYGGAAG
8% 0% 2% 0%




