Supporting Table S6a. Association status of variants considered specific to the four DAZ family members, respectively, in sample 4972 bearing
VRH 2

Sample 4972, Fragment |

SFV position ) 972 1209 | 1702 | 1820 | 1926 | 2481

Specific variant A C G C G A

DAZ specificity DAZ1 ||DAZ2 | DAZ2 [[DAZAN DAZ1 | -

Variant ratios measured | 1:3 1:3 1:3 1:3 1:3 2:2 Supposed origin

Consensus 1 A C C A G G DAZ1

Consensus 2 G A A G DAZ2

Consensus 3 G C C A A T DAZ3

Consensus 4 G C C A T DAZ4

Sample 4972, Fragment Il

SFV position 111 978 1005 | 1053 | 1636 | 1646 | 1952 | 1961 | 1964 | 2071

Specific variant - C G C G A T T C G

Variant ratios measured | 2:2 1:3 1:3 13 1:3 1:3 1:3 1:3 1:3 1:3 Supposed origin
Consensus 1 G T A T C DAZA1
Consensus 2 G T A T C DAZ2
Consensus 3 C T G C C DAZ3
Consensus 4 C - A T DAz4

The association status is shown by the consensus variant series which were determined by cloning Fragments I and II and sequencing an
appropriate number of colonies. The variant ratios determined by semi-quantitative sequencing as well as the DAZ family members supposed to
correspond to the consensus variant series are also shown. Yellow, green, purple and blue rectangles indicate applicable DAZ1-, DAZ2-, DAZ3-
and DAZA4-specific markers, respectively.



Supporting Table S6b. Association status of variants considered specific to the four DAZ family members, respectively, in sample 6079 bearing
VRH 2

Sample 6079, Fragment |

SFV position 972 1209 | 1702 | 1820 | 1926 | 2481

Specific variant A C G C G A

DAZ specificity DAZ1 |[DAZ2 | DAZ2 \DAZA)| DAZ1 | -

Variant ratios measured | 1:3 1:3 1:3 1:3 1:3 2:2 Supposed origin

Consensus 1 A C C A G G DAZ1

Consensus 2 G A A G DAZ2

Consensus 3 G C C A A T DAZ3

Consensus 4 G C C A T DAZ4

Sample 6079, Fragment Il

SFV position 111 978 1005 | 1053 | 1636 | 1646 | 1952 | 1961 | 1964 | 2071

Specific variant - C G C G A T T C G

DAZ specifcy . [DAZ& vaza pazs [DAZ [DAZS|DAZS | DAZS | DAZS | DAZE |
Variant ratios measured | 2:2 1:3 1:3 1:3 1:3 1:3 1:3 1:3 1:3 1:3 Supposed origin
Consensus 1 G T A T C DAZA
Consensus 2 G T A T C DAZ2
Consensus 3 C T G C C DAZ3
Consensus 4 C ! A T DAZ4

The association status is shown by the consensus variant series which were determined by cloning Fragments I and II and sequencing an
appropriate number of colonies. The variant ratios determined by semi-quantitative sequencing as well as the DAZ family members supposed to
correspond to the consensus variant series are also shown. Yellow, green, purple and blue rectangles indicate applicable DAZ1-, DAZ2-, DAZ3-
and DAZ4-specific markers, respectively.



Supporting Table S6¢c. Association status of variants considered specific to the four DAZ family members, respectively, in sample 5466 bearing
VRH 3a/2

Sample 5466, Fragment |

SFV position 972 1209 | 1702 | 1820 | 1926 | 2481

Specific variant A C G C G A

DAZ specificity DAZ1 |[DAZ2| DAZ2 [\DAZA)| DAZ1

Variant ratios measured | 0:4 1:3 1:3 3 Supposed origin

Consensus 1 DAZ1

Consensus 2

Consensus 3 DAZ3
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Consensus 3 DAZ4

Sample 5466, Fragment Il

SFV position 111 978 1005 | 1053 | 1636 | 1646 | 1952 | 1961 | 1964 | 2071

Specific variant -

DAZ specificity -

Variant ratios measured | 1:1:2 Supposed origin

Consensus 1 DAZ1

Consensus 1 DAZ2

DAZ3

Consensus 2

O - oo

Consensus 3 DAZ4

The association status is shown by the consensus variant series which were determined by cloning Fragments I and II and sequencing an
appropriate number of colonies. The variant ratios determined by semi-quantitative sequencing as well as the DAZ family members supposed to
correspond to the consensus variant series are also shown. Yellow, green, purple and blue rectangles indicate applicable DAZ1-, DAZ2-, DAZ3-
and DAZ4-specific markers, respectively.

In the reference sequence, there is no specific variant at position 2481 in Fragment I (DAZ1/2:G, DAZ3/4:T). The results of this study raise the
possibility that Gass1 is a class 1I/a DAZ1-specific marker with p1=0.77 and p2=1.00. Its copy number is in accordance with the subtypes
concluded for all deletion and duplication samples, respectively.



Supporting Table S6d. Association status of variants considered specific to the four DAZ family members, respectively, in sample 6100 bearing

VRH 1

Sample 6100, Fragment |

SFV position B 972 1209 | 1702 | 1820 | 1926 | 2481

Specific variant A C G C G A

DAZ specificity DAZ1 ||DAZ2 | DAZ2 [[DAZAN DAZ1 | -

Variant ratios measured | 1:3 1:3 1:3 1:3 1:3 1:3 Supposed origin

Consensus 1 A C C A G G DAZA

Consensus 2 G A A T DAZ2

Consensus 3 G C C A A T DAZ3

Consensus 4 G C C A T DAZ4

Sample 6100, Fragment Il

SFV position 111 978 1005 | 1053 | 1636 | 1646 | 1952 | 1961 | 1964 | 2071

Specific variant - C G C G A T T C G

DAZ specificy . [DAZ& vaza oazs [DAZ2 [1DAZS | DAZS | DAZS | DAZS | AZE |
Variant ratios measured | 2:2 0:4 2:2 2:2 1:3 2:2 2:2 2:2 2:2 0:4 Supposed origin
Consensus 1 G T A T T G A C G C DAZ1
Consensus 2 G T A T G A C G C DAZ2
Consensus 3 C T G C T C DAZ3
Consensus 3 C T G C T C DAZ4

The association status is shown by the four consensus variant series which were determined by cloning Fragments I and II and sequencing an
appropriate number of colonies. The variant ratios determined by semi-quantitative sequencing as well as the DAZ family members supposed to
correspond to the consensus series are also shown. Yellow, green, purple and blue rectangles indicate applicable DAZ1-, DAZ2-, DAZ3- and
DAZA-specific markers, respectively.

In the reference sequence, there is no specific variant at position 2481 in Fragment I (DAZ1/2:G, DAZ3/4:T). The results of this study raise the
possibility that Gasg1 in Fragment I is class II/a DAZ1-specific marker with p1=0.77 and p2=1.00. Its copy number is in accordance with the
subtypes concluded for all deletion and duplication samples, respectively.



