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Participants - Origin

Austria 1

Belarus 2

Czech Republic 1

Finland 3

Georgia 8

Hungary 3

Iran 1

Italy 6

Lithuania 1

Morroco 1

Northern Ireland 2

Poland 4

Qatar 1

Sweden 1

Tunisia 1

Ukraine 1

Unknown 28
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DYS464X Quality Control

- All fresh samples passed the amplificable DNA requirement

- Most DYS464X alleles matched previous DYS464 results
(one was different: 15-15-16-16 vs. 15¢-15c¢-15c¢-16Q)

- 5 participants have micro-alleles at DYS464. One of them turned out
to be a good indicator for a family study.

- 6 participants have duplications
- 3 participants have deletions in the P1/P2 region

- One 5 allelic and one 3 allelic pattern were found

FamilyTreeDNA
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Unusual P1 deletion. Distal arm of the P1 is missing?
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- 178 Participants

- 130,182 Sequencing traces

- 53.7 Million basepairs sequenced
- 20.5 Million bp of Y chromosome DNA was covered

- 123,000 bp average coverage per participant

- 137 previously undocumented Y-SNP markers were found

- 96 Participants didn't find a new SNP in their DNA

FamilyTreeDNA
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New segments were added because they became available from research activities.
Chance of finding a new SNP stays approximately constant because old segments are
extensively explored and chance of finding a new SNP there is decreasing.
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Private Vs. Public Participation

80% of the participants have chosen “public”

A finch2 Enter GRC: | | Links: & (o User: 64047 Oct 28, 2010 11:11 [Quick search | [ Go |
ome - BLAST oouods - o Dot > Quen sl >bpdole |

System BLAST Alignment
Admin
Results Query | GRCO13186_WTY_E17_sL16v2_R_WTY2(|943323 &l pe-CEED GRCO13186_WTY_E17_sL16v2_R_WTY22053_R_E17.abl
Folders
—— Subject [N
BLAST Icl|ChrY No definition line foundd!
Requests E Value |0 Score | 546
New Request Align Len | 546 Bit Score | 1090.46
Databanks Subj L 546 Q L 546

u en e en
Alleles v
Alleles Identities | 546 Positives | 546
Array
Compare ht
Aldi
Add Alleles ‘ | I I
Samples
Markers
FTDNA Q:553 CTCATGACCTCCCAAAGGACACACCACCTAACACCATCACCTGTGGGTGAGGATCCARACATAGGGATTTGGGAGGACACA 47
Chromats {1 T T T T T T e T T A A O B O IR A
EGS 5:7232810 CTCATGACCTCC CARRGEACACACCACCTARCACCATCACCTGETCEGETCGAGGATCCAACATAGEGATTTECGEACGACACHE Tz
p— Chry
SNP-Info i | { | | { | |

7232910 FEILIZY 7232930 7232940 7232950 FEIZ960 7232970 FEILIE0 7232990
5TR
dbSHP

H series SHPs
P series SHPs

Other Yariations

Public participants can review their traces and exchange data on the Finch2 platform
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WTY Success Stories

- Irish Type Il found a SNP that covers the whole group and is now hg R-L226

- L140 and L141 define major branches in the G2 haplogroup tree

- L222(.2) has become the most discussed marker among Arab J1

- L245 defines a major branch downstream of Q-M378

- L161 is a significant branch downstream [-M423

- L257 is the fourth large branch below R-U106 next to R-L48, R-L1 and R-U198

- A lot of “private” SNPs with importance on the family / genealogy level.

