Supplementary material 
Quantitative PCR assay
Relative quantitative PCR (qPCR) was conducted previously on two moa specimens for a single copy nuclear gene (Moa716 and 799) (BUNCE et al. 2003). The ability of these extracts to amplify consistently in a quantitative manner over an order of magnitude implies that the PCR is not starting from a single molecule. To determine the absolute starting template number in one of our target species, we designed a specific qPCR assay that targets the mitochondrial cytochrome b gene of the woolly rhino (Coelodonta antiquitatis). We generated two primer pairs that amplified a similar region of the cytb gene: Primer set 1: 415F (ACGTCCTACCATGAGGCCAA) and 484R (GGGATAGCTGAGAGAAGGTTTGTG); Primer set 2: 411F

(GGCTACGTCCTACCATGAGGC) and 476R (TGAGAGAAGGTTTGTGATGACTGTG). Absolute copy number was determined using a synthetic single stranded 90bp oligo standard (Invitrogen) of known molarity that encompasses the entire amplicon length in addition to a few extra 5’ and 3’ bases F 401-490 AGCATTCATAGGCTACGTCCTACCATGAGGCCAAATATCCTTCTGAGGAGCCACAGTCATCACAAACCTTCTCTCAGCTATCCCTTACAT. Reactions were assembled using a 2X sybr green master mix (Applied Biosystems) and 250nM of forward and reverse primers. Reactions were thermocycled in a SDS700 (Applied Biosystems) according to the manufacturer’s instructions. To establish a given qPCR assay is quantitative it is necessary to do a serial dilution – only in samples that behave quantitatively can an accurate approximation of copy number be made (i.e., a 1 in 2 dilution should result in a 1 cycle shift in the CT). All three rhinoceros extracts demonstrated slight PCR inhibition at higher titres. At a 1/25 dilution all three extracts generated CT values consistent with its dilution (not shown), this dilution was used to extrapolate starting template copy number from the standard curve (from 250,000 to 25 copies - see figure S1). Both primer sets gave comparable estimates of copy number (see table S1). The relationship between nuclear/mtDNA copy number and damage in ancient DNA extracts is not well understood; however, for the quantitative sequence data generated in this study we are confident that the bulk of the PCR reactions were starting from considerably more than a single template molecule. 

Figure S1 – Standard curve for the determination of template copy number of mtDNA from woolly rhinoceros DNA extracts. A standard curve was generated using a synthetic oligo of known molarity. DNA extracts were serially diluted until a quantitative response, free of inhibition, was observed. Using the standard curve the PCR starting template copy number can be determined. Both primer sets give comparable estimates for the two DNA extracts tested here. 

[image: image1.png]40

35 5

30 5

25 5

20 5

15 1

10 1




[image: image7.emf]TS1 

0

0.001

0.002

0.003

0.004

0.005

0 1 2 3 4

Polymerase

Transitions/tot. bp

[image: image10.emf]TS2 

0

0.002

0.004

0.006

0.008

0.01

0.012

0.014

0.016

0.018

0 1 2 3 4

Polymerase

Transitions/tot. bp


Table S1 Quantification template copy number of mtDNA from woolly rhinoceros DNA extracts

	
	Extract number


	Raw CT (2.5ul of a 1/25 dilution) 


	Estimated copy number per ul



	Primer set 1: 415F / 484R
	PIN3100-169
	29.9


	303



	Primer set 1: 415F / 484R
	PIN 3342-103
	23.04


	26907



	Primer set 2: 411F / 476R
	PIN3100-169
	27.12


	1868



	Primer set 2: 411F / 476R
	PIN 3342-103
	23.05


	26732




Table S2. Corrected and uncorrected TS1 and TS2 values 

	Sample
	atgc-Uncorrected
	atgc-Corrected
	Sample
	atgc-Uncorrected
	atgc-Corrected

	
	TS1/Total baser
	TS2/Total baser
	TS1/Total baser
	TS2/Total baser
	
	TS1/Total baser
	TS2/Total baser
	TS1/Total baser
	TS2/Total baser

	Mp-Siberia Nuc*
	0.000877
	0
	0.000512
	0
	GL45 Mt
	0.000779
	0.00156
	0.000355
	0.00341

	PIN 3342-103 Nuc
	0.00141
	0.00113
	0.000707
	0.00224
	RB91 Nuc
	0.00139
	0.00417
	0.000680
	0.00851

	Mp-Alaska8460 Mt
	0.00143
	0.0110
	0.000996
	0.0157
	RB91 Mt
	0.000694
	0.00486
	0.000351
	0.00962

	Mp-Alaska8460 Nuc
	0.00179
	0.0203
	0.00244
	0.0149
	RB41 Nuc
	0
	0
	0
	0

	Ua11835 Nuc
	0.000440
	0.00264
	0.000292
	0.00398
	RB41 Mt
	0.000772
	0.00231
	0.000390
	0.00458

	SC81205 Nuc
	0
	0.000794
	0
	0.00106
	Mp-Wrangel Mt
	0
	0
	0
	0

	PIN 3342-103 Mt
	0.00248
	0.00154
	0.001834
	0.00207
	GL92 Mt
	0
	0.000584
	0
	0.00128

	Ua11835 Mt*
	0.00540
	0.00240
	0.00431
	0.00300
	RB46 Mt*
	0.000992
	0
	0.000501
	0

	Mp-Siberia Mt
	0.00180
	0.00180
	0.00137
	0.002367
	GL71 Mt
	0
	0.000670
	0
	0.00147

	SC81205 Mt
	0.00110
	0.00165
	0.000860
	0.00211
	GL55 Mt
	0.000779
	0.000779
	0.000355
	0.00171

	Moa799 Nuc
	0.000935
	0.000468
	0.000505
	0.000867
	RB44 Mt
	0
	0
	0
	0

	Moa237 Mt
	0.000660
	0.000990
	0.000514
	0.00127
	RB42 Mt
	0.00154
	0.00154
	0.000780
	0.00305

	Moa660 Mt
	0.00141
	0.00212
	0.00114
	0.00263
	GL76 Mt
	0.000584
	0.00350
	0.000266
	0.00769

	Moa799 Mt
	0.000928
	0.00340
	0.000748
	0.00422
	RB75 Mt*
	0.00217
	0
	0.00110
	0

	Moa237 Nuc
	0
	0
	0
	0
	Mp-Wrangel Nuc*
	0.000627
	0
	0.000365
	0

	Moa660 Nuc
	0
	0.00325
	0
	0.00548
	GL92 Nuc
	0
	0.000963
	0
	0.00145

	Moa716 Nuc
	0
	0
	0
	0
	RB46 Nuc
	0.000992
	0.00198
	0.000486
	0.00405

	Moa716 Mt
	0
	0.000330
	0
	0.000406
	GL71 Nuc
	0.00289
	0.00506
	0.00192
	0.00762

	SC7400 Mt
	0.00121
	0.00571
	0.000852
	0.00811
	GL55 Nuc
	0.000963
	0.00193
	0.000639
	0.00290

	SC7400 Nuc
	0.00294
	0.00294
	0.00228
	0.00379
	RB44 Nuc
	0.00116
	0.00405
	0.000567
	0.00827

	PIN3100-169 Nuc*
	0.00119
	0
	0.000631
	0
	RB42 Nuc
	0.000772
	0.00231
	0.000378
	0.00473

	PIN3100-169 Mt*
	0.000781
	0
	0.000512
	0
	GL76 Nuc
	0
	0
	0
	0

	GL45 Nuc
	0.000826
	0.000826
	0.000548
	0.00124
	RB75 Nuc
	0
	0
	0
	0


*Samples for which TS1>TS2.
Figure S2 - Correlations between age (in years B.P.) and TS1 rates, TS2 rates, TSH rates, and TS2/TS1 ratios, respectively. Colors and symbols as in figure S1. A) Correlation between TS1 rate and age for nuDNA and mtDNA sequences combined (ρ=0.15, p=16%). B) Correlation between TS2 rate and age for nuDNA and mtDNA sequences combined (p=0.14, p=17%). C) Correlation between TSH rate and age for nuDNA and mtDNA sequences combined (ρ=0. 29, p=2.3%). D) Correlation between TS2/TS1 ratio and age for nuDNA and mtDNA sequences combined (ρ= –0.15, p=2.1%). 
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Figure S3 - Transition bias for the different DNA polymerase enzymes used. The two types of transitions (atgc-corrected) per nucleotide are plotted against the types of polymerase used. The numeric value 1 represents Platinum Taq High Fidelity, 2 represents AmpliTaq Gold and 3 represents Unknown Taq. The first graph shows Transition type 1 (TS1) and the second shows Transition type 2.
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Figure S4 - Woolly rhinoceros mitochondrial 12S rRNA clones (PIN 3342-103). C.s = Ceratotherium simum (Y07726), C.a (ref)= Coelodonta antiquitatis (ORLANDO et al. 2003) C.a= Coelodonta antiquitatis consensus sequence from this study. D=direct sequence, C=Clone sequence (sample.extraction.clone-number). -=Indels, .=identity, ?= missing data. Num=Nuclear insert. Chi=chimera. Nucleotide positions are numbered according to Ceratotherium simum (Y07726)
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>C_s      ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~CA~~AAGGTTTGGTCCTGGCCTTTCTATTGATTGTTAGTAAAATTACACATGCAAGCATCCGCGCCCTAGTGAAAATGCCCTCTAAATCACCC--CTAACGATTAAAAGGAGCAGGTATCAAGCACACTAA~AACAGTAGCTCACAACAC

>21pheF   AAAGCAAGGCATTGAAAATGCCTAGATGA

>C_a      .............................GCTTACTAGCTCCATAAACA....T...................T....A...A.........C............T....A.....C.....G...............G.TTCTTC................G....................................

>C_a_ref  ......................TAGACGAGCTTACTAGCTCCATAAACA....T...................T....A.............C............T....A.....C.....G...............G.TTCTTC................G....................................

>D1.1     .............................GCTTACTAGCTCCATAAACA~~..~~~~~~~~~~~~~~~~~~~.T....A...A.........C............T....A.....C.....G...............G.TTCTTC................G....................................

>C1.2.1   .............................GCTTACTAGCTCCATAAACA....T.....N.............T....A...A.........C............T....A.....C.....G...............G.TTCTTC................G....................................

>C1.2.2   .............................GCTTACTAGCTCCATAAACA....T...................T....A...A......G..C............T....A.....C.....G...............G.TTCTTC................G....................................

>C1.2.3   .............................GCTTACTAGCTCCATAAACA....T........G..........T....A...A.........C...G........T....A.....C.....G...............G.TTCTTC................G....................................

>C1.2.4   .............................GCTTACTAGCTCCATAAACA....T...................T....A...A.........C............T....A.....C.....G...............G.TTCTTC................G....................................
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>C_s      CTTGCTCAACCACGCCCCCACGGGAGACAGCAGTGATAAAAATTAAGCAATAAACGAAAGTTTGACTAAGTTATACTAAACAGAGTTGGTAAATTTCGTGCCAGCCACCGCGGCCATACGATTAACCCAAATTAATAGAACTTCGGCGTAAAGCGTGTCAAAGATAC~GACCACAAATAAAGTTAAAACC-CAATTGAGC

>C_a      .............A...........A..........C.................T.........................T..G.............................T...........................C............A.........C.TCA...TT..............TA~T....A...

>C_a_ref  .............A...........A..........C.................T.........................T..G.............................T...........................C......................C.TCA...TT..............TA~T....A...

>D1.1     .............A...........A..........C.................T.........................T..G.............................T...........................C............A.........C.TCA...TT..............TA~T....A...

>C1.2.1   .............A...........A..........C.................T.........................T..G.............................T........................G..C............A.........C.TCA...TT..............TA~T....A...

>C1.2.2   .............A...........A..........C............G....T.........................T..G.............................T...........................C............A.........C.TCA...TT..............TA~T....A...

>C1.2.3   .............A...........A..........C.................T.........................T..G.............................T...........................C............A.........C.TCAG..TT..............TA~T....A...

>C1.2.4   .............A...........A..........C.................T.........................T..G.....N.......................T...........................C............A.........C.TCA...TT..............TA~T....A...
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>C_s      TGTAAAAAGCTACAACCAAAAT~AAAATAGACTACGAAAGTGACTTTAATACAACCGCCCACACGACAGCTAGGACCCAAACTGGGATTAGATACCCCACTATGCCTAGCCTTAAACCTAAATAATTT~CTCCAACAAAATTATTCGCCAGAGTACTACTAGCAACAGCCTAAAACTCAAAGGACTTGGCGGTGCTTTAT

>C_a      ................A....C.......A..................G..TGTT.A...............A................................T.....C.....T.........CTTCT....................................................................

>C_a_ref  ................A....C.......A..................G..TGTT.A..T............A................................T.....C.....T.........CTTCT....................................................................

>D1.1     ................A....C.......A..................G..TGTT.A...............A................................T.....C.....T.........CTTCT...............................TT...................................

>C1.2.1   ................A....C.......A..................G..TGTT.A...............A................................T.....C.....T.........CTTCT....................................................................

>C1.2.2   ................A....C.......A..................G..TGTT.A...............A................................T.....C.....T....C....CTTCT....................................................................

>C1.2.3   ................A....CC......A..................G..TGTT.A...............A................................T.....C.....T.........CTTCT...............................G....................................

>C1.2.4   ...........
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>C_s      ATCCCCCTAGAGGAGCCTGTTCCATAACCGATAAACCCCGATAAACCCCACCAACCCTTGCTAATTCAGCCTATATACCGCCATCTTCAGCAAACCCTAAAAA-GGAAC-----TAAA------GTAAGCACAAGTATAAAACATAAAAACGTTAGGTCAAGGTGTAGCTTATGGGATGGAGAGAAATGGGCTACATTT

>C_a      ...........................................G...TT....T......................................................................................G....................................C.....................

>C_a_ref  ...............................................TT....T......................................................................................G....................................C.....................

>D1.1     ..................

>C1.2.1   ...........................................G...TT....T........

>C1.2.2   ...........................................G...TT....T........

>C1.2.3   .....................T.....................G...TT....T........

>C1.2.4   

>684-12sR ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~AATTCAGCCTATATACCGCC

>650-12sF ~~~~~~~~~~~~~~~~~~~~~~~~~~~CCGATAAACCCCGATAAACC

>D1.1     ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~TT....T.......................................................................................G....................................C.....................

>C1.2.1   ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~TT....T.....................................G.................................................G.................T..................C.....................

>C1.2.2   ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~TT....T...................................................................................G...G....................................C.....................

>C1.2.3   ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~TT....T.......................................................................................G........~...........................C.....................

>C1.2.4   ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~TT....T.......................................................................................G........~...........................C.....................

>C1.2.5   ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~......N.........................................G....................................C.....................

>C1.2.6num~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~T......T..........A.............A.T..........................TTATAG...GCATATG...........A...T.GG.........A...........................................G...

>C1.2.7chi~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~TT....T.........................A.T..........................TTATAG...GCATATG...........A...T.GG....G....A.............................A.................
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>C_s      TCTATTTTAAGAACAACAATTACCCAAACGAAGGTTTTTATGAAACCAAAAACTAAAGGAGGATTTAGCAGTAAATTAAGAATAGAGAGCTTAATTGAACCAGGCCATAAAGCAC~GCACA~CACCGCCC~~~~GTCACCCTCCTTAAATACCCC~GAGCCACAA~~CACAACATATTAACTACGCATTACACGTATAA

>C_a      ......A.............C...........A.CC..........T...G................................................T.....................................................A.TA.A...A.~.C..T..T........ACACA~...A........

>C_a_ref  ......A.............C...........A.CC..........T...G................................................T.....................................................A.TA.A...A...C..T..T........ACACA~...A........

