263 Preliminary Y-DNA Haplogroup Tree - based on FTDNA Big Y results and Yfull analysis
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Latest updates:  28/01/16 Big-Y result added for Wil2. Matches 12 previously unique variants of Wil forming a new branch under Y13945.
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Latest updates:  21/01/16

11/01/16
11/01/16

19/12/15

Big-Y result added for Di. Z63+ > BY151 > BY351 > BY332 > Y13946 then appears to match 1 unique novel variant with Se forming a new branch. To be confirmed by Yull analysis.
Weaker match on a second novel variant to be confirmed by Yfull analysis of the others in Y13946 as it may also be shared with Hem and We (it was not +ve in their Big-Y results)
Big-Y result added for Brk. 263+ > BY151+ then matches 20 SNPs with Tyl forming a new branch under BY151. Some of these shared SNPs are named, including S11545.

Big-Y result added for Shf : S2078 > S2077 > 2097 > FGC29230 then matches 1 SNP with Fi forming new branch on this SNP (already named FGC29244),

Big-Y result added for T4. 11542+ (Iberian Clade 2) > Y7067+ > Y7065+ with T1 & T2. STRs are closer to T1

Big-Y result added for Sta. S2077+ > Y6384+ > Y13945+ with Pen and Wil. No matches with any of their unique novel variants,

Big-Y result added for Spa. S2077* with 6 others. No matches with any of their unique novel variants.
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