FamilyTrecDNA
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Draft Tree 2010

4 mprgra arims aapgs A wr o s
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0
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_G1b P76
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L G2a2 M286

Ela-4» G2a3,G2a3 (ISOGG: G2a3) ¥ L30, L32, L1390

a4~ G2a3a M406

-G2a3al (ISOGG: G2a3al,G2a3al) ¥ L14, L90

—Approx. hg: G-M406* (ISOGG: G2a3a2,G2a3aZ) 1
34 G2a3b # L141 )

4 G2a3b1 & P30

A GZa3ibla o

34~ G2a3blal & UL
2a3blala ¥ L13, L78
34~ G2a3bla2 ¥ L43
34 G2a3blaZa ¥ L42

Approx. hg: G-L42 ir L297
(ISOGG: G2a3blal3) o L139

Approx. hg -E-- A0+ si‘r 1, L353 2
“GZ2a3h2 'l'
-G2ad o L9l

“Approx. ha: G- P15 *
—G2bh M287

4~ G2¢,G2¢ (1ISOGG: G2o) -f:r M377, LTE
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The circled SNPs have been found in the WTY Project
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Recombination

Recombination is a very important factor for the generation of SNP mutations on the ChrY
PAR recLOH New Findings:

- Recombination takes place
everywhere on the ChrY.

_o

DYS458 DYF385 Dvs724  DyF37  DYF408  DYF398  Dysded DYS725

DYS725

bination event
seudoautosomal

16

DYF333  DysS464

DYF408 ° T-type

C-type
Ctype
16

- Many of the derived SNPs on the
existing Y tree have their derived allele
from the ChrX or other autosomes.

o regior

C-type

DYF3T1

=\ Dys4s59  DyF3ss  Dvs7ad  Clype
C-type

- Often independent recombination
events happen in different Hgs.
This forces us to assign .1 and .2
variants to the same marker on the
Y tree.

36

10

Known since

2000 [1] - The term NRY (non recombining part

of the Y chromosome) is completely
obsolete!

[1] Ciccodicola et al.: Differentially regulated and evolved genes in the fully sequenced Xqg/Yq pseudoautosomal region
- Hum. Mol. Genet. (2000) 9 (3): 395-401.
FamilyTrecDNA
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L88 Region in HG J-L26/L27

| I
e T T T T R T

Q:161 TTTAATTACTTTGAATTACGTAAGAGGCTTTCCCTATCTACACACCAACATCCTGGTTTCATAGTGACGAAGAGAAAGAA
NEREEEN RN RN RN RN AR AN NN AR R R
5:16105188 TTTAATTACTTTGAATTACGTAAGAGGCTTTCCCTATCTACACACCAATGTCCTTATTTTTTAGTGAAGAAGAGAAAGAA
GOt [ LD LU L L L L L L L)
setomme tetosson R TARREE tetosaz tetomam tetomza tetomome tetomsee
5TR
dbSHP

rE39e6071 redoddi3l red0ddsas
= il =
red0dE7E0 red0dEs32
o il

H series SHPs
P =zeries SHPs

other Variations
L35 L197 L1935
[ [

-
Lag.1
]
L&g.2
-
L&5.3
]
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L88 Region in HG E-M2

gt Ao

Q:253 TTACTTTGAATTACGTAAGAGGCTTTCCCTATCTACACACCAACATCCTGGTTTCATAGTGAAGAAGAGAAAGAACAGGA
NEERREEER AR RN IR ANy AN R RN R R R
5:16105193 TTACTTTGAATTACGTAAGAGGCTTTCCCTATCTACACACCAATGTCCTTATTTTTTAGTGAAGAAGAGAAAGAACAGGA
I:I‘:Ir‘l:lll i i i i | I T T T TR TR T T | I T T T T T T T | I T T T TR TR T T | I T T T TR S S T SR 1 | T T T T TR TR T T 1 | T T T T T TR T T | T T T T TR TR T T 1 L i i
C O istokzon 16108210 16106220 16108230 16105240 16106280 16105260 16105270
STR
dbSHP

rE3966071 red0dEi3l redodds 33
= = =
red0dE730 redOdas 3z
o =

H series SHPs
P =zeries SHPs

other Variations

L&& L197 L1935 LZ73
-] -] -] -
L55.1 LZ74
_ ]
L&g.2

-]