>D1.1     ......A.............C...........A.CC..........T...G................................................T.....................................................A.TA.A...A.~.C..T..T........~..A.....A........

>C1.2.1   ......A.............C...........A.CC..........T...G................................................T..........G..........................................A.TA.A...A.~.C..T..T........~..A.....A........

>C1.2.2   ......A.............C...........A.CC..........T...G................................................T..........G........................................T.A.TA.A...A.~.C..T..T.....G..~..A.....A........

>C1.2.3   ......A.............C...........A.GC..........T...G................................................T.....................................................A.TA.A...A.~.C..T..T........~..A.....A........

>C1.2.4   ......A.............C...........A.GC..........T...G................................................T.....................................................A.TA.A...A.~.C..T..T........~..A.....A........

>C1.2.5   ......A.............C...........A.CC..........T...G................................................T.............NNN.NN..N.NNN.NNN.......................A.TA.A...A.~.C..T..T........~..A.....A........

>C1.2.6num...............TT..A.TA.GTG~~~~.A..C.........TT...G.................T.......~.....G...........C....TT...TGG.T..CTGAA.........ACA..ACCT...........C....TT.~ATA.A..TGC..AT.G...TG.....T~..AT....A.T......

>C1.2.7chi......A.........................A..C..........T...G................................................T...................................................T.A.TA.A...A...C..T...........~..A.....A........
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>C_s      AAGGAGACAAGTCGTAACAAGGTAAGCGTACTGGAAAGTGCGCTTGGACAAT

>C_a      ................................................T...~CAAAG.GTAGCTTAAATAAAGCACCTA

>C_a_ref  ....................................................~CAAAG.GTAGCTTAAATAAAGCACCTAGTTTACAC

>D1.1     ...............................................

>C1.2.1   ................................................T...~CAAAG.GTAGC~TTAAATAAAGCACCTA

>C1.2.2   ................................................T...~CAAAG.GTAGC~TTAAATAAAGCACCTA

>C1.2.3   ............G...................................T...~CAAAG.GTAGC~TTAAATAAAGCACCTA

>C1.2.4   ............G...................................T...~CAAAG.GTAGC~TTAAATAAAGCACCTA

>C1.2.5   ................................................T...~CAAAG.GTAGCNTTAAATAAAGCACCTA

>C1.2.6numG.A........................A............GAG.....T..ACCAAAG.GTAGC~TTAAACAAAGCACCTA

>C1.2.7chi........G.......................................T...~CAAAG.GTAGC~TTAAATAAAGCACCTA

>1085valR ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~GCTTACACCCAGGAGATTTCA

Figure S5- Woolly rhinoceros mitochondrial cytochrome b clones (PIN 3342-103). C.s = Ceratotherium simum (Y07726), C.a (ref)= Coelodonta antiquitatis (ORLANDO et al. 2003) and C.a= Coelodonta antiquitatis consensus sequence from this study). D=direct sequence, C=Clone sequence (sample.extraction.clone-number). Ox = Independent replicated samples. -=Indels, .=identity, ?= missing data. Nucleotide positions are numbered according to Ceratotherium simum (Y07726).
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>C_s          ------------------------------------------------ATGACTAACATCCGTAAATCCCACCCACTAATCAAAATTATCAACCACTCATTCATCGATCTGCCCACCCCATCAAACATCTCA-GCCTGGTGAAATTTTGGCTCCCTGCTAGGA-ATCTGCTTAATCTTACAAATTCTAACCGGACTATTC

>C_a_(ref)    ------------------------------------------------..............C............................................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>C_a          -------------------------GTATTTCAACTTCAAGAACACTA..............C............................................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>14228glu-2f  ACCAATGACATGAAAAATCATCGTT

>D1.1         -------------------------GTATTTCAACTTCAAGAACACTA..............C............................................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>C1.2.1       -------------------------GTATTTCAACTACAAGAACACTA..............C............................................C..A....TT................T....A.....C..C........AT............C.G...C.......CT..............

>C1.2.2       -------------------------GTATTTCAACTACAAGAACACTA..............C............................................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>C1.2.3       -------------------------GTATTTCAACTACAAGAACACTA..........N...C.T..........................................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>C1.2.4       -------------------------GTATTTCAACTACAAGAACACTA..............C............................................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>C1.2.5       -------------------------GTATTTCAACTACAAGAACACTA..............C.......................C....................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>C1.2.6       -------------------------GTATTTCAACTACAAGAACACTA..............C............................................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>14279cybF    --------------------------------------------ACCAATGACATGAAAAATCATCGTT

>C1.1.7-12ox  ----------------------------------------------------------------------......................T..............C..A......................T....A.....C..C.......CAT............C.G...C.......CT..............

>C1.1.13-20ox ----------------------------------------------------------------------.....................................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>C1.1.21ox    ----------------------------------------------------------------------.....................................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>C1.1.22ox    ----------------------------------------------------------------------.....................................C..A......................T....A.....C..C........AT............C.G...C.......CT....T.........

>C1.1.23-26ox ----------------------------------------------------------------------.....................................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>C1.1.27      ----------------------------------------------------------------------.......T..................N..NNNNNNNNC..A.....................G.....A.N...C..C........AT............C.G...C.......CT..............

>C1.1.28      ----------------------------------------------------------------------.............G.......................C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>C1.1.29      ----------------------------------------------------------------------.............................NNNN....C..A......................T....A.....C..C........AT............C.G...C.......CT..............

>C1.1.30      ----------------------------------------------------------------------.............................NNTTN...C..A......................T....A.....C..C........AT.....N......C.G...CA......CT..............

>C1.1.31      ------------------------------------------------------------------------------------------------------------------------------------------------------------------------~AC.G...C.......CT..............
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Figure S6 - Woolly rhinoceros nuclear 12S rRNA pseudogene (PIN 3342-103). Positions are given according to Diceros bicornis 12S rRNA pseudogene GenBank sequence (AJ404858). Dots represent identity to the top sequence and – represent insertion/deletion events. 
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Figure S7 - Woolly rhinoceros mitochondrial 12S rRNA clones (PIN3100-169). Dots represent identity to the top sequence and – represent insertion/deletion events. 
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Figure S8- Woolly rhinoceros nuclear 12S rRNA pseudogene (PIN3100-169). Dots represent identity to the top sequence. 
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Figure S9 - Moa mitochondrial D-loop clones (Moa237). Positions are given according to Dinornis giganteus mitochondrial GenBank sequence AY016013. Dots represent identity to the top sequence and – represent non-sequenced nucleotides. 

 

           222222222222222222223333333333333333333333333333333333333333333333333333333333333333333333

           888888888899999999990000000000111111111122222222223333333333444444444455555555556666666666

           012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>consensus CCCATCTAACCATCCAATGCAATCAGACACGTTTCCCTTGTTCCCCTCTCGTAACACTAAAGTATCCACAATCTCAGGGTGATCGAAAGC

>a8_237    ------------------------------------------------------------------------------------------

>C8_237    ------------------------------------------------------------------------------------------

>E8_237    ------------------------------------------------------------------------------------------

>H8_237    ------------------------------------------------------------------------------------------

>G8_237    ------------------------------------------------------------------------------------------

>B8_237    ------------------------------------------------------------------------------------------

>D8_237    ------------------------------------------------------------------------------------------

>f4_237    ..........................................................................................

>g4_237    ..........................................................................................

>d4_237    ..........................................................................................

>h4_237    ..........................................................................................

>e4_237    ..........................................................................................

>c4_237    ..........................................................................................

>b4_237    ..........................................................................................

>a4_237    ..........................................................................................

 

 

           333333333333333333333333333333444444444444444444444444444444444444444444444444444444444444

           777777777788888888889999999999000000000011111111112222222222333333333344444444445555555555

           012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>consensus CCATAACTCTATCACTTATACACCTAAAGTGCACACAGAACGGGGTAAGGTACTAAGGCCCTCGGCGAAGACTGACTAGAAGCATAAATT

>a8_237    -----------------------------------------------------------------------------------.......

>C8_237    -----------------------------------------------------------------------------------.......

>E8_237    -----------------------------------------------------------------------------------.......

>H8_237    -----------------------------------------------------------------------------------.......

>G8_237    -----------------------------------------------------------------------------------.......

>B8_237    -----------------------------------------------------------------------------------.......

>D8_237    -----------------------------------------------------------------------------------.......

>f4_237    ..........................................................................................

>g4_237    ..........................................................................................

>d4_237    ........T..............T.................................A................................

>h4_237    ..........................................................................................

>e4_237    ..........................................................................................

>c4_237    ..........................................................................................

>b4_237    ..........................................................................................

>a4_237    ..........................................................................................

 

 

           444444444444444444444444444444444444444455555555555555555555555555555555555555555555555555

           666666666677777777778888888888999999999900000000001111111111222222222233333333334444444444

           012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>consensus TATAGCTCGGACATAATTCTAACCCGTACTGTTCAAATCTCGCTTAATCCCTATTTCTCGTATACAAAATTCCTATGCAGTGCTCTAAGG

>a8_237    ..........................................................................................

>C8_237    ..........................................................................................

>E8_237    ................C.........................................................................

>H8_237    ................C.........................................................................

>G8_237    ..........................................................................................

>B8_237    ..........................................................................................

>D8_237    ..........................................................................................

>f4_237    ........................------------------------------------------------------------------

>g4_237    ........................------------------------------------------------------------------

>d4_237    ........................------------------------------------------------------------------

>h4_237    ........................------------------------------------------------------------------

>e4_237    ........................------------------------------------------------------------------

>c4_237    ........................------------------------------------------------------------------

>b4_237    ........................------------------------------------------------------------------

>a4_237    ........................------------------------------------------------------------------

 

 

           555555555555555555555555555555555555555555555555556666666666666666666666666666666666666666

           555555555566666666667777777777888888888899999999990000000000111111111122222222223333333333

           012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>consensus TCTAAACCTCTAAGTCCCCCATCCATGCTCCCCCACGGGGATATGATCCCTGGTATCAGATGGATTTCTTGATTCCCCCCCTCACGAGAA

>a8_237    ..........................................................................................

>C8_237    ..........................................................................................

>E8_237    ..........................................................................................

>H8_237    ..........................................................................................

>G8_237    ..........................................................................................

>B8_237    ..........................................................................................

>D8_237    ..........................................................................................

>f4_237    ------------------------------------------------------------------------------------------

>g4_237    ------------------------------------------------------------------------------------------

>d4_237    ------------------------------------------------------------------------------------------

>h4_237    ------------------------------------------------------------------------------------------

>e4_237    ------------------------------------------------------------------------------------------

>c4_237    ------------------------------------------------------------------------------------------

>b4_237    ------------------------------------------------------------------------------------------

>a4_237    ------------------------------------------------------------------------------------------

 

           66666666666666

           44444444445555

           01234567890123

>consensus ACCAGCAACCCCGT

>a8_237    ..............

>C8_237    ..............

>E8_237    ..............

>H8_237    ..............

>G8_237    ..............

>B8_237    ..............

>D8_237    ..............

>f4_237    --------------

>g4_237    --------------

>d4_237    --------------

 

Figure S10 - Moa nuclear kw1 clones (Moa237). Positions are given according to the emu sequence shown in Fig. 15. Dots represent identity to the top sequence and – represent insertion/deletion events. 
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Figure S11- Moa mitochondrial D-loop clones (Moa660) Positions are given according to Dinornis giganteus mitochondrial GenBank sequence AY016013.               
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Figure S12 - Moa nuclear kw1 clones (Moa660). Clones are aligned with a modern emu sequence. TBXXX-XX_600 are independent replicated sequences. Dots represent identity to the top sequence and undetermined nucleotides. 
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Figure S13 - Moa mitochondrial D-loop clones. (Moa716). Positions are given according to Dinornis giganteus mitochondrial GenBank sequence AY016013. Dots represent identity to the top sequence and – represent undetermined nucleotides. 
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Figure S14 - Moa nuclear kw1 clones (Moa716). Positions are given according to the emu sequence shown in figure S4-2b. Dots represent identity to the top sequence and – represent insertion/deletion events. 
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Figure S15 - Moa mitochondrial d-loop clones (Moa799). Positions are given according to Dinornis giganteus mitochondrial GenBank sequence AY016013. Dots represent identity to the top sequence and – represent undetermined nucleotids. 
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Figure S15 - Moa nuclear kw1 clones (Moa716). Positions are given according to the emu sequence shown in figure S4-2b. Dots represent identity to the top sequence and – represent insertion/deletion events. 
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Figure S16 - Siberian mammoth mitochondrial cytochrome b clones. (Mp-Siberia). Positions are given according to Mammuthus primigenius GenBank sequence D50842. Dots represent identity to the top sequence. 
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Figure S17- Alaskan mammoth mitochondrial cytochrome b clones (Mp-Alaska8460). Positions are given according to Mammuthus primigenius GenBank squence D50842. Dots represent identity to the top sequence. 
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Figure S18- Alaskan mammoth mitochondrial cytochrome b clones (Mp-Alaska8460). Positions are given according to Mammuthus primigenius GenBank squence D50842. Dots represent identity to the top sequence and – represent insertion/deletion events. 
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>Consensus TATTTTCTTCCTCTGCCTATAC-ACACACATT-GGACGAAACATCTACTATGGGTCCTACCTATACTCGGAAACCTGAAATACCGGCATT

>clone1b   ..........................................................................................

>clone2b   .....................T....T..............T...................................T............

>clone3b   ...................................................AAAA...................................

>clone4b   ..........................T.T.............................................................

>clone5b   ......................................................................................H...

>clone6b   ............................--............................................................

>clone7b   ......................N.........T...............C.........................................

>clone8b   ..........................................................................................

           33333333333333333333333333333333333333333

           55555555666666666677777777778888888888999

           23456789012345678901234567890123456789012

>Consensus TATACTACTACTAATCACCATAGCCACCGCCTTCATAGGAT

>clone1b   ..C......................................

>clone2b   .........................................

>clone3b   .........................................

>clone4b   .........................................

>clone5b   .................T.......................

>clone6b   .........................................

>clone7b   ...........................T.............

>clone8b   .........................................

Figure S19 - Pig mitochondrial D-loop clones (GL45). Dots represent identity to the top sequence.
                             1         2         3         4         5         6         7   

                   01234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL45_Indo_G1_SP54 GCTGAAATTCTAACTAAACTATTCCCTGCAACCAAAACAAGCATTCCATTCGTATGCAAACCAAAACGCCAAGTACTTAA

>GL45_Indo_F1_SP54 .........................................T.............A........................

>GL45_Indo_H1_SP54 ................................................................................

>GL45_Indo_A1_SP54 ........................A.......................................................

>GL45_Indo_B1_SP54 ................................................................................

>GL45_Indo_D1_SP54 ................................................................................

                                       1

                   8         9         0         1         2         3         4         5         

                   01234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL45_Indo_G1_SP54 TTACTATCTTTAAAACAAAAAAACCCATAAAAATTCCGCACAAACATACAAATATGCGACCCCAAAAATTTAACCATTAA

>GL45_Indo_F1_SP54 ................................................................................

>GL45_Indo_H1_SP54 ................................................................................

>GL45_Indo_A1_SP54 ................................................................................

>GL45_Indo_B1_SP54 ................................................................................

>GL45_Indo_D1_SP54 ................................................................................

                                                           2

                   6         7         8         9         0         1

                   012345678901234567890123456789012345678901234567890123

>GL45_Indo_G1_SP54 AAACCAAAAAATTTAATATATTATAGCCCTATGTACGTCGTGCATTAATTGCTA

>GL45_Indo_F1_SP54 ......................................................

>GL45_Indo_H1_SP54 ......................................................

>GL45_Indo_A1_SP54 ......................................................