L55.3

_
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L88 Region of Highly Similar ChrX Sequence

Q:312 GGCTTTCCCTGCCTACACACCAACATCCTGGTTTCATAGTGAGGAAGAGAAAGAATGGGAATGTAATTATTGCAATTATT ChrX
.......... iREEEEEREEE] IRRRL . IRR  (iREEER IEREREEERERE: IEEEREEEREREEEEEREERERE
S$:16105213 GGCTTTCCCTATCTACACACCAATGTCCTTATTTTTTAGTGAAGAAGAGAAAGAACAGGAATGTAATTATTGCAATTATT ChrY
Chr
16105220 16105230 16105245 16105250 16105260 16105270 16105280 16105299
STR
dbsSNFP

rE3IR0007L red0ddy Il red0daiis
= G il
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= =
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P zeries S5HPs

Other Variations
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B Uberblick
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I " I I I I I I I l I I I I I I I I l I I I I I I I I I l I I I I I I I I I l I I I I I I I I I l I
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T O I )

.88
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Nucleotides are added one after the other

Polymerase

| ATPsulphurytas AAAAAAAAAAAAAAY
ATP AGTCAGTCAGTCAGTC
(d)XMP Ir Luciferase
If the nucleotide matches
Light will be captured from a camera Flowgram
Humber of Bases - Read (reverse complement)
4 -
2 -
’  ACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACS
2T 34306

FamilyTeccDNA =
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Roche 454 Titanium Sequencer

Principle of 454 Sequencing

- Single DNA molecules are captured on a bead

- PCR around bead in an oil emulsion
- Beads with PCR products are distributed on a PTP

- Instrument performs millions of pyrosequencing reactions
in parallel

Picotiter Plate (PTP)

ramivTecDNA Roche 454 Titanium Sequencing Instrument



America's first genealogy
driven DNA testing

SEIVICE

PTP and Camera

45 LIFE
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Roche 454 Titanium Sequencing Gaskets

Loading gaskets

RNDC)

Up to 20 Mbp/region 55 Mbp/region 110 Mbp/region 280 Mbp/region

Picotiter plate Run gasket
ChrY 10x coverage
IS approx. 600 Mbp
—AAS Loosing real estate when using multiple regions

FamilyTreeDNA
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Sample Processing on 454

Genomic DNA —» Library —» Enrichment —» Pyrosequencing

FamilyTrecDNA
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Pull out and discard
all autosomal DNA
except ChrY

Attach to mag. beads Female DNA library

ot

o
ChrY DNA remains \

L
E——
 _
| —
in solution %
cut

Y > D

FamilyTreeDNA
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Results from Female Subtraction “Enrichment”

Reference |Unigue matching reads |% of unique matches|% of all reads |% coverage of reference
Chr1 336 B.40 6.30 12.07
Chr2 336 B.40 6.30 11.39
Chr3 255 B.40 4.70 11.28
Chrd 251 B.30 4.70 10.90
Chrs 205 5.10 3.80 12.02
Chrb 218 5.40 4.10 11.50
Chry 192 4.80 3.60 11.73
Chrd 187 470 3.50 11.50
Chr3 182 4.50 3.40 11.55
Chr10 258 B.40 4.80 12.18
Chri1 195 4.90 3.60 13.03
Chr12 180 4.50 3.40 11.28
Chr13 94 230 1.80 11.10
Chr14 114 2.80 2.10 10.73
Chr1s 114 2.80 2.10 12.54
Chr1B 176 4.40 3.30 11.79
Chr17 135 3.40 2.50 10.52
Chr18 119 3.00 2.20 10.77
Chr19 132 3.30 2.50 10,77
Chr20 89 220 1.70 10.72
Chr21 36 0.90 0.70 9.
Chr22 B9 1.70 1.30 9.96
Chrx 78 1.90 1.50 11.82
Chry 38 0.90 0.70 9.80
miDMNA, 16 0.40 0.30 2549
sum sum sum average
4005 998 4.9 11.83
Approx. basepairs:
2002500

FamilyTrecDNA
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New SNP found in 454 Alighment

Ref ChrY- 57,772,954 bp. Efnl:;g?::t - @O0

left selected right
Base - ] ﬁ
7,231,784 7,231,831 * IE
Chry A A AATTCCAGOTOATCOCCTCTCACTAAATOCCATCAGCCCACOT -OCACCATOACACAARAGTCTCTOAARAGTTTCACTTOGOGTCTATATTTA
contigel1341 A A ATTCCAG LT OATC O T T A CTAAAT OO CATCAGCCCACGTT-CACCATOACACAAAGTCTCTGAAAGTTTCACTTOGOGTCTAGTATTTA
GKDCRIVO1BINAE A A AATTCCAGOTOATCOCCTCTCACTAAATOCCATCAGCCCACOTT-CACCATOACACAAAGTCTCTOAAAGTTTCACTTOGOGTCTAGTAGTTTA
GEDCRIVO1BZZ2X0 A A ATTCCAGOTOATC O T T A CTAAAT O C CATCAGCCCACGTT-CACCATOACACAAAGTCTCTGAAAGTTTCACTTOGOGTCTAGTATTTA

FamilyTrecDNA
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Flowgram View For This Position

Chr¥ vs. GKDCRZWVD1B22X0

Hutmhber of Bases - Reference

1 1
ACGTACGTACGTACGTACGTACGTACGT CG TACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACG
428 14205
e

Humber of Bases - Read {reverse complement)

Mot Lo Lol o

AL GTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACG
428 14806
FY

Mumber of Bases - Difference

1 4

-2

FamilyTrecDNA
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0:371

5:723178¢6

FamilyTreeDNA

Confirmation by Sanger Sequencing

MNMMWMMMMMWMMMMWMWWWW

TGGAAARARTTCCAGGTGATCGCCTCTCACTAARATGCCATCAGCCCACGTTCACCATGACACAAAGTCTCTGAAAGTTTCAC

rrrrrrrerrrrrerrrrrrrrrrrrrrrrrrrerrrrrerrrrrrrmEerrerrrrrrerrrrrrrrrrrrr e
TGGAAARATTCCAGGTGATCGCCTCTCACTAAATGCCATCAGCCCACGTGCACCATGACACAAAGTCTCTGAAAGTTTCAC

]
7231790 F231800 7231810 F2315820 7231830 7231540 7231850 7231560

5TR

dbSHFP

H zeriez S5HPs
P zeriez SHPs

Other Variations
L3z21
[
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-J1cl (ISOGG: J1c) M390

-J1c2 (ISOGG: J1d) P56

B4 j1c3 pss

J1c3a (ISOGG: Jlel) vv M367.1, M368.1
J1c3b (ISOGG: J1e2) M369

J1c3c ir L92, L93

24 J1c3d #r L147.1

Approx. hg: J-P58* wlLl74

24 J1c3d2 W 1222.2

J1c3d2a (ISOGG: J1c3dla) v L65.2
-Approx. hg: J-L136* & 1256

So far so good...

FamilyTrecDNA
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Another “SNP” from the 454 traces

Ref ChrY- 57,772,954 bp. 12874392 Eﬁﬁ;gfg:t r| @ @

|eft selected right ﬁ

Bas® 15974347 12874392 12,874,439 m— O]