>GL45_Indo_B1_SP54 .G....................................................

>GL45_Indo_D1_SP54 ......................................................

Figure S20 - Pig nuclear CD45 clones (GL45). The first sequence represents 7 identical clones. Dots represent identity to the top sequence.
                                   1         2         3         4         5         6         7   

                         01234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL45_Indo_ABCDEFG8_SP54 GTGAACTACACTTACACTTACAATGAGAACAGTAAAACATACAGTGTAATGTTTGCATCTGACGTCCAGTGTGACTCCCA

>GL45_Indo_H8_SP54       ......................................G.........................................

                                             1

                         8         9         0         1         2         3         4         5         

                         01234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL45_Indo_ABCDEFG8_SP54 AGACTGTGCAAAGATGCTCCAGAACCTACAGGAATGTGAACATAGGACTGTTAACCTATCCCATAGTTCATGTGTTCCTC

>GL45_Indo_H8_SP54       ...............A................................................................

                         6         7

                         0123456789012

>GL45_Indo_ABCDEFG8_SP54 CTTTTAAACAAAT

>GL45_Indo_H8_SP54       .............

Figure S21- Pig mitochondrial D-loop clones (GL76. Dots represent identity to the top sequence.

                       1         2         3         4         5         6         7         8  

             012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL76 PNG B4 GCTGAAATTCTAACTAAACTATTCCCTGCAACCAAAACAAGCATTCCATTCGTATGCAAACCAAAACGCCAAGTACTTAATTACTATCTT

>GL76 PNG E4 ..........................................................................................

>GL76 PNG H4 ..........................................................................................

>GL76 PNG F4 ..........................................................................................

>GL76 PNG A4 .........T.......................................................G........................

>GL76 PNG C4 ..........................................................................................

>GL76 PNG D4 ...........................................................................T..............

>GL76 PNG G4 ............................................................T.............................

                       1

             9         0         1         2         3         4         5         6         7   

             012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL76 PNG B4 TAAAACAAAAAAACCCATAAAAATTGCGCACAAACATACAAATATGCGACCCCAAAAATTTAACCATTAAAAACAAAAAATTTAATATAT

>GL76 PNG E4 ..........................................................................................

>GL76 PNG H4 ..........................................................................................

>GL76 PNG F4 ....................................................T.....................................

>GL76 PNG A4 ......................................T...................................................

>GL76 PNG C4 ..........................................................................................

>GL76 PNG D4 ..........................................................................................

>GL76 PNG G4 ..................................................Y.......................................

                                 2

             8         9         0         1

             012345678901234567890123456789012

>GL76 PNG B4 TATAGCCCTATGTACGTCGTGCATTAATTGCTA

>GL76 PNG E4 ..............................T..

>GL76 PNG H4 .................................

>GL76 PNG F4 .................................

>GL76 PNG A4 .................................

>GL76 PNG C4 .................................

>GL76 PNG D4 .................................

>GL76 PNG G4 .................................

Figure S22 - Pig nuclear CD45 clones (GL76). The clone sequence represents 8 identical clones.
                                   1         2         3         4         5         6         7   

                         01234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL76_PNG_ABCDEFGH9_SP54 GTGAACTACACTTACACTTACAATGAGAACAGTAAAACATACAGTGTAATGTTTGCATCTGACGTCCAGTGTGACTCCCA

                                             1

                         8         9         0         1         2         3         4         5         

                         01234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL76_PNG_ABCDEFGH9_SP54 AGACTGTGCAAAGATGCTCCAGAACCTACAGGAATGTGAACATAGGACTGTTAACCTATCCCATAGTTCATGTGTTCCTC

                         6         7

                         0123456789012

>GL76_PNG_ABCDEFGH9_SP54 CTTTTAAACAAAT

Figure S23 - Pig mitochondrial D-loop clones (GL55). Dots represent identity to the top sequence.

                          1         2         3         4         5         6         7         8  

                012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL55 Turkey C2 GCTGAAATTCTAACTAAACTATTCCCTGCAACCAAAACAAGCATTCCATTCGTATGCAAACCAAAACGCCAAGTACTTAATTACTATCTT

>GL55 Turkey A2 ..........................................................................................

>GL55 Turkey H2 ..........................................................................................

>GL55 Turkey G2 ..........................................................................................

>GL55 Turkey E2 ..........................................................................................

>GL55 Turkey F2 ..........................................................................................

                          1

                9         0         1         2         3         4         5         6         7   

                012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL55 Turkey C2 TAAAACAAAAAAACCCATAAAAATTGCGCACAAACATACAAATATGCGACCCCAAAAATTTAACCATTGAAAACCAAAAAATCTAATATA

>GL55 Turkey A2 ..........................................................................................

>GL55 Turkey H2 ..........................................................................................

>GL55 Turkey G2 ..........................................................................................

>GL55 Turkey E2 ..........................................................................................

>GL55 Turkey F2............................................C..............................................

                                    2

                8         9         0         1

                0123456789012345678901234567890123

>GL55 Turkey C2 TTATAGCCCTATGTACGTCGTGCATTAATTGCTA

>GL55 Turkey A2 ..................................

>GL55 Turkey H2 ..................................

>GL55 Turkey G2 ...............T..................

>GL55 Turkey E2 ..................................

>GL55 Turkey F2...................................

Figure S24 - Pig nuclear CD45 clones (GL55). Dots represent identity to the top sequence.

                           1         2         3         4         5         6         7         8  

                 012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL55 Turkey F11 GTGAACTACATTTACACTTACAATGAGAACAGTAAAACATACAGTGTAATGTTTGCATCTGACGTCCAGTGTGACTCCCAAGACTGTGCA

>GL55 Turkey H11 ..........C...........................................................A...................

>GL55 Turkey C11 ..-.......C...............................................................................

>GL55 Turkey E11 ..........................................................................................

>GL55 Turkey D11  .........................................................................................

>GL55 Turkey A11 ..........C...........................................................A...................

                           1

                 9         0         1         2         3         4         5         6         7    

                 01234567890123456789012345678901234567890123456789012345678901234567890123456789012

>GL55 Turkey F11 AAGATGCTCCAGAACCTACAGGAATGTGAACATAGGACTGTTAACCTATCCCATAGTTCATGTGTTCCTCCTTTTAAACAAAT

>GL55 Turkey H11 ...................................................................................

>GL55 Turkey C11 .......................................................................C...........

>GL55 Turkey E11 ...................................................................................

>GL55 Turkey D11 ...................................................................................

>GL55 Turkey A11 ...................................................................................

Figure S25 - Pig nuclear CD45 clones (GL71). Dots represent identity to the top sequence.

                           1         2         3         4         5         6         7         8  

                 012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL71b France C7 GTGAACTACATTTACACTTACAATGAGAACAGTAAAACATACAGTGTAATGTTTGCATCTGACGTCCAGTGTGACTCCCAAGACTGTGCA

>GL71b France H7 ............................................C.............................................

>GL71b France F7 ..........C...............................................................................

>GL71b France A6 ..............T........................................T.....................T............

>GL71b France B6 ...........................G..............................................................

>GL71b France G7 ..........................................................................................

>GL71b France E7 ..........................................................................................

>GL71b France D7 ................T....................T....................................T...............

                           1

                 9         0         1         2         3         4         5         6         7    

                 01234567890123456789012345678901234567890123456789012345678901234567890123456789012

>GL71b France C7 AAGATGCTCCAGAACCTACAGGAATGTGAACATAGGACTGTTAACCTATCCCATAGTTCATGTGTTCCTCCTTTTAAACAAAT

>GL71b France H7 ...................................................................................

>GL71b France F7 ...................................................................................

>GL71b France A6 ..........................................................T........................

>GL71b France B6 ...................................................................................

>GL71b France G7 ...................................T........................................G......

>GL71b France E7 ...................................................................................

>GL71b France D7 ...................................................................................
Figure S26 - Pig nuclear CD45 clones (GL71). Dots represent identity to the top sequence.

                          1         2         3         4         5         6         7         8  

                012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL71 France E3 GCTGAAATTCTAACTAAACTATTCCCTGCAACCAAAACAAGCATTCCATTCGTATGCAAACCAAAACGCCAAGTACTTAATTACTATCTT

>GL71 France D3 ..........................................................................................

>GL71 France F3 .A........................................................................................

>GL71 France G3 .M........................................................................................

>GL71 France B3 ..........................................................................................

>GL71 France C3 ..........................................................................................

>GL71 France A3 ..........................................................................................

                          1

                9         0         1         2         3         4         5         6         7   

                012345678901234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL71 France E3 TAAAACAAAAAAACCCATAAAAATTGCGCACAAACATACAAATATGTGACCCCAAAAATTTTACCATTGAAAACCAAAAAATCTAATATA

>GL71 France D3 ......................................T...................................................

>GL71 France F3 ..........................................................................................

>GL71 France G3 ..........................................................................................

>GL71 France B3 ..........................................................................................

>GL71 France C3 ..........................................................................................

>GL71 France A3 ..........................................................................................

                                    2

                8         9         0         1

                0123456789012345678901234567890123

>GL71 France E3 CTATAACCCTATGTACGTCGTGCATTAACTGCTA

>GL71 France D3 ..................................

>GL71 France F3 ..................................

>GL71 France G3 ..................................

>GL71 France B3 ..................................

>GL71 France C3 ..................................

>GL71 France A3 ..................................

Figure S27 - Pig mitochondrial D-loop clones (GL92). The first sequence represents 7 identical clones. Dots represent identity to the top sequence.
                                1         2         3         4         5         6         7   

>GL92 CelebN ABCDEGH5 01234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL92 CelebN F5       GCTGAAATTCTAACTAAACTATTCCCTGTAACCAAAATCAAACATTCCATTCGTATGCAAACCAAAACGCCAAGTACCTA

>GL92 CelebN ABCDEGH5 ................................................................................

                                          1

                      8         9         0         1         2         3         4         5         

>GL92 CelebN ABCDEGH5 01234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL92 CelebN F5       ATTACTATCCTTAAAACAAAAAAACCCATAAAAATTCCGCACAAACATACAAATATGCGACCCYAAAAATTTAACTATTA

>GL92 CelebN ABCDEGH5 ...............................................................C................

                                                              2

                      6         7         8         9         0         1

>GL92 CelebN ABCDEGH5 0123456789012345678901234567890123456789012345678901234

>GL92 CelebN F5       AAAACCAAAAAATTTAATATATTATAGCCTTATGTACGTCGTGCATTAACTGCTA

>GL92 CelebN ABCDEGH5 .............................C.........................

Figure S28 - Pig nuclear CD45 clones (GL92). Sequence 2 represents 5 identical clones. Dots represent identity to the top sequence.

                             1         2         3         4         5         6         7   

                   01234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL92 Celeb EH7    GTGAACTACACTTACACTTACAATGAGAACAGTAAAACATACAGTGTAATGTTTGCATCTGACGTCCAGTGTGACTCCCA

>GL92 Celeb ABDFG7 ................................................................................

                                       1

                   8         9         0         1         2         3         4         5         

                   01234567890123456789012345678901234567890123456789012345678901234567890123456789

>GL92 Celeb EH7    AGACTGTGCAAAGATGCTCCAGAACCTACAGGAATGTGAACATAGGACTGTTAACCTATCCCATAGTTCATGTATTCCTC

>GL92 Celeb ABDFG7 .........................................................................G......

                   6         7

                   0123456789012

>GL92 Celeb EH7    CTTTTAAACAAAT

>GL92 Celeb ABDFG7 .............

Figure S29 - Lion nuclear ATP8 pseudogene clones (RB44). Dots represent identity to the top sequence. 

               1          11         21         31         41         51        

               |          |          |          |          |          |         

RB44_clone9D6  AACCTGATTC ATTACCATTA TTTCAATAAT TATAACGCTA TTTATTGTAT TTCAACTAAA

RB44_ECloneA10 .......... .......... .......... .........R .......... ..........

RB44_ECloneB10 .......... .......... .......... .......... .......... ..........

RB44_ECloneE9  .......... .......... .......... .......... .......... ..........

RB44_ECloneF10 .......... .......... .......... .......... .......... ..........

RB44_ECloneD9  .......... .......... .......... .......... ......... ..........

RB44_ECloneC9  .......... .......... G......... .......... .......... ..........

               61         71         81         91         101        111       

               |          |          |          |          |          |         

RB44_clone9D6  AATCTCAAAA CACTTATACC CGTCGGGCCC GGAGCCTAAA TCTACAGCTG CACTAAAACA

RB44_ECloneA10 .......... .......... .......... .......... .......... ..........

RB44_ECloneB10 ......T... .......... .......... .......... .......... ..........

RB44_ECloneE9  .......... .......... .......... .......... .......... ..........

RB44_ECloneF10 .......... .......... .......... .......... .......... ..........

RB44_ECloneD9  .......... .......... .......... .......... .......... ..........

RB44_ECloneC9  .......... .......... .......... .......... .......... ..........

               121        131        141   

               |          |          |   

RB44_clone9D6  ACCTAATCCT TGAGAAAAAA AAT

RB44_ECloneA10 .......... .......... ...

RB44_ECloneB10 .......... .......... ...

RB44_ECloneE9  .......... .......... ...

RB44_ECloneF10 .......... .......... ...

RB44_ECloneD9  .......... .......... ...

RB44_ECloneC9  .......... .......... ...

Figure S30 - Lion mitochondrial ATP8 clones (RB44). Dots represent identity to the top sequence.

               1          11         21         31         41         51        

               |          |          |          |          |          |         

RB44_ECloneF9  AACCTGATTC ATCACTATTA TTTCCATAAT TATAACACTG TTTATTATAT TTCAACTAAA

RB44_ECloneH10 .......... .......... .......... .......... .......... ..........

RB44_ECloneB9  .......... .......... .......... ......R... ......R... ..........

RB44_ECloneH9  .......... .......... .......... .......... .......... ..........

RB44_ECloneG9  .......... .......... .......... .......... .......... ..........

RB44_ECloneG10 ..T....... .......... .......... .......... .......... ..........

RB44_ECloneA9  .......... .......... .......... .......... .......... ..........

RB44_ECloneD10 .......... .......... .......... .......... .......... ........G.

RB44_ECloneE10 .......... .......... .......... .......... .......... ..T.......

RB44_ECloneC10 .......... .......... .......... .......T.. .......... ..........

RB44_clone9H8  .......... .......... .......... .......... .......... ..........

RB44_clone9H10 .......... .......... .......... .......... .......... ..........

RB44_clone9D4  .......... .......... .......... .......... .......... ..........

RB44_clone9H11 .......... .......... .......... .......... .......... ..........

RB44_clone9H12 .......... .......... .......... .......... .......... ..........

RB44_clone9H9  .......... .......... .......... .......... .......... ........G.

RB44_clone9D3  .......... .......... .......... .......... .......... ........G.

RB44_clone9D2  .......... .......... .......... .......... .......... ..........

RB44_clone9D5  .......... .......... .......... .......... .......... ..........

RB44_clone9D8  .......... .......... .......... .......... .......... ........G.

RB44_clone9D10 .......... .......... .......... .......... .......... ..........

RB44_clone9D9  .......... .......... .......... .......... .......... ..........

RB44_clone9D1  .......... .......... .......... .......... .......... ..........

RB44_clone9D7  .......... .......... .......... .......... .......... ..........

               61         71         81         91         101        111       

               |          |          |          |          |          |         

RB44_ECloneF9  AATCTCAAAA TATCTGTATC CTTCAAGCCC GGAACCCAAA TCTACAGCTG CACTAAAACA

RB44_ECloneH10 .......... C.C....... .......... .......... .......... ..........

RB44_ECloneB9  .......... C.C....... ....RR.... .......... .......... ..........