Chry OCAGTO LT O T oA G TTOTTOAT OACTACTTCTCTTTOCT T TOMTAGAACTT OO CTOCTCAGGAGAGOCAATOOCTTATCAGCTOTTOCTOA
contig9l492 GCAGTOCTOGCTCC oA GTTOTTOAT GACTACTTCTCTTTOCT T T G- ACGAACTT GG CTOCTCAGGAGAG O CAATOOCTTATCAGCTOTTGCTGOA
GEDCEZVO1ADLWE QCAGTO LT T oA G TTOTTOAT OACTACTTCTCT T -QCTTTO-AGARCTTOGOCTOCTCAGGAGAGGOCAATOOCTTATCAGCTOTTOCTGOA
QEDCRZVO1ELTIO GCAGTOCT O CTCC oA GTTOTTOAT GACTACTTCTCTTTOCT T T G- ACGAACTT GG CTOCTCAGGAGAG O CAATOOCTTATCAGCTOTTGCTGA
GEDCEZVO1EB2UD] QCAGTO LT T oA G TTOTTOAT OACTACTTCTCTT TOCT T TG -AGARCTTOGOCTOCTCAGGAGAGGOC AATOOCTTATCAGCTOTTOCTOA
QEDCRZVO 1AL 7 GCAGTOCT O CTCC oA GTTOTTOAT GACTACTTCTCTTTOCT T T G- ACGAACTT GG CTOCTCAGGAGAG O CAATOOCTTATCAGCTOTTGCTGA
GHLDEY102CLHSY QCAGTO LT T oA G TTOTTOAT OACTACTTCTCTT TOCT T TG -AGARCTTOGOCTOCTCAGGAGAGGOC AATOOCTTATCAGCTOTTOCTOA
GMLDEY10Z2ESRES GCAGTOCT O CTCC oA GTTOTTOAT GACTACTTCTCTTTOCT T T G- ACGAACTT GG CTOCTCAGGAGAG O CAATOOCTTATCAGCTOTTGCTGA
GHLDEY102 CAVER QCAGTO LT T oA G TTOTTOAT OACTACTTCTCTTTOCT T T ORE-AGARCTTOGOCTOCTCAGGAGAGGOCAATOOCTTATCAGCTOTTOCTGOA

FamilyTrecDNA
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Almost Perfect Flowgrams

Chryvs. GMLDEY102B5RES

Mumber of Bases - Reference

, UL L0 I iy

ACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACG
38 140G

s

Mumber of Bases - Read

L L L LY L L. _ LLLLL

ACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACG
248 140G

s

Mumber of Bases - Difference

—
FamilyTrecDNA
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Q:4B81 TAGRACTTGGCTGCTCAGGAGAGGCAATGGCTTATC

Frrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrtd
5:12874382 TAGARACTTGGCTGCTCAGGAGAGGCAATGGCTTATC
Chry

12874400 12574410 12874420 12574430 &%:

5TE
dbSHP :\E
H series SHPs %

P series SHFPs

Other Variations
L323 Q
O

FamilyTreeDNA
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Start End Mutation hg Forward Primer Reverse Primer
L321 | ChrY | 7231834 7231834 | GtoT J1 ccocaaattgaagaagoagat gagagtgcgtcgggagaggec
L322 | ChrY | 4978881 | 4978881 | Ato G | depreciated aaaatattaattggtctitg acattctgtaaatttictagata
L323 | ChrY | 12874392 | 12874392 Tto C | depreciated | gttctaaaccctggtaccaaataa gataagecattgectetectg
L324 | ChrY | 7232074 | 7232074 | Gto A | depreciated L321-f L321-r

L328 | ChrY | 20541419 2054419 | Ato G | depreciated | gtgagcaagticacataagaac (v2) | gotgtgttaggecaticttge (v2)

Mutation Comment Forward Primer Reverse Primer
¥ SCO000001 ChrY 3224594 3224594 Tto C Found in a hg J-P58 person CCTTTGAAGAGTCACATAGTATGAG GATAATTCAAGTAAATATCCATACG
¥ SC0000002 ChrY 8282500 8282500 Tto C Found in a hg J-P58 person TBD TBD
¥ SCO0000003 ChrY B543648 8543648 Ato G Found in a hg J-P58 person TBD TBD
¥ SCO0000004 ChrY 9211276 9211276 Ato G Found in a hg J-P58 person TBD TBD
¥ SCO000005 ChrY 99939316 9999316 TtoC Found in a hg J-P58 person TBD TBD
¥ SCO000006 Chr¥ | 11911004 11911004 TtoC Found in a hg J-P58 person TBD TBD
¥ SCO0000007 Chr¥ | 11950155 11950155 Ato G Found in a hg J-P58 person TBD TBD
¥ SCO0000008 ChrY | 11984871 11984871 Tto C Found in a hg J-P58 person TBD TBD
¥ SCO0000003 Chr¥ | 13359588 13359588 Ato G depreciated M180PE8-f M180P88-r
¥SCO0000010 ChrY | 13832301 13892301 Tto G Found in a hg J-P58 person TBD TBD
¥ SCO0000011 ChrY | 13955573 13955573 Ato G Found in a hg J-P58 person TED TED
¥ SC0000012 ChrY | 14166184 14166184 Ato G Found in a hg J-P58 person TED TED
¥ SC0000013 ChrY | 14348553 14348553 CtoT Found in a hg J-P58 person TED TED
¥ SC0000014 ChrY | 14584021 14584021 Tto C Found in a hg J-P58 person TED TBED
¥ SC0000015 ChrY | 15396010 15396010 Ato G Found in a hg J-P58 person TED TBED
¥ SCO0000016 ChrY | 15461747 15461747 Tto C Found in a hg J-P58 person TBD TBD
¥ SC0000017 ChrY | 15635702 15695702 GtoC Found in a hg J-P58 person TBD TBD
YSC0000018 ChrY 17374632 17374692 CtoT | Found ancestral in a hg J-P58 person TBD TBD
¥ SC0000013 ChrY | 19817701 19817701 Ato G Found in a hg J-P58 person TBD TBD
¥ SCO0000020 Chr¥ | 19824293 19824299 Ato G Found in a hg J-P58 person TBD TBD
¥ SCO000021 ChrY | 20356650 | 20356650 TtoC Found in a hg J-P58 person TBD TBD
Y SC0000022 ChrY | 21258406 | 21298406 Gto A | Found ancestral in a hg J-P58 person TED TBD
¥ SCO0000023 ChrY | 21526511 21526511 Tto C Found in a hg J-P58 person TBD TBD
¥ SCO0000024 ChrY | 21526652 | 21526652 Gto A Found in a hg J-P58 person TBD TBD
¥ SCO0000025 ChrY | 21549214 | 21549214 Tto C Found in a hg J-P58 person TBD TBD
¥ SCO0000026 ChrY | 21718473 | 21718473 Ato G Found in a hg J-P58 person TED TED
¥ SC0000027 ChrY | 21718479 | 21718479 Tto A Found in a hg J-P58 person TED TED
¥'SC0000028 Chr¥ | 22222237 | 22222237 Ato G Found in a hg J-P58 person TED TBD
¥ SC0000029 ChrY | 2y030547 | 27030547 Tto C Found in a hg J-P58 person TED TBED
¥ SC0000030 ChrY | 27132639 | 27132639 Ato G Found in a hg J-P58 person TED TBED
¥ SCO000031 ChrY | 57237843 | 57237843 Cto A Found in a hg J-P58 person TBD TBD
¥ SC0000032 ChrY | 21658766 | 21658766 CtoT Found in a hg R-M138 person TBD TBD
¥ SC0000033 ChrY | 15862538 15862538 CtoT Found in a lllumina SMP assay TBD TBD
¥ SCO0000034 Chr¥ | 10342008 10342008 Gto A Found in a lllumina SMP assay TBD TBD
¥ SCO000035 ChrY | 17269381 17269381 GtoT Found in a 454 trace of GRCO00001 TBD TBD
¥ SCO000036 Chr¥ | 17550160 17550160 Ato G Found in a 454 trace of GRCO00001 TBD TBD
¥ SCO0000037 Chr¥ | 19782983 19782983 Ato G Found in a 454 trace of GRCO00001 TBD TBD
¥ SC0000038 Chr¥ | 20688016 | 20688016 Tto A Found in a 454 trace of GRCO00001 TBD TBD
¥ SC0000033 Chr¥ | 21376053 | 21376059 Gto A Found in a 454 trace of GRCO00001 TBD TBD
¥ SCO000040 ChrY BET3154 8673154 Tto C Found in a 454 trace of GRCO00001 TBD TBD
¥ SCO000041 ChrY | 12178088 12178088 Tto C Found in a 454 trace of GRCO00001 TED TED