RB44_ECloneH9  .......... C.C....... .......... .......... .......... ..........

RB44_ECloneG9  .......... C.C....... ......T... .......... .......... ..........

RB44_ECloneG10 .......... C.C....... .......... .......... .......... ..........

RB44_ECloneA9  .......... C.C....... .......... .......... .......... ..........

RB44_ECloneD10 .......... C.C....... .......... .......... .......... ..........

RB44_ECloneE10 .......... C.C....... .......... .......... .......... ..........

RB44_ECloneC10 .......... C.C....... .......... .......... .......... ..........

RB44_clone9H8  .......... C.C....... .......... .......... .......... ..........

RB44_clone9H10 .......... .......... .......... .......... .......... ..........

RB44_clone9D4  .......... .......... .......... .......... .......... ..........

RB44_clone9H11 .......... C.C....... .......... .......... .......... ..........

RB44_clone9H12 .......... C.C....... .......... .......... .......... ..........

RB44_clone9H9  ...T...... C.C....... .......... .......... .......... ..........

RB44_clone9D3  ...T...... C.C....... .......... .......... .......... ..........

RB44_clone9D2  .......... C.C....N.. .......... .......... .......... .N........

RB44_clone9D5  .......... C.C....... .......... .......... .......... ..........

RB44_clone9D8  .......... C.C....... .......... .......... .......... ..T.......

RB44_clone9D10 .......... C.C....... .......... .......... .......... ..........

RB44_clone9D9  .......... C.C....... .......... .......... .......... ..........

RB44_clone9D1  .......... C.C....... .......... .......... .......... ..........

RB44_clone9D7  .......... C.C....... .......... .......... .......... ..........

               121       131       141   

               |         |         |   

RB44_ECloneF9  GCCTAACCCT TGAGAAAAAA AAT

RB44_ECloneH10 .......... .......... ...

RB44_ECloneB9  .......... .......... ...

RB44_ECloneH9  .......... .......... ...

RB44_ECloneG9  ........T. .......... ...

RB44_ECloneG10 .T........ .......... ...

RB44_ECloneA9  .......... .......... ...

RB44_ECloneD10 .......... .......... ...

RB44_ECloneE10 .......... .......... ...

RB44_ECloneC10 .......... .......... ...

RB44_clone9H8  .......... .......... ...

RB44_clone9H10 .......... .......... ...

RB44_clone9D4  .......... .......... ...

RB44_clone9H11 .......... .......... ...

RB44_clone9H12 .......... .......... ...

RB44_clone9H9  .......... .......... ...

RB44_clone9D3  .......... .......... ...

RB44_clone9D2  .......... .......... ...

RB44_clone9D5  .......... .......... ...

RB44_clone9D8  .......... .......... ...

RB44_clone9D10 .......... .......... ...

RB44_clone9D9  .......... .......... ...

RB44_clone9D1  .......... .......... ...

RB44_clone9D7  .......... .......... ...

Figure S31- Lion nuclear ATP8 pseudogene clones (RB46). Dots represent identity to the top sequence.

               1          11         21         31         41         51        

               |          |          |          |          |          |         

RB46_clone6H7  AACCTGATTC ATCACTATTA TTTCCATAAT TATAACACTG TTTATTATAT TTCAACTAAA

RB46_clone6A7  .......... .......... .......... .......... .......... ..........

RB46_clone6D7  .......... .......... .......... .......... .......... ..........

RB46_clone6C7  .......... .......... .......... .......... .......... ..........

RB46_clone6F7  .......... .......... .......... .......... .......... ..........

RB46_EcloneG12 .......... .......... .......... .......... .......... ..........

RB46_EcloneD11 .......... .......... .......... .......... .......... ..........

RB46_EcloneF11 .......... .......... .......... .......... .......... ..........

RB46_EcloneA12 .......... .......... .......... .......... .......... ..........

RB46_EcloneH12 .......... .......... .......... .......... .......... ..........

RB46_EcloneA11 .......... .......... .......... .......... .......... ..........

RB46_EcloneB11 .......... .......... .......... .......... .......... ..........

RB46_EcloneC12 .......... .......... .......... .......... .......... ..........

RB46_EcloneD12 .......... .......... .......... .......... .......... ..........

               61         71         81         91         101        111       

               |          |          |          |          |          |         

RB46_clone6H7  AATCTCAAAA CACCTGTATC CTTCAAGCCC GGAACCCAAA TCTACAGCTG CACTAAAANA

RB46_clone6A7  .......... .......... .......... .......... .......... ........C.

RB46_clone6D7  .......... .......... .......... .......... .......... ........C.

RB46_clone6C7  .......... .......... .......... .......... .......... ........C.

RB46_clone6F7  .......... .......... .......... .......... .......... ........T.

RB46_EcloneG12 .......... .......... .......... .......... .......... ........C.

RB46_EcloneD11 .......... .......... .......... .......... .......... ........T.

RB46_EcloneF11 .......... .......... .......... .......... .......... ........C.

RB46_EcloneA12 .......... .......... .......... .......... .......... ........C.

RB46_EcloneH12 .......... .......... .......... .......... .......... ........T.

RB46_EcloneA11 .......... .......... .......... .......... .......... ........C.

RB46_EcloneB11 .......... .......... .......... .......... .......... ........T.

RB46_EcloneC12 .......... .......... .......... .......... .......... ........C.

RB46_EcloneD12 .......... .......... .......... .......... .......... ........C.

               121        131        141   

               |          |          |   

RB46_clone6H7  GCCTAACCCN TGAGAAAAAA AAT

RB46_clone6A7  .........T .......... ...

RB46_clone6D7  .........T .......... ...

RB46_clone6C7  .........T .......... .-.

RB46_clone6F7  .........C .......... ...

RB46_EcloneG12 .........T .......... ...

RB46_EcloneD11 .........C .......... ...

RB46_EcloneF11 .........T .......... ...

RB46_EcloneA12 .........T .......... ...

RB46_EcloneH12 .........T .......... ...

RB46_EcloneA11 .........T .......... ...

RB46_EcloneB11 .........T .......... ...

RB46_EcloneC12 .........T .......... ...

RB46_EcloneD12 .........T .......... ...


Figure S32- Lion mitochondrial ATP8 clones (RB46). Dots represent identity to the top sequence.

               1          11         21         31         41         51        

               |          |          |          |          |          |         

RB46_EcloneC11 AACCTGATTC ATTACCATTA TTTCAATAAT TATAACGCTA TTTATTGTAT TTCAACTAAA

RB46_EcloneF12 .......... .......... .......... .......... .......... ..........

RB46_EcloneH11 .......... .......... .......... C......... .......... ..........

RB46_EcloneE12 .......... .......... .......... .......... .......... ..........

RB46_EcloneB12 .......... .......... .......... .......... .......... ..........

RB46_clone6G7  .......... .......... .......... .......... .......... ..........

RB46_clone6B7  .......... .......... .......... .......... .......... ..........

               61         71         81         91         101        111       

               |          |          |          |          |          |         

RB46_EcloneC11 AATCTCAAAA CACTTATACC CGTCGGGCCC GGAGCCTAAA TCTACAGCTG CACTAAAACA

RB46_EcloneF12 .......... .......... .......... .......... .......... ..........

RB46_EcloneH11 .......... .......... .......... .......... .......... ..........

RB46_EcloneE12 .......... .......... .......... .......... .......... ..........

RB46_EcloneB12 .......... .......... .......... .......... .......... ..........

RB46_clone6G7  .......... .......... .......... .......... .......... ..........

RB46_clone6B7  .......... .......... .......... .......... .......... ..........

               121        131        141   

               |          |          |   

RB46_EcloneC11 ACCTAATCCT TGAGAAAAAA AAT

RB46_EcloneF12 .......... .......... ...

RB46_EcloneH11 .......... .......... ...

RB46_EcloneE12 .......... .......... ...

RB46_EcloneB12 .......... .......... ...

RB46_clone6G7  .......... .......... ...

RB46_clone6B7  .......... .......... ...

Figure S33 - Lion nuclear ATP8 pseudogene clones (RB75). Dots represent identity to the top sequence.

              1          11         21         31         41         51        

              |          |          |          |          |          |         

RB75_clone9   AACCTGATTC ATCACTATTA TTTCAATAAT TATAACACTG TTTATTATAT TTCAACTAAA

RB75_EcloneH4 .......... .......... .......... .......... .......... ..........

              61         71         81         91         101        111       

              |          |          |          |          |          |         

RB75_clone9   AATCTCAAAA CACCTGTATC CTTCAAGCCC GGAACCCAAA TCTACAGCTG CACTAAAACA

RB75_EcloneH4 .......... .......... .......... ......T... .......... ..........

              121        131        141   

              |          |          |   

RB75_clone9   GCCTAACCCT TGAGAAAAAA AAT

RB75_EcloneH4 A.....T... .......... ...

Figure S34 - Lion mitochondrial ATP8 clones (RB75). Dots represent identity to the top sequence. 

              1          11         21         31         41         51        

              |          |          |          |          |          |         

RB75_clone9   AACCTGATTC ATTACCATTA TTTCAATAAT TATAACGCTA TTTATTGTAT TTCAACTAAA

RB75_clone9   .......... .......... .......... .......... .......... ..........

RB75_clone9   --........ .......... .......... .......... .......... ..........

RB75_clone9   --........ .......... .......... .......... .......... ..........

RB75_clone9   --........ .......... .......... .......... .......... ..........

RB75_EcloneE4 .......... .......... .......... .......... .......... ..........

RB75_EcloneB3 .......... .......... .......... .......... .......... ..........

RB75_EcloneA3 .......C.. .......... .......... .......... .......... ..........

RB75_EcloneC3 .......... .......... .........C .......... .......... ..........

RB75_EcloneH3 .......... .......... .......... .......... .......... ..........

RB75_EcloneG4 .......... .......... .......... .......... .......... ..........

RB75_EcloneD4 .......... .......... .......... .......... .......... ..........

RB75_EcloneA4 .......... .......... .......... .......... .......... ..........

RB75_EcloneD3 .......... .......... .......... .......... .......... ..........

RB75_EcloneF4 .......... .......... .......... .......... .......... ..........

RB75_EcloneB4 .......... .........N ....G..... .......... .....G.... N......N..

              61         71         81         91         101        111       

              |          |          |          |          |          |         

RB75_clone9   AATCTCAAAA CACTTATACC TGTCGGGCCC GGAGCCTAAA TCTACAGCTG CACTAAAACA 

RB75_clone9   .......... .......... .......... .......... .......... ..........

RB75_clone9   .......... .......... .......... .......... ...G...... ..........

RB75_clone9   .......... .......... .......... .......... .......... .N........

RB75_clone9   .......... .......... .......... .......... .......... ..........

RB75_EcloneE4 .......... .......... .......... .......... .......... ..........

RB75_EcloneB3 .......... .......... .......... .......... .......... ..........

RB75_EcloneA3 .......... .......... .......... .......... .......... ..........

RB75_EcloneC3 .......... .......... .................... .N........ ..........

RB75_EcloneH3 .......... .......... .......... .......... .......... ..........

RB75_EcloneG4 .......... .......... .......... .......... .......... ..........

RB75_EcloneD4 .......... .......... .......... .......... .......... ..........

RB75_EcloneA4 .......... .......... .......... .......... .......... ..........

RB75_EcloneD3 .......... .......... .......... .......... .......... ..........

RB75_EcloneF4 .......... .......... .......... .......... .......... ..........

RB75_EcloneB4 .N........ ..N....T. .......... .....G.... .N.T..N... ..GNNN....

              121        131        141   

              |          |          |   

RB75_clone9   ACCTAATCCT TGAGAAAAAA AAT

RB75_clone9   .......... .......... ...

RB75_clone9   .......... .......... ...

RB75_clone9   .......... .......... ...

RB75_clone9   .......... .......... ...

RB75_EcloneE4 .......... .......... ...

RB75_EcloneB3 ......c... .......... ...

RB75_EcloneA3 .......... .......... ...

RB75_EcloneC3 .......... .......... ...

RB75_EcloneH3 .......... .......... ...

RB75_EcloneG4 .......... .......... ...

RB75_EcloneD4 .......... .......... ...

RB75_EcloneA4 .......... .......... ...

RB75_EcloneD3 .......... .......... ...

RB75_EcloneF4 .......... .......... ...

RB75_EcloneB4 .......... .......... ...

Figure S35- Lion nuclear ATP8 pseudogene clones (RB91). Dots represent identity to the top sequence.

              1          11         21         31         41         51        

              |          |          |          |          |          |         

RB91_clone9   AACCTGATTC ATCACTATTA TTTCAATAAT TATAACACTG TTTATTATAT TTCAACTAAA

RB91_ECloneH5 .......... .......... .......... .......... .......... ..........

RB91_ECloneF6 .......... .......... .......... .......... .......... ..........

RB91_ECloneD6 .......... .......... .......... .......... .......... ..........

RB91_EcloneH6 .......... .......... .......... .......... .......... ..........

              61         71         81         91         101        111       

              |          |          |          |          |          |         

RB91_clone9   AATCTCAAAA CACCTGTATC CTTCAAGCCC GGAACCCAAA TCTACAGCTG CACTAAAACA

RB91_ECloneH5 .......... .......... .......... ......T... .......... ..........

RB91_ECloneF6 .......... .......... .......... .......... .......... ..........

RB91_ECloneD6 .......... .......... .......... .......... .......... ..........

RB91_EcloneH6 .......... .......... .......... .......... .......... ..........

              121        131        141   

              |          |          |   

RB91_clone9   GCCTAACCCT TGAGAAAAAA AAT-

RB91_ECloneH5 A.....T... .......... ....

RB91_ECloneF6 .......... ..G....... ....

RB91_ECloneD6 .......... .......... ....

RB91_EcloneH6 .......... .......... ....

Figure S36- Lion mitochondrial ATP8 clones (RB91). Dots represent identity to the top sequence Last clone has been excluded from the analyses, as it is believed to be chimeric.

              1          11         21         31         41         51        

              |          |          |          |          |          |         

RB91_clone9   AACCTGATTC ATTACCATTA TTTCAATAAT TATAACGCTA TTTATTGTAT TTCAACTAAA
RB91_ECloneA5 N......... .......... .......... .......... .......... ..........

RB91_ECloneC6 GN........ .......... .......... .......T.. .......... ..........

RB91_ECloneE6 .......... .......... .......... .......... .......... ..........

RB91_ECloneD5 .......... .......... .......... .......... .......... ..........

RB91_ECloneG5 .......... .......... .......... .......... .......... ..........

RB91_ECloneF5 .......... .......... .......... .......... .......... ..........

RB91_ECloneE5 .......... .......... .......... .......... .......... ..........

RB91_ECloneB6 .......... .......... .......... ...T…G..A ......G... ..........

RB91_ECloneG6 --........ .......... .......... .......... .......... ..........

RB91_ECloneChI--........ .......... ......AT.A .TAT.ACGCT A..TA.TGTA ..TC.ACT..

              61         71         81         91         101        111       

              |          |          |          |          |          |         

RB91_clone9   AATCTCAAAA CACTTATACC TGTCGGGCCC GGAGCCTAAA TCTACAGCTG CACTAAAACA

RB91_ECloneA5 .......... .......... .......... .......... .......... ..........

RB91_ECloneC6 .......... .......... .......... .......... .......... ..........

RB91_ECloneE6 .......... .......... ......A... ...A…... .......... ..........

RB91_ECloneD5 .......... .......... .......... .......... .......... ..........

RB91_ECloneG5 .......... .......... .......... .......... .......... ..........

RB91_ECloneF5 .......... .......... .......... .......... .......... ..........

RB91_ECloneE5 .......... .......... .......... .......... .......... ..........

RB91_ECloneB6 .......... .......... ...T...... .......... .......... ..........

RB91_ECloneG6 .......... .......... ......A... .......... .......... ..........

RB91_ECloneChi..ATCTC... ACA..TATA. ..GTCG.G.. C.GAG..T.. ATCTACAGCT GCACT...AC

              121        131        141   

              |          |          |   

RB91_clone9   ACCTAATCCT TGAGAAAAAA AAT-

RB91_ECloneA5 .......... .......... ..N.

RB91_ECloneC6 .......... .......... ....

RB91_ECloneE6 .......... .......... ....

RB91_ECloneD5 .......... .......... ....

RB91_ECloneG5 .......... .......... ....

RB91_ECloneF5 .......... .......... ....

RB91_ECloneE5 .......... .......... ....

RB91_ECloneB6 .......T.. .A........ ....

RB91_ECloneG6 .......... .......... ....

RB91_ECloneChi.A.CT.ATNC .TGAG..... ..AT

Figure S37 - Lion nuclear ATP8 pseudogene clones (RB41). Dots represent identity to the top sequence.
              1          11         21         31         41         51        

              |          |          |          |          |          |         

RB41_clone9   AACCTGATTC ATCACTATTA TTTCAATAAT TATAACACTG GTTATTATAT TTCAACTAAA

RB41_ECloneG2 NNN....... .......... .......... .......... T......... ..........

RB41_ECloneE2 NNNNNNNN.. -......... .......... .......... T......... ..........

              61         71         81         91         101        111       

              |          |          |          |          |          |         

RB41_clone9   AATCTCAAAA CACCTGTATC CTTCAAGCCC GGAACCCAAA TCTACAGCTG CACTAAAACA

RB41_ECloneG2 .......... .......... .......... .......... .......... ..........

RB41_ECloneE2 .......... .......... .......... .......... .......... ..........

              121        131        141   

              |          |          |   

RB41_clone9   GCCTAACCCT TGAGAAAAAA AAT

RB41_ECloneG2 .......... .......... ...

RB41_ECloneE2 .......... .......... ...

Figure S38- Lion mitochondrial ATP8 clones (RB41). Dots represent identity to the top sequence.

              1          11         21         31         41         51        

              |          |          |          |          |          |         

RB41_clone9   AACCTGATTC ATTACCATTA TTTCAATAAT TATAACGCTA TTTATTGTAT TTCAACTAAA

RB41_clone9   .......... .......... .......... .......... .......... ..........

RB41_clone9   NN........ .......... .......... .......... .......... ..........

RB41_clone9   NN........ .......... .......... .......... .......... ..........

RB41_ECloneD1 .......... .......... ......C... .......... .......... ..........

RB41_ECloneB1 .......... .......... .......... .......... .......... ..........

RB41_ECloneD2 .......... .......... .......... .......... .......... ..........

RB41_ECloneH2 .......... .......... .......... .......... .......... ..........

RB41_ECloneE1 NN........ .......... .......... .......... .......... ..........

              61         71         81         91         101        111       

              |          |          |          |          |          |         

RB41_clone9   AATCTCAAAA CACTTATACC CGTCGGGCCC GGAGCCTAAA TCTACAGCTG CACTAAAACA

RB41_clone9   .......... .......... .......... .......... .......... ..........

RB41_clone9   .......... ........T. .......... .......... .......... ..........

RB41_clone9   .......... .......... T......... .......... .......... ..........

RB41_ECloneD1 .......... .......... .......... .......... .......... ..........

RB41_ECloneB1 .......... .......... .......... .......... .......... ..........

RB41_ECloneD2 .......... .......... .......... .......... ......A... ..........

RB41_ECloneH2 .......... .......... .......... .......... .......... ..........

RB41_ECloneE1 .......... .......... .......... .......... .......... ..........

              121        131        141   

              |          |          |   

RB41_clone9   ACCTAATCCT TGAGAAAAAA AAT

RB41_clone9   .......... .......... ...

RB41_clone9   .......... .......... ...

RB41_clone9   .......... .......... ...

RB41_ECloneD1 .......... .......... ...

RB41_ECloneB1 .......... .......... ...

RB41_ECloneD2 .......... .......... ...

RB41_ECloneH2 .......... .......... ...

RB41_ECloneE1 .......... .......... ...

Figure S39 - Lion nuclear ATP8 pseudogene clones (RB42). Dots represent identity to the top sequence.

              1          11         21         31         41         51        

              |          |          |          |          |          |         

RB42_EcloneD7 AACCTGATTC ATCACTATTA TTTCAATAAT TATAACACTG TTTATTATAT TTCAACTAAA

RB42_clone9   .......... .......... .......... ......T... .......... ..........

RB42_EcloneH8 .......... .......... ....N..... .......... .......... ..........

RB42_EcloneG8 .......... .......... .......... .......... .......... ..........

RB42_EcloneC7 .......... .......... .......... .......... .......... ..........

RB42_EcloneD8 .......... .......... .......... .......... .......... ..........

RB42_EcloneF8 .......... .......... .......... .......... .......... ..........

RB42_EcloneC8 .......... .......... .......... .......... .......... ..........

RB42_EcloneE7 .......... .......... .......... .......... .......... ..........

RB42_clone9   -----..GA. .....A.NA. ....C..... .......... .......... ..........

              61         71         81         91         101        111       

              |          |          |          |          |          |         

RB42_EcloneD7 AATCTCAAAA CACCTGTATC CTTCAAGCCC GGAACCCAAA TCTACAGCTG CACTAAAACA

RB42_clone9   ...T...... T......... .......... .......... .......... ..........

RB42_EcloneH8 .......... .......... .......... .......... .......... ..........

RB42_EcloneG8 .......... .......... .......... .......... .......... T.........

RB42_EcloneC7 .......... .......... .......... .......... .......... ..........

RB42_EcloneD8 .......... .......... .......... .......... C......... ..........

RB42_EcloneF8 .......... .......... .......... .......... .......... ..........

RB42_EcloneC8 .......... .......... .......... .......... .......... ..........

RB42_EcloneE7 .......... .......... .......... .......... .......... ..........

RB42_clone9   .......... .......... .......... ...N...NN. .......... .T........

              121        131        141   

              |          |          |   

RB42_EcloneD7 GCCTAACCCT TGAGAAAAAA AAT

RB42_clone9   .......... .......... ...

RB42_EcloneH8 .......... .......... ...

RB42_EcloneG8 .......TT. .......... ...

RB42_EcloneC7 .......... .......... ...

RB42_EcloneD8 .......... .......... ...

RB42_EcloneF8 .......... .......... ...

RB42_EcloneC8 .......... .......... ...

RB42_EcloneE7 .......... .......... ...

RB42_clone9   .......... ..N....... ...

Figure S40 - Lion mitochondrial ATP8 clones (RB42). Dots represent identity to the top sequence.

              1          11         21         31         41         51        

              |          |          |          |          |          |         

RB42_clone9   AACCTGATTC ATTACCATTA TTTCAATAAT TATAACGCTA TTTATTGTAT TTCAACTAAA

RB42_clone9   .......... .......... .......... .......... .......... ..........

RB42_clone9   NN........ .......... .......... ....N.N... .......... ..T.......

RB42_EcloneF7 .......... .......... .......... .......... .......... ..........

RB42_EcloneB8 .......... .......... .......... .......... .......... ..........

RB42_EcloneA8 .......... .......... .......... .......... .......... ..........

RB42_EcloneA7 .......... .......... .......... .......... .......... ..........

RB42_EcloneH7 .......... .......... .......... .......... .......... ..........

RB42_EcloneG7 .......... .......... .......... ......A... .......... ..........

              61         71         81         91         101        111       

              |          |          |          |          |          |         

RB42_clone9   AATCTCAAAA CACTTATACC CGTCGGGCCC GGAGCCTAAA TCTACAGCTG CACTAAAACA

RB42_clone9   .......... .......... .......... .......... .......... ..........

RB42_clone9   ......G... .......... .......... .......... .......... ..........

RB42_EcloneF7 .......... .......... .......... .......... .......... ..........

RB42_EcloneB8 .......... .......... .......... .......... .......... ..........

RB42_EcloneA8 .......... .......... .......... .......... .......... ..........

RB42_EcloneA7 .......... .......... .......... .......... .......... ..........

RB42_EcloneH7 .......... .......... ....A..... .......... .......... ..........

RB42_EcloneG7 .......... .......... .......... .......... .......... ..........

              121        131        141   

              |          |          |   

RB42_clone9   ACCTAATCCT TGAGAAAAAA AAT

RB42_clone9   .......... .......... ...

RB42_clone9   .......... .......... .-.

RB42_EcloneF7 .......... .......... ...

RB42_EcloneB8 .......... .......... ...

RB42_EcloneA8 .......... .......... ...

RB42_EcloneA7 .......... .......... ...

RB42_EcloneH7 .......... .......... ...

RB42_EcloneG7 .......... .......... ...
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		Ua11835 Nuc		2		0.0004403347		0.0026420079		0.0002922872		0.0039802204		-0.0037				6813		0.0043120345		9.04		33		43		19875		27		Varm cave		3		27.1172413793		9.0390804598		18

		SC81205 Nuc		2		0		0.0007936508		0		0.0010582011		-0.0011				1260		0.00373		0		30		1		42500		31		Temperate cave		0		1.3333333333		0		1

		PIN 3342-103BS544 Mt		1		0.0024792682		0.0015388561		0.0018391374		0.0020744709		-0.0002				11697		0.00642		0.8368965517		40		21		50000		37		Permafrost		29		24.2650862069		0.8367271106		18

		Ua11835 Mt		3		0.0053964923		0.002398441		0.004313989		0.0030002785		0.0013				6671		0.00641		0.5555555556		39		20		19875		27		Varm cave		36		20.0148579519		0.5559682764		16

		Mp-Siberia  MT		3		0.0017985612		0.0017985612		0.0013659958		0.0023681055		-0.0010				556		0.0036		1.32		29		24		26000		29		Permafrost		1		1.3166666667		1.3166666667		1

		SC81205 MT		2		0.0010989011		0.0016483516		0.0008604603		0.0021051238		-0.0012				1820		0.0131		1.9156626506		44		28		42500		31		Temperate cave		2		3.8313253012		1.9156626506		3

		Moa799Nuc		1		0.0009354537		0.0004677268		0.0005045144		0.0008672435		-0.0004				2138		0.0014031805		0.925		15		22		2000		13		Dry Swamp		2		1.8541666667		0.9270833333		1

		Moa237mt		1		0.0006598482		0.0009897724		0.0005141675		0.0012702079		-0.0008				3031		0.0016496206		1.925		18		29		2850		15		Temperate cave		2		3.85		1.925		3

		Moa660mt		1		0.0014144272		0.0021216407		0.0011406671		0.0026308345		-0.0015				2828		0.0035360679		1.86		28		27		613		11		Temperate cave		4		7.44		1.86		6

		Moa799mt		1		0.0009282178		0.0034034653		0.0007482827		0.0042218765		-0.0035				3232		0.0046410891		4.55		35		36		2000		13		Temperate cave		3		13.6451048951		4.5483682984		11

		Moa237Nuc		1		0		0		0		0		0.0000				656		0		0		1		1		2850		15		Temperate cave		0		0		0		0

		Moa660Nuc		1		0		0.0032520325		0		0.0054752402		-0.0055				615		0.0016260163		0		17		1		613		11		Temperate cave		0		3.3672727273		0		2

		Moa716Nuc		1		0		0		0		0		0.0000				615		0		0		1		1		2850		15		Temperate cave		0		0		0		0

		Moa716mt		1		0		0.0003299241		0		0.0004058067		-0.0004		0		3031		0.0006598482		0		8		1		2850		15		Temperate cave		0		1.23		0		1

		SC7400 mt		2		0.0012092403		0.0057126178		0.0008522185		0.0081058169		-0.0073		1.4199029126		23982		0.0079226086		6.7		42		40		65000		45		Temperate cave		29		194.3936997667		6.7032310264		137

		SC7400 nuc		2		0.0029411765		0.0029411765		0.0022809124		0.0037925697		-0.0015		1.2894736842		680		0.00735		1.29		41		23		65000		45		Temperate cave		2		2.5789473684		1.2894736842		2

		BS555nuc		1		0.0011947431		0		0.000630869		0		0.0006		1.8938053097		837		0.00118		0		12		1		49000		35		Permafrost		1		0		0		0

		BS555mt		1		0.0007808433		0		0.0005119304		0		0.0005		1.5252918288		3842		0.00128		0		13		1		49000		35		Permafrost		3		0		0		0

		GL45nu		1		0.0008257638		0.0008257638		0.0005478625		0.0012446295		-0.0007				1211		0.0016515277		1.5072463768		19		25		98		9		Museum		1		1.5072463768		1.5072463768		1

		GL45mt		1		0.0007788162		0.0015576324		0.0003549706		0.003417492		-0.0031				1284		0.0031152648		4.3880597015		27		35		98		9		Museum		1		4.3880597015		4.3880597015		2

		RB91nu		1		0.0013888889		0.0041666667		0.0006799769		0.0085106383		-0.0078				720		0.0055555556		6.1276595745		37		38		12450		23		Permafrost		1		6.1276595745		6.1276595745		3

		RB91mt		1		0.0006944444		0.0048611111		0.0003508772		0.0096209491		-0.0093				1440		0.00625		13.8541666667		38		46		12450		23		Permafrost		1		13.8541666667		13.8541666667		7

		RB41NU		1		0		0		0		0		0.0000				432		0.0023148148		0		21		1		46200		33		Permafrost		0		0		0		0

		RB41MT		1		0.0007716049		0.0023148148		0.0003898635		0.0045814043		-0.0042				1296		0.0030864198		5.9375		24		37		46200		33		Permafrost		1		5.9375		5.9375		3

		Mp-Wrangel MT		3		0		0		0		0		0.0000				556		0		0		1		1		4590		19		Permafrost		0		0		0		0

		GL92 MT		1		0		0.0005841121		0		0.0012815595		-0.0013				1712		0.0005841121		0		6		1		91		7		Museum		0		2.1940298507		0		1

		RB46 MT		1		0.0009920635		0		0.0005012531		0		0.0005		1.9791666667		1008		0.0009920635		0		11		1		61500		43		Permafrost		1		0		0		0

		GL71 MT		1		0		0.0006697924		0		0.0014695444		-0.0015				1493		0.0013351135		0		14		1		86		5		Museum		0		2.1940298507		0		1

		GL55 MT		1		0.0007788162		0.0007788162		0.0003549706		0.001708746		-0.0014				1284		0.0015576324		2.19		16		31		46		1		Museum		1		2.1940298507		2.1940298507		1

		RB44 MT		1		0		0		0		0		0.0000				1152		0.0017361111		0		20		1		54100		41		Permafrost		0		0		0		0

		RB42 MT		1		0.0015432099		0.0015432099		0.0007797271		0.0030542695		-0.0023				1296		0.0030864198		1.98		24		30		50600		39		Permafrost		2		3.9583333333		1.9791666667		2

		GL76 MT		1		0.0005841121		0.0035046729		0.000266228		0.007689357		-0.0074				1712		0.004088785		13.16		32		45		50		3		Museum		1		13.1641791045		13.1641791045		6

		RB75 MT		1		0.0021701389		0		0.0010964912		0		0.0011		1.9791666667		2304		0.0043402778		0		34		1		12090		21		Permafrost		5		0		0		0

		Mp-Wrangel NU		3		0.0006265664		0		0.0003654971		0		0.0004		1.7142857143		1596		0.0006265664		0		7		1		4590		19		Permafrost		1		0		0		0

		GL92 NU		1		0		0.0009633911		0		0.0014520678		-0.0015				1038		0.0009633911		0		10		1		91		7		Museum		0		1.5072463768		0		1

		RB46 NU		1		0.0009920635		0.001984127		0.0004856978		0.0040526849		-0.0036				2016		0.0029761905		4.085		23		34		61500		43		Permafrost		2		8.170212766		4.085106383		4

		GL71 NU		1		0.0028901734		0.0050578035		0.0019175189		0.007623356		-0.0057				1384		0.0086705202		2.6375		43		32		86		5		Museum		4		10.5507246377		2.6376811594		7

		GL55 NU		1		0.0009633911		0.0019267823		0.000639173		0.0029041356		-0.0023				1038		0.0028901734		3.01		22		33		46		1		Museum		1		3.0144927536		3.0144927536		2

		RB44 NU		1		0.0011574074		0.0040509259		0.0005666474		0.0082742317		-0.0077				3456		0.0054976852		7.15		36		41		54100		41		Permafrost		4		28.5957446809		7.1489361702		14

		RB42 NU		1		0.0007716049		0.0023148148		0.0003777649		0.0047281324		-0.0044				1296		0.0038580247		6.13		31		39		50600		39		Permafrost		1		6.1276595745		6.1276595745		3

		GL76 NU		1		0		0		0		0		0.0000				1384		0		0		1		1		50		3		Museum		0		0		0		0

		RB75 NU		1		0		0		0		0		0.0000				288		0		0		1		1		12090		21		Permafrost		0		0		0		0
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Ts1 vs Ts2 14 udvalgte no zeros

				Wiuf, her er alle pr0ver. Jeg ved ikke rigtig hvad man kan lave her, maaske en binomial test for hvor mange, der har mest skade I kernen og I mitokondriet

						Mitochondria DNA				Nuclear DNA

						Mitochondria PMD				Nuclear PMD												Data support				Genes						Sampling effort

		Sorter nøgle		Sample name		All		Distinct		All		Distinct		Age		Type		Enviroment		Specie		Mitochondria		Nuclear		Mitochondria		Nuclear				Nuclear		Mitochondria

		0		Mp-Wrangel		0		0		0.0006265664		0.0043859649		4590±50		Bone		Permafrost		Mammuthus primigenius		4Clones
556bp		14Clones
1596bp		cyt b		Micro satelites				556		1596

		0.0005841121		GL92		0.0005841121				0.0009633911				91		Bone		Museum		Sus scrofa		8Cloner
1712bp		6Cloner
1038bp		D-loop		CD45				1712		1038

		0.0006598482		Moa716		0.0006598482		0.0016528926		0		0		700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		15Clones
615bp		D-loop		Kw1, adh				3031		615

		0.0009920635		RB46		0.0009920635				0.0029761905				>61500		Bone		Permafrost		Panthera leo spelaea		7Clones
1008bp		14Clones
2016bp		Atp8		Numt				1008		2016

		0.00128		BS555		0.00128				0.00118				40000?		Bone		Permafrost		Mammuthus primigenius		6Clones
3842bp		3Clones
837bp		12S		Numt				3842		837

		0.0013351135		GL71		0.0013351135				0.0086705202				86		Bone		Museum		Sus scrofa		7Clones
1493bp		8Clones
1384bp		D-loop		CD45				1493		1384

		0.0015576324		GL55		0.0015576324				0.0028901734				46		Bone		Museum		Sus scrofa		6Clones
1284bp		6Clones
1038bp		D-loop		CD45				1284		1038

		0.0016496206		Moa237		0.0016496206		0.004950495		0		0		700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		16Clones
656bp		D-loop		Kw1, adh				3031		656

		0.0017361111		RB44		0.0017361111				0.0054976852				54,100±1800		Bone		Permafrost		Panthera leo spelaea		8Clones
1152bp		24Clones
3456bp		Atp8		Numt				1152		3456

		0.0030864198		RB41		0.0030864198				0.0023148148				46,200±1500		Bone		Permafrost		Panthera leo spelaea		9Clones
1296bp		3Clones
432bp		Atp8		Numt				1296		432

		0.0030864198		RB42		0.0030864198				0.0038580247				>50,600		Bone		Permafrost		Panthera leo spelaea		9Clones
1296bp		9Clones
1296bp		Atp8		Numt				1296		1296

		0.0031152648		GL45		0.0031152648				0.0016515277				98		Bone		Museum		Sus scrofa		6Clones
1284bp		7Clones
1211bp		D-loop		CD45				1284		1211

		0.0035360679		Moa660		0.0035360679		0.0055762082		0.0016260163		0.006097561		613±90		Bone		Temperate cave		Dinornis robustus		14Clones
2828bp		15Clones
615bp		D-loop		Kw1, adh				2828		615

		0.0035971223		Mp-Siberia		0.0035971223		0.0071942446		0.000877193		0.0043859649		26000±1600		Bone		Permafrost		Mammuthus primigenius		4Clones
556bp		10Clones
1140bp		cyt b		Micro satelites				556		1140

		0.004088785		GL76		0.004088785				0				50		Bone		Museum		Sus scrofa		8Clones
1712bp		8Clones
1384bp		D-loop		CD45				1712		1384

		0.0043402778		RB75		0.0043402778				0				12,090±80		Bone		Permafrost		Panthera leo spelaea		16Clones
2304bp		2Clones
288bp		Atp8		Numt				2304		288

		0.0043956044		SC81205		0.0043956044				0.0007936508				40-45000		Tooth		Cave		C. antiquitatis		10Clones
1820bp		9Clones
1260bp		12S		Numt				1820		1260

		0.0046410891		Moa799		0.0046410891		0.0092936803		0.0014031805		0.0050251256		1-3000		Bone		Dry Swamp		Dinornis robustus		16Clones
3232bp		32Clones
2138bp		D-loop		Kw1, adh				3232		2138

		0.0062409165		PIN 3342-103BS544		0.0062409165		0.0066194294		0.0028153153		0.0037537538		50000		Bone		Permafrost		C. antiquitatis		47Clones
11697bp		12Clones
3552bp		12S, cyt b		Numt				11697		3552

		0.00625		RB91		0.00625				0.0055555556				12,450±60		Bone		Permafrost		Panthera leo spelaea		10Clones
1440bp		5Clones
720bp		Atp8		Numt				1440		720

		0.00640599		Ua11835		0.00640599		0.0088733217		0.0043120345		0.0086705202		19875±215		Cropolite		Varm cave		Nothrotheriops shastensis		76Clones
6671bp		115Clones
6813bp		12S		28S,vWF,
Crem, PCLB4				667		6813

		0.0079226086		SC7400		0.0079226086				0.0073529412				60-70000		Tooth		Cave		C. antiquitatis		XX clones
23982bp		4Clones
680bp		cyt b		Numt				7463		680

		0.0138226883		Mp-Alaska8460		0.0138226883		0.0109628217		2.37E-02		0.0279959718		13775±145		Tooth		Permafrost		Mammuthus primigenius		14Clones
2098bp		131Clones
7252bp		Cyt b		vWf,a2ab,irib,
numt, micro satelite				2098		7252
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				Her er kun de udtagne pr0ver…… Grafen ser meget overbevisende ud, kan man putte lidt statestik indover ????

						Mitochondria DNA				Nuclear DNA

						Mitochondria PMD				Nuclear PMD												Data support				Genes

		Sorter nøgle		Sample name		All		Distinct		All		Distinct		Age		Type		Enviroment		Specie		Mitochondria		Nuclear		Mitochondria		Nuclear

		6.60E-04		Moa716		6.60E-04				0.00E+00				700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		15Clones
615bp		D-loop		Kw1, adh

		1.28E-03		555		1.28E-03				0.00118				40000		Bone		Permafrost		Mammuthus primigenius		6Clones
3842bp		3Clones
837bp		12S		Numt

		1.65E-03		Moa237		1.65E-03				0.00E+00				700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		16Clones
656bp		D-loop		Kw1, adh

		0.0030864198		RB41		3.09E-03				2.31E-03				46,200±1500		Bone		Permafrost		Panthera leo spelaea		9Clones
1296bp		3Clones
432bp		Atp8		Numt

		0.0031152648		GL45		3.12E-03				1.65E-03				98		Bone		Museum		Sus scrofa		6Clones
1284bp		7Clones
1211bp		D-loop		Numt

		3.54E-03		Moa660		3.54E-03				1.63E-03				613±90		Bone		Temperate cave		Dinornis robustus		14Clones
2828bp		15Clones
615bp		D-loop		Kw1, adh

		3.60E-03		Mp-Siberia		3.60E-03				8.77E-04				26000±1600		Bone		Permafrost		Mammuthus primigenius		4Clones
556bp		10Clones
1140bp		cyt b		Micro satelites

		0.0043956044		SC81205		0.0043956044				0.0007936508				40-45000		Tooth		Temperate cave		C. antiquitatis		10Clones
1820bp		9Clones
1260bp		12S		Numt

		4.64E-03		Moa799		4.64E-03				1.40E-03				1-3000		Bone		Dry Swamp		Dinornis robustus		16Clones
3232bp		32Clones
2138bp		D-loop		Kw1, adh

		6.24E-03		PIN 3342-103BS544		6.24E-03				2.82E-03				50000		Bone		Permafrost		C. antiquitatis		47Clones
11697bp		12Clones
3552bp		12S, cyt b		Numt

		0.00625		RB91		6.25E-03				5.56E-03				12,450±60		Bone		Permafrost?		Panthera leo spelaea		10Clones
1440bp		5Clones
720bp		Atp8		Numt

		6.41E-03		Ua11835		6.41E-03				0.0043120345				19875±215		Cropolite		Dessert cave		Nothrotheriops shastensis		76Clones
6671bp		115Clones
6813bp		12S		28S,vWF,
Crem, PCLB4

		7.92E-03		SC7400		7.92E-03				7.35E-03				60-70000		Tooth		Temperate cave		C. antiquitatis		43clones
7463bp		4Clones
680bp		cyt b		Numt

		1.38E-02		Mp-Alaska8460		1.38E-02				2.37E-02				13775±145		Tooth		Permafrost		Mammuthus primigenius		14Clones
2098bp		131Clones
7252bp		Cyt b		vWf,a2ab,irib, micro satelite
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				Her er kun de udtagne pr0ver…… Grafen ser meget overbevisende ud, kan man putte lidt statestik indover ????

						Mitochondria DNA				Nuclear DNA

						Mitochondria PMD				Nuclear PMD												Data support				Genes

		Sorter nøgle		Sample name		All		Distinct		All		Distinct		Age		Type		Enviroment		Specie		Mitochondria		Nuclear		Mitochondria		Nuclear

		0.0005841121		GL92		0.0005841121				0.0009633911				91		Bone		Museum		Sus scrofa		8Cloner
1712bp		6Cloner
1038bp		D-loop		CD45				1712		1038

		6.60E-04		Moa716		6.60E-04				0.00E+00				700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		15Clones
615bp		D-loop		Kw1, adh				0.00

		0.0013351135		GL71		0.0013351135				0.0086705202				86		Bone		Museum,		Sus scrofa		7Clones
1493bp		8Clones
1384bp		D-loop		CD45				1493		1384

		0.0015576324		GL55		0.0015576324				0.0028901734				46		Bone		Museum		Sus scrofa		6Clones
1284bp		6Clones
1038bp		D-loop		CD45				1284		1038

		1.65E-03		Moa237		1.65E-03				0.00E+00				700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		16Clones
656bp		D-loop		Kw1, adh				0.00

		0.0031152648		GL45		0.0031152648				0.0016515277				98		Bone		Museum		Sus scrofa		6Clones
1284bp		7Clones
1211bp		D-loop		CD45				1284		1211

		3.54E-03		Moa660		3.54E-03				1.63E-03				613±90		Bone		Temperate cave		Dinornis robustus		14Clones
2828bp		15Clones
615bp		D-loop		Kw1, adh				2.17

		3.60E-03		Mp-Siberia		3.60E-03				8.77E-04				26000±1600		Bone		Permafrost		Mammuthus primigenius		4Clones
556bp		10Clones
1140bp		cyt b		Micro satelites				4.10

		4.64E-03		Moa799		4.64E-03				1.40E-03				1-3000		Bone		Dry Swamp		Dinornis robustus		16Clones
3232bp		32Clones
2138bp		D-loop		Kw1, adh				3.31

		6.41E-03		Ua11835		6.41E-03				0.0043120345				19875±215		Cropolite		Dessert cave		Nothrotheriops shastensis		76Clones
6671bp		115Clones
6813bp		12S		28S,vWF,
Crem, PCLB4				1.49

		1.38E-02		Mp-Alaska8460		1.38E-02				2.37E-02				13775±145		Tooth		Permafrost		Mammuthus primigenius		14Clones
2098bp		131Clones
7252bp		Cyt b		vWf,a2ab,irib, micro satelite				0.58

				2.6666666667

				8-Mar

				0.6363636364
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Sample effort vs PMD detected
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0.0009920635

0.0029761905

0.00128

0.00118
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0
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0
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0

0.0043956044

0.0007936508
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0.00625
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0.00640599

0.0043120345

0.0079226086
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		Wiuf, her skal vi gerne vise en korrelation (ranked eller ej) mellem TS2/TS1 og skadesmaengden (PMD-rate). Maaske der er en korrelation mellem Enviroment og skadesmaengde. Kan vi vise at der ikke er korrelation mellem alder og skades-maengde?

		Sample		PMD-rate		TS2/TS1		PMD rank		TS2/TS1 rank		Age		Age details		Age rank		Enviroment		TS1		Koor TS2		Ts2/Ts1		Polymerase		Ts2

		Mp-Siberia  Nuc		0.000877		0		9		1		26000				29		Permafrost		1		0		0		Taq?		0

		PIN 3342-103BS544 Nuc		0.0031		1.6		26		26		50000				37		Permafrost		5		7.96		1.5919191919		Taq Hifi		4

		Mp-Alaska8460 mt		0.0138226883		11.0077160494		45		44		13775				25		Permafrost		3		33.0231481481		11.0077160494		Taq?		23

		Mp-Alaska8460 nu		0.023701254		8.32293897		46		42		13775				25		Permafrost		13		108.19820661		8.32293897		Taq?		147																																																								0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0

		Ua11835 Nuc		0.0043120345		9.04		33		43		19875				27		Varm cave		3		27.1172413793		9.0390804598		AmpliTaq Gold		18

		SC81205 Nuc		0.00373		0		30		1		42500				31		Temperate cave		0		1.3333333333		0		AmpliTaq Gold		1

		PIN 3342-103BS544 Mt		0.00642		0.8368965517		40		21		50000				37		Permafrost		29		24.2650862069		0.8367271106		Taq Hifi		18

		Ua11835 Mt		0.00641		0.5555555556		39		20		19875				27		Varm cave		36		20.0148579519		0.5559682764		Taq?		16

		Mp-Siberia  MT		0.0036		1.32		29		24		26000				29		Permafrost		1		1.3166666667		1.3166666667		Taq?		1

		SC81205 MT		0.0131		1.9156626506		44		28		42500				31		Temperate cave		2		3.8313253012		1.9156626506		AmpliTaq Gold		3

		Moa799Nuc		0.0014031805		0.925		15		22		2000		1-3000		13		Dry Swamp		2		1.8541666667		0.9270833333		Taq Hifi		1

		Moa237mt		0.0016496206		1.925		18		29		2850		700-5000		15		Temperate cave		2		3.85		1.925		Taq Hifi		3

		Moa660mt		0.0035360679		1.86		28		27		613		+-90		11		Temperate cave		4		7.44		1.86		Taq Hifi		6

		Moa799mt		0.0046410891		4.55		35		36		2000		700-5000		13		Temperate cave		3		13.6451048951		4.5483682984		Taq Hifi		11

		Moa237Nuc		0		0		1		1		2850		700-5000		15		Temperate cave		0		0		0		Taq Hifi		0

		Moa660Nuc		0.0016260163		0		17		1		613		+-90		11		Temperate cave		0		3.3672727273		0		Taq Hifi		2

		Moa716Nuc		0		0		1		1		2850		700-5000		15		Temperate cave		0		0		0		Taq Hifi		0

		Moa716mt		0.0006598482		0		8		1		2850		700-5000		15		Temperate cave		0		1.23		0		Taq Hifi		1

		SC7400 mt		0.0079226086		6.7		42		40		65000				45		Temperate cave		29		194.3936997667		6.7032310264		AmpliTaq Gold		137

		SC7400 nuc		0.00735		1.29		41		23		65000				45		Temperate cave		2		2.5789473684		1.2894736842		AmpliTaq Gold		2

		BS555nuc		0.00118		0		12		1		49000				35		Permafrost		1		0		0		Taq Hifi		0

		BS555mt		0.00128		0		13		1		49000				35		Permafrost		3		0		0		Taq Hifi		0

		GL45nu		0.0016515277		1.5072463768		19		25		98				9		Museum		1		1.5072463768		1.5072463768		Taq Hifi		1

		GL45mt		0.0031152648		4.3880597015		27		35		98				9		Museum		1		4.3880597015		4.3880597015		Taq Hifi		2

		RB91nu		0.0055555556		6.1276595745		37		38		12450				23		Permafrost		1		6.1276595745		6.1276595745		Taq Hifi		3

		RB91mt		0.00625		13.8541666667		38		46		12450				23		Permafrost		1		13.8541666667		13.8541666667		Taq Hifi		7

		RB41NU		0.0023148148		0		21		1		46200				33		Permafrost		0		0		0		Taq Hifi		0

		RB41MT		0.0030864198		5.9375		24		37		46200				33		Permafrost		1		5.9375		5.9375		Taq Hifi		3

		Mp-Wrangel MT		0		0		1		1		4590		50		19		Permafrost		0		0		0		Taq?		0

		GL92 MT		0.0005841121		0		6		1		91				7		Museum		0		2.1940298507		0		Taq Hifi		1

		RB46 MT		0.0009920635		0		11		1		61500				43		Permafrost		1		0		0		Taq Hifi		0

		GL71 MT		0.0013351135		0		14		1		86				5		Museum		0		2.1940298507		0		Taq Hifi		1

		GL55 MT		0.0015576324		2.19		16		31		46				1		Museum		1		2.1940298507		2.1940298507		Taq Hifi		1

		RB44 MT		0.0017361111		0		20		1		54100		1800		41		Permafrost		0		0		0		Taq Hifi		0

		RB42 MT		0.0030864198		1.98		24		30		50600				39		Permafrost		2		3.9583333333		1.9791666667		Taq Hifi		2

		GL76 MT		0.004088785		13.16		32		45		50				3		Museum		1		13.1641791045		13.1641791045		Taq Hifi		6

		RB75 MT		0.0043402778		0		34		1		12090		80		21		Permafrost		5		0		0		Taq Hifi		0

		Mp-Wrangel NU		0.0006265664		0		7		1		4590		50		19		Permafrost		1		0		0		Taq?		0

		GL92 NU		0.0009633911		0		10		1		91		0		7		Museum		0		1.5072463768		0		Taq Hifi		1

		RB46 NU		0.0029761905		4.085		23		34		61500		0		43		Permafrost		2		8.170212766		4.085106383		Taq Hifi		4

		GL71 NU		0.0086705202		2.6375		43		32		86		0		5		Museum		4		10.5507246377		2.6376811594		Taq Hifi		7

		GL55 NU		0.0028901734		3.01		22		33		46		0		1		Museum		1		3.0144927536		3.0144927536		Taq Hifi		2

		RB44 NU		0.0054976852		7.15		36		41		54100		1800		41		Permafrost		4		28.5957446809		7.1489361702		Taq Hifi		14

		RB42 NU		0.0038580247		6.13		31		39		50600		0		39		Permafrost		1		6.1276595745		6.1276595745		Taq Hifi		3

		GL76 NU		0		0		1		1		50		0		3		Museum		0		0		0		Taq Hifi		0

		RB75 NU		0		0		1		1		12090		80		21		Permafrost		0		0		0		Taq Hifi		0

		De Gr0nne prover er ikke blandt de 14 udvalgte

																				167		568.90396808						452

																				10.9404609246
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		Wiuf, her skal vi gerne vise en korrelation (ranked eller ej) mellem TS2/TS1 og skadesmaengden (PMD-rate). Maaske der er en korrelation mellem Enviroment og skadesmaengde. Kan vi vise at der ikke er korrelation mellem alder og skades-maengde?

		Sample		PMD-rate		TS2/TS1		PMD rank		TS2/TS1 rank		Age		Age details		Age rank		Enviroment

		Mp-Siberia  Nuc		0.000877		0		4		1		26000				17		Permafrost

		PIN 3342-103BS544 Nuc		0.0031		1.6		13		15		50000				25		Permafrost

		Mp-Alaska8460 mt		0.0138226883		11.0077160494		27		26		13775				13		Permafrost

		Mp-Alaska8460 nu		0.023701254		8.32293897		28		24		13775				13		Permafrost		0		0																																																														0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0

		Ua11835 Nuc		0.0043120345		9.04		18		25		19875				15		Varm cave

		SC81205 Nuc		0.00373		3		17		18		42500				21		Temperate cave

		PIN 3342-103BS544 Mt		0.00642		0.8368965517		23		10		50000				25		Permafrost

		Ua11835 Mt		0.00641		0.5555555556		22		9		19875				15		Varm cave

		Mp-Siberia  MT		0.0036		1.32		16		13		26000				17		Permafrost

		SC81205 MT		0.0131		20		26		28		42500				21		Temperate cave

		Moa799Nuc		0.0014031805		0.925		7		11		2000		1-3000		5		Dry Swamp

		Moa237mt		0.0016496206		1.925		9		17		2850		700-5000		7		Temperate cave

		Moa660mt		0.0035360679		1.86		15		16		613		+-90		3		Temperate cave

		Moa799mt		0.0046410891		4.55		19		20		2000		700-5000		5		Temperate cave

		Moa237Nuc		0		0		1		1		2850		700-5000		7		Temperate cave

		Moa660Nuc		0.0016260163		0		8		1		613		+-90		3		Temperate cave

		Moa716Nuc		0		0		1		1		2850		700-5000		7		Temperate cave

		Moa716mt		0.0006598482		0		3		1		2850		700-5000		7		Temperate cave

		SC7400 mt		0.0079226086		6.7		25		23		65000				27		Temperate cave

		SC7400 nuc		0.00735		1.29		24		12.00		65000				27		Temperate cave

		BS555nuc		0.00118		0		5		1.00		40000				19		Permafrost

		BS555mt		0.00128		0		6		1.00		40000				19		Permafrost

		GL45nu		0.0016515277		1.5072463768		10		14.00		98				1		Museum

		GL45mt		0.0031152648		4.3880597015		14		19.00		98				1		Museum

		RB91nu		0.0055555556		6.1276595745		20		22.00		12450				11		Permafrost

		RB91mt		0.00625		13.8541666667		21		27.00		12450				11		Permafrost

		RB41NU		0.0023148148		0		11		1.00		46200				23		Permafrost

		RB41MT		0.0030864198		5.9375		12		21.00		46200				23		Permafrost
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		Wiuf, her skal vi gerne vise en korrelation (ranked eller ej) mellem TS2/TS1 og skadesmaengden (PMD-rate). Maaske der er en korrelation mellem Enviroment og skadesmaengde. Kan vi vise at der ikke er korrelation mellem alder og skades-maengde?

		Sample		PMD-rate		TS2/TS1		PMD rank		TS2/TS1 rank		Age		Age details		Age rank		Enviroment

		PIN 3342-103BS544 Nuc		0.0031		1.6		9		7		50000				21		Permafrost

		Mp-Alaska8460 mt		0.0138226883		11.0077160494		27		25		13775				13		Permafrost

		Mp-Alaska8460 nu		0.023701254		8.32293897		28		23		13775				13		Permafrost		0		0																																																														0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0

		Ua11835 Nuc		0.0043120345		9.04		16		24		19875				15		Varm cave

		SC81205 Nuc		0.00373		3		13		13		42500				18		Temperate cave

		PIN 3342-103BS544 Mt		0.00642		0.8368965517		22		2		50000				21		Permafrost

		Ua11835 Mt		0.00641		0.5555555556		21		1		19875				15		Varm cave

		Mp-Siberia  MT		0.0036		1.32		12		5		26000				17		Permafrost

		SC81205 MT		0.0131		20		26		28		42500				18		Temperate cave

		Moa799Nuc		0.0014031805		0.925		1		3		2000		1-3000		8		Dry Swamp

		Moa237mt		0.0016496206		1.925		3		9		2850		700-5000		10		Temperate cave

		Moa660mt		0.0035360679		1.86		11		8		613		+-90		7		Temperate cave

		Moa799mt		0.0046410891		4.55		17		17		2000		700-5000		8		Temperate cave

		SC7400 mt		0.0079226086		6.7		24		21		65000				27		Temperate cave

		SC7400 nuc		0.00735		1.29		23		4		65000				27		Temperate cave

		GL45nu		0.0016515277		1.5072463768		4		6		98				5		Museum

		GL45mt		0.0031152648		4.3880597015		10		16		98				5		Museum

		RB91nu		0.0055555556		6.1276595745		19		19		12450				11		Permafrost

		RB91mt		0.00625		13.8541666667		20		27		12450				11		Permafrost

		RB41MT		0.0030864198		5.9375		7		18		46200				20		Permafrost

		GL55 MT		0.0015576324		2.19		2		11		46				1		Museum

		RB42 MT		0.0030864198		1.98		7		10		50600				23		Permafrost

		GL76 MT		0.004088785		13.16		15		26		50				3		Museum

		RB46 NU		0.0029761905		4.085		6		15		61500				26		Permafrost

		GL71 NU		0.0086705202		2.6375		25		12		86				4		museum

		GL55 NU		0.0028901734		3.01		5		14		46		0		1		Museum

		RB44 NU		0.0054976852		7.15		18		22		54100		1800		25		Permafrost

		RB42 NU		0.0038580247		6.13		14		20		50600		0		23		Permafrost

		De Gr0nne prover er ikke blandt de 14 udvalgte
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		Her er fjernet alle pr0ver med nul-vaerdier (altsaa hvis TS2 eller TS1 er nul) Maaske korrelationerne er staerkere?

		Sample		PMD-rate		TS2/TS1  tot		PMD rank		TS2/TS1 rank		Age		Age details

		PIN 3342-103BS544 Nuc		0.0031		1.6		5		7		50000				17

		Mp-Alaska8460 mt		0.0138226883		11.0077160494		19		18		13775				9

		Mp-Alaska8460 nu		0.023701254		8.32293897		20		16		13775				9				0		0																																																0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0

		Ua11835 Nuc		0.0043120345		9.04		10		17		19875				11

		SC81205 Nuc		0.00373		3		9		10		42500				14

		PIN 3342-103BS544 Mt		0.00642		0.8368965517		15		2		50000				17

		Ua11835 Mt		0.00641		0.5555555556		14		1		19875				11

		Mp-Siberia  MT		0.0036		1.32		8		5		26000				13

		SC81205 MT		0.0131		20		18		20		42500				14

		Moa799Nuc		0.0014031805		0.925		1		3		2000		1-3000		4

		Moa237mt		0.0016496206		1.925		2		9		2850		700-5000		6

		Moa660mt		0.0035360679		1.86		7		8		613		+-90		3

		Moa799mt		0.0046410891		4.55		11		12		2000		700-5000		4

		SC7400 mt		0.0079226086		6.7		17		15		65000				19

		SC7400 nuc		0.00735		1.29		16		4.00		65000				19

		GL45nu		0.0016515277		1.5072463768		3		6.00		98				1

		Gl45mt		0.0031152648		4.3880597015		6		11.00		98				1

		RB91nu		0.0055555556		6.1276595745		12		14.00		12450				7

		RB91mt		0.00625		13.8541666667		13		19.00		12450				7

		RB41MT		0.0030864198		5.9375		4		13.00		46200				16

		PMD- Post mortal damage

		Red moa not at-gc corrected
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				Alle pr0ver:						AT→GC (TS1)		AT→TA (TV1)		AT→CG		CG→TA (TS2)		CG→GC (TV2)		CG→AT		Total

				MT TOTAL ALL SAMPLES						125.00		33.00		21.00		294.73		20.05		31.58		525.36

								%		23.79		6.28		4.00		56.10		3.82		6.01

				NUCLEAR TOTAL ALL SAMPLES						42.00		9.00		3.00		218.10		0.00		6.35		278.44

										15.08		3.23		1.08		78.33		0.00		2.28

				Alle pr0ver undtagen alaskaproven:

				MT TOTAL ALL SAMPLES						122.00		30.00		21.00		216.40		20.05		31.58		441.04

								%		23.79		6.28		4.00		56.10		3.82		6.01

				NUCLEAR TOTAL ALL SAMPLES						29.00		2.00		2.00		109.90		0.00		3.55		146.45

										15.08		3.23		1.08		78.33		0.00		2.28

		Skader for kun alaska pr0ven:						MT		3.00		3.00		0.00		78.33		0.00		0.00		84.33

								NUC		13.00		7.00		1.00		108.20		0.00		2.80		131.99

				Wiuf kan man lave en test som tester om der er forskel p[ fordelingen af skader I hhv. kerne og mitokondrie naar alle pr0verne slaaet sammen ? Kan en chi test klare det ?

				Det forste skema har alle proverne med summeret op, det andet er Mp-Alaska8460 proven fjernet, da den er underlig, lav gerne en test paa begge to

				De 14 udvalgte:

				MT  14 SAMPLES						115.00		30.00		19.00		271.03		16.09		29.39		480.51

								%		23.93		6.24		3.95		56.40		3.35		6.12

				NUCLEAR  14 SAMPLES						29.00		8.00		3.00		160.13		0.00		2.80		202.93

										14.29		3.94		1.48		78.91		0.00		1.38

				Uden Alaska pr0ven:

				MT  14 SAMPLES						112.00		27.00		19.00		192.70		16.09		29.39		396.18

								%		23.93		6.24		3.95		56.40		3.35		6.12

				NUCLEAR  14 SAMPLES						16.00		1.00		2.00		51.93		0.00		0.00		70.93

										14.29		3.94		1.48		78.91		0.00		1.38
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Carstens ark

				3-taq,2-gold-1-hifi		Ukoor.				Koor

		Sample		Polymerase		TS1/Total baser		TS2/Total baser		TS1/Total baser		TS2/Total baser				at:gc ratio		Bases		PMD-rate		TS2/TS1		PMD rank		TS2/TS1 rank		Age		Age rank		Enviroment		TS1		Koor TS2		Ts2/Ts1		Ts2

		Mp-Siberia  Nuc		3		0.000877193		0		0		0		0.0000				1140		0.000877		0		9		1		26000		29		Permafrost		1		0		0		0

		PIN 3342-103BS544 Nuc		1		0.0014076577		0.0011261261		0.0007074016		0.0022408772		-0.0015				3552		0.0031		1.6		26		26		50000		37		Permafrost		5		7.96		1.5919191919		4

		Mp-Alaska8460 mt		3		0.0014299333		0.0109628217		0.0009959216		0.0157402994		-0.0147				2098		0.0138226883		11.0077160494		45		44		13775		25		Permafrost		3		33.0231481481		11.0077160494		23

		Mp-Alaska8460 nu		3		0.0017926089		0.0202702703		0.0024354703		0.0149197748		-0.0125				7252		0.023701254		8.32293897		46		42		13775		25		Permafrost		13		108.19820661		8.32293897		147

		Ua11835 Nuc		2		0.0004403347		0.0026420079		0.0002922872		0.0039802204		-0.0037				6813		0.0043120345		9.04		33		43		19875		27		Varm cave		3		27.1172413793		9.0390804598		18

		SC81205 Nuc		2		0		0.0007936508		0		0.0010582011		-0.0011				1260		0.00373		0		30		1		42500		31		Temperate cave		0		1.3333333333		0		1

		PIN 3342-103BS544 Mt		1		0.0024792682		0.0015388561		0.0018391374		0.0020744709		-0.0002				11697		0.00642		0.8368965517		40		21		50000		37		Permafrost		29		24.2650862069		0.8367271106		18

		Ua11835 Mt		3		0.0053964923		0.002398441		0.004313989		0.0030002785		0.0013				6671		0.00641		0.5555555556		39		20		19875		27		Varm cave		36		20.0148579519		0.5559682764		16

		Mp-Siberia  MT		3		0.0017985612		0.0017985612		0.0013659958		0.0023681055		-0.0010				556		0.0036		1.32		29		24		26000		29		Permafrost		1		1.3166666667		1.3166666667		1

		SC81205 MT		2		0.0010989011		0.0016483516		0.0008604603		0.0021051238		-0.0012				1820		0.0131		1.9156626506		44		28		42500		31		Temperate cave		2		3.8313253012		1.9156626506		3

		Moa799Nuc		1		0.0009354537		0.0004677268		0.0005045144		0.0008672435		-0.0004				2138		0.0014031805		0.925		15		22		2000		13		Dry Swamp		2		1.8541666667		0.9270833333		1

		Moa237mt		1		0.0006598482		0.0009897724		0.0005141675		0.0012702079		-0.0008				3031		0.0016496206		1.925		18		29		2850		15		Temperate cave		2		3.85		1.925		3

		Moa660mt		1		0.0014144272		0.0021216407		0.0011406671		0.0026308345		-0.0015				2828		0.0035360679		1.86		28		27		613		11		Temperate cave		4		7.44		1.86		6

		Moa799mt		1		0.0009282178		0.0034034653		0.0007482827		0.0042218765		-0.0035				3232		0.0046410891		4.55		35		36		2000		13		Temperate cave		3		13.6451048951		4.5483682984		11

		Moa237Nuc		1		0		0		0		0		0.0000				656		0		0		1		1		2850		15		Temperate cave		0		0		0		0

		Moa660Nuc		1		0		0.0032520325		0		0.0054752402		-0.0055				615		0.0016260163		0		17		1		613		11		Temperate cave		0		3.3672727273		0		2

		Moa716Nuc		1		0		0		0		0		0.0000				615		0		0		1		1		2850		15		Temperate cave		0		0		0		0

		Moa716mt		1		0		0.0003299241		0		0.0004058067		-0.0004		0		3031		0.0006598482		0		8		1		2850		15		Temperate cave		0		1.23		0		1

		SC7400 mt		2		0.0012092403		0.0057126178		0.0008522185		0.0081058169		-0.0073		1.4199029126		23982		0.0079226086		6.7		42		40		65000		45		Temperate cave		29		194.3936997667		6.7032310264		137

		SC7400 nuc		2		0.0029411765		0.0029411765		0.0022809124		0.0037925697		-0.0015		1.2894736842		680		0.00735		1.29		41		23		65000		45		Temperate cave		2		2.5789473684		1.2894736842		2

		BS555nuc		1		0.0011947431		0		0.000630869		0		0.0006		1.8938053097		837		0.00118		0		12		1		49000		35		Permafrost		1		0		0		0

		BS555mt		1		0.0007808433		0		0.0005119304		0		0.0005		1.5252918288		3842		0.00128		0		13		1		49000		35		Permafrost		3		0		0		0

		GL45nu		1		0.0008257638		0.0008257638		0.0005478625		0.0012446295		-0.0007				1211		0.0016515277		1.5072463768		19		25		98		9		Museum		1		1.5072463768		1.5072463768		1

		GL45mt		1		0.0007788162		0.0015576324		0.0003549706		0.003417492		-0.0031				1284		0.0031152648		4.3880597015		27		35		98		9		Museum		1		4.3880597015		4.3880597015		2

		RB91nu		1		0.0013888889		0.0041666667		0.0006799769		0.0085106383		-0.0078				720		0.0055555556		6.1276595745		37		38		12450		23		Permafrost		1		6.1276595745		6.1276595745		3

		RB91mt		1		0.0006944444		0.0048611111		0.0003508772		0.0096209491		-0.0093				1440		0.00625		13.8541666667		38		46		12450		23		Permafrost		1		13.8541666667		13.8541666667		7

		RB41NU		1		0		0		0		0		0.0000				432		0.0023148148		0		21		1		46200		33		Permafrost		0		0		0		0

		RB41MT		1		0.0007716049		0.0023148148		0.0003898635		0.0045814043		-0.0042				1296		0.0030864198		5.9375		24		37		46200		33		Permafrost		1		5.9375		5.9375		3

		Mp-Wrangel MT		3		0		0		0		0		0.0000				556		0		0		1		1		4590		19		Permafrost		0		0		0		0

		GL92 MT		1		0		0.0005841121		0		0.0012815595		-0.0013				1712		0.0005841121		0		6		1		91		7		Museum		0		2.1940298507		0		1

		RB46 MT		1		0.0009920635		0		0.0005012531		0		0.0005		1.9791666667		1008		0.0009920635		0		11		1		61500		43		Permafrost		1		0		0		0

		GL71 MT		1		0		0.0006697924		0		0.0014695444		-0.0015				1493		0.0013351135		0		14		1		86		5		Museum		0		2.1940298507		0		1

		GL55 MT		1		0.0007788162		0.0007788162		0.0003549706		0.001708746		-0.0014				1284		0.0015576324		2.19		16		31		46		1		Museum		1		2.1940298507		2.1940298507		1

		RB44 MT		1		0		0		0		0		0.0000				1152		0.0017361111		0		20		1		54100		41		Permafrost		0		0		0		0

		RB42 MT		1		0.0015432099		0.0015432099		0.0007797271		0.0030542695		-0.0023				1296		0.0030864198		1.98		24		30		50600		39		Permafrost		2		3.9583333333		1.9791666667		2

		GL76 MT		1		0.0005841121		0.0035046729		0.000266228		0.007689357		-0.0074				1712		0.004088785		13.16		32		45		50		3		Museum		1		13.1641791045		13.1641791045		6

		RB75 MT		1		0.0021701389		0		0.0010964912		0		0.0011		1.9791666667		2304		0.0043402778		0		34		1		12090		21		Permafrost		5		0		0		0

		Mp-Wrangel NU		3		0.0006265664		0		0.0003654971		0		0.0004		1.7142857143		1596		0.0006265664		0		7		1		4590		19		Permafrost		1		0		0		0

		GL92 NU		1		0		0.0009633911		0		0.0014520678		-0.0015				1038		0.0009633911		0		10		1		91		7		Museum		0		1.5072463768		0		1

		RB46 NU		1		0.0009920635		0.001984127		0.0004856978		0.0040526849		-0.0036				2016		0.0029761905		4.085		23		34		61500		43		Permafrost		2		8.170212766		4.085106383		4

		GL71 NU		1		0.0028901734		0.0050578035		0.0019175189		0.007623356		-0.0057				1384		0.0086705202		2.6375		43		32		86		5		Museum		4		10.5507246377		2.6376811594		7

		GL55 NU		1		0.0009633911		0.0019267823		0.000639173		0.0029041356		-0.0023				1038		0.0028901734		3.01		22		33		46		1		Museum		1		3.0144927536		3.0144927536		2

		RB44 NU		1		0.0011574074		0.0040509259		0.0005666474		0.0082742317		-0.0077				3456		0.0054976852		7.15		36		41		54100		41		Permafrost		4		28.5957446809		7.1489361702		14

		RB42 NU		1		0.0007716049		0.0023148148		0.0003777649		0.0047281324		-0.0044				1296		0.0038580247		6.13		31		39		50600		39		Permafrost		1		6.1276595745		6.1276595745		3

		GL76 NU		1		0		0		0		0		0.0000				1384		0		0		1		1		50		3		Museum		0		0		0		0

		RB75 NU		1		0		0		0		0		0.0000				288		0		0		1		1		12090		21		Permafrost		0		0		0		0
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UNG approved and multi template
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Ts1 vs Ts2 14 udvalgte
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Ts1 vs Ts2 all no zero
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Ts1 vs Ts2 14 udvalgte no zeros

				Wiuf, her er alle pr0ver. Jeg ved ikke rigtig hvad man kan lave her, maaske en binomial test for hvor mange, der har mest skade I kernen og I mitokondriet

						Mitochondria DNA				Nuclear DNA

						Mitochondria PMD				Nuclear PMD												Data support				Genes						Sampling effort

		Sorter nøgle		Sample name		All		Distinct		All		Distinct		Age		Type		Enviroment		Specie		Mitochondria		Nuclear		Mitochondria		Nuclear				Nuclear		Mitochondria

		0		Mp-Wrangel		0		0		0.0006265664		0.0043859649		4590±50		Bone		Permafrost		Mammuthus primigenius		4Clones
556bp		14Clones
1596bp		cyt b		Micro satelites				556		1596

		0.0005841121		GL92		0.0005841121				0.0009633911				91		Bone		Museum		Sus scrofa		8Cloner
1712bp		6Cloner
1038bp		D-loop		CD45				1712		1038

		0.0006598482		Moa716		0.0006598482		0.0016528926		0		0		700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		15Clones
615bp		D-loop		Kw1, adh				3031		615

		0.0009920635		RB46		0.0009920635				0.0029761905				>61500		Bone		Permafrost		Panthera leo spelaea		7Clones
1008bp		14Clones
2016bp		Atp8		Numt				1008		2016

		0.00128		BS555		0.00128				0.00118				40000?		Bone		Permafrost		Mammuthus primigenius		6Clones
3842bp		3Clones
837bp		12S		Numt				3842		837

		0.0013351135		GL71		0.0013351135				0.0086705202				86		Bone		Museum		Sus scrofa		7Clones
1493bp		8Clones
1384bp		D-loop		CD45				1493		1384

		0.0015576324		GL55		0.0015576324				0.0028901734				46		Bone		Museum		Sus scrofa		6Clones
1284bp		6Clones
1038bp		D-loop		CD45				1284		1038

		0.0016496206		Moa237		0.0016496206		0.004950495		0		0		700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		16Clones
656bp		D-loop		Kw1, adh				3031		656

		0.0017361111		RB44		0.0017361111				0.0054976852				54,100±1800		Bone		Permafrost		Panthera leo spelaea		8Clones
1152bp		24Clones
3456bp		Atp8		Numt				1152		3456

		0.0030864198		RB41		0.0030864198				0.0023148148				46,200±1500		Bone		Permafrost		Panthera leo spelaea		9Clones
1296bp		3Clones
432bp		Atp8		Numt				1296		432

		0.0030864198		RB42		0.0030864198				0.0038580247				>50,600		Bone		Permafrost		Panthera leo spelaea		9Clones
1296bp		9Clones
1296bp		Atp8		Numt				1296		1296

		0.0031152648		GL45		0.0031152648				0.0016515277				98		Bone		Museum		Sus scrofa		6Clones
1284bp		7Clones
1211bp		D-loop		CD45				1284		1211

		0.0035360679		Moa660		0.0035360679		0.0055762082		0.0016260163		0.006097561		613±90		Bone		Temperate cave		Dinornis robustus		14Clones
2828bp		15Clones
615bp		D-loop		Kw1, adh				2828		615

		0.0035971223		Mp-Siberia		0.0035971223		0.0071942446		0.000877193		0.0043859649		26000±1600		Bone		Permafrost		Mammuthus primigenius		4Clones
556bp		10Clones
1140bp		cyt b		Micro satelites				556		1140

		0.004088785		GL76		0.004088785				0				50		Bone		Museum		Sus scrofa		8Clones
1712bp		8Clones
1384bp		D-loop		CD45				1712		1384

		0.0043402778		RB75		0.0043402778				0				12,090±80		Bone		Permafrost		Panthera leo spelaea		16Clones
2304bp		2Clones
288bp		Atp8		Numt				2304		288

		0.0043956044		SC81205		0.0043956044				0.0007936508				40-45000		Tooth		Cave		C. antiquitatis		10Clones
1820bp		9Clones
1260bp		12S		Numt				1820		1260

		0.0046410891		Moa799		0.0046410891		0.0092936803		0.0014031805		0.0050251256		1-3000		Bone		Dry Swamp		Dinornis robustus		16Clones
3232bp		32Clones
2138bp		D-loop		Kw1, adh				3232		2138

		0.0062409165		PIN 3342-103BS544		0.0062409165		0.0066194294		0.0028153153		0.0037537538		50000		Bone		Permafrost		C. antiquitatis		47Clones
11697bp		12Clones
3552bp		12S, cyt b		Numt				11697		3552

		0.00625		RB91		0.00625				0.0055555556				12,450±60		Bone		Permafrost		Panthera leo spelaea		10Clones
1440bp		5Clones
720bp		Atp8		Numt				1440		720

		0.00640599		Ua11835		0.00640599		0.0088733217		0.0043120345		0.0086705202		19875±215		Cropolite		Varm cave		Nothrotheriops shastensis		76Clones
6671bp		115Clones
6813bp		12S		28S,vWF,
Crem, PCLB4				667		6813

		0.0079226086		SC7400		0.0079226086				0.0073529412				60-70000		Tooth		Cave		C. antiquitatis		XX clones
23982bp		4Clones
680bp		cyt b		Numt				7463		680

		0.0138226883		Mp-Alaska8460		0.0138226883		0.0109628217		2.37E-02		0.0279959718		13775±145		Tooth		Permafrost		Mammuthus primigenius		14Clones
2098bp		131Clones
7252bp		Cyt b		vWf,a2ab,irib,
numt, micro satelite				2098		7252





Ts1 vs Ts2 14 udvalgte no zeros
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				Her er kun de udtagne pr0ver…… Grafen ser meget overbevisende ud, kan man putte lidt statestik indover ????

						Mitochondria DNA				Nuclear DNA

						Mitochondria PMD				Nuclear PMD												Data support				Genes

		Sorter nøgle		Sample name		All		Distinct		All		Distinct		Age		Type		Enviroment		Specie		Mitochondria		Nuclear		Mitochondria		Nuclear

		6.60E-04		Moa716		6.60E-04				0.00E+00				700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		15Clones
615bp		D-loop		Kw1, adh

		1.28E-03		555		1.28E-03				0.00118				40000		Bone		Permafrost		Mammuthus primigenius		6Clones
3842bp		3Clones
837bp		12S		Numt

		1.65E-03		Moa237		1.65E-03				0.00E+00				700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		16Clones
656bp		D-loop		Kw1, adh

		0.0030864198		RB41		3.09E-03				2.31E-03				46,200±1500		Bone		Permafrost		Panthera leo spelaea		9Clones
1296bp		3Clones
432bp		Atp8		Numt

		0.0031152648		GL45		3.12E-03				1.65E-03				98		Bone		Museum		Sus scrofa		6Clones
1284bp		7Clones
1211bp		D-loop		Numt

		3.54E-03		Moa660		3.54E-03				1.63E-03				613±90		Bone		Temperate cave		Dinornis robustus		14Clones
2828bp		15Clones
615bp		D-loop		Kw1, adh

		3.60E-03		Mp-Siberia		3.60E-03				8.77E-04				26000±1600		Bone		Permafrost