Long list of Y chromosome SNP Candidates are pending confirmation with Sanger
FamilyTrecDNA
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“Carry Forward” Effect

= FPositions . [
N - w
Ref Chry- 57,772,954 bp. 6717514 | D Go| [\ nocy | contigd13356,717,514 @
|eft selected right ; ; ;
Base N —" ﬁ What looks like two independent mutations
6,717,536 - 6,717,628 * m P

Chry CAGATCAGCATCCTGTAGCCCCTCCTGTGGCAAAGATTTTTTC-AAGTTGTTACTTTGTGCCCAGGCACTTGGATATGGTGGTAACTAAGACAG
contig9dl33s CAGATCAGCATCCTGTAGCCCCTCCTGTGGCAAAGATTTTTTC-AAGTTGTTACTTTGTGCCCAGGCACTTGGATATGGTGGTAACTAAGACAG
GKDCRZVO1BIXFX CAGATCAGCATCCTGTAGCCCCTCCTGTGGCAAAGATTTTT -CTAAGTTGTTACTTTGTGCCCAGGCACTTGGATATGGTGGTAACTAAGACAG
GNLDEY102BR5YK CAGATCAGCATCCTGTAGCCCCTCCTGTGGCAAAGATTTTTTC-AAGTTGTTACTTTGTGCCCAGGCACTTGGATATGGTGGTAACTAAGACAG

Mumber of Bases - Reference

ACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTALCG
LT 160G

F-%

Humber of Bases - Read

G
4 4 Incomplete Thymine addition will be added one cycle later
2_

e BT IR O O 0 T T
ACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACGTACG
Heht, 160G
Fs

2 Mumber of Bases - Difference
D-MMMWN%WW
-2
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How Does The WTY Continue?

- We're working on next generation sequencing but we're not ready
- FTDNA is still accepting WTY applications

- Coverage will be further extended above 200 kB

- Evaluating a concept for WTY upgrade package

- Reduce time from SNP discovery to availability on advanced orders page

FamilyTreeDNA
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How to participate?

http://www.familytreedna.com/walk-y-application.aspx
$ 750 per participant

FamilyTreeDNA

A BIG thank you to
All WTY participants

The active WTY group
administrators

The GRC laboratory staff
FTDNA customer support

Elliott (for all my extras |
require on the FTDNA page)

Bennett and Max (who let us
play with a non high income
project)

Y'all for patiently listening
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Errors on the Printed Y-Tree

q|P322, p3za~
= P327

. P14, MED, M213, F133
F134, P135, P136, P138 1 |Pa1, P104
. EW P130, P140, P141, P142 2|maz7, maze
Y e P145, P145, F143, F140 5|Pa6, M282, 1270, L2381, L284, 1285, L286
—rr P151, P157, F158, P150 4
g R P160, P61, P163, P166
4 |P261, P2E3 D107 DI1A
M fassorss - P254 is really hg H3
M4, ME=FT3
1 |08, mies a [P
WM150, MZ06
P35, P51 b [P
- ; o | M353, M3g7
Should be 2| PR
M231, PS56
Imz14
P1gE, P192 Hre=
F1a3, P04
P105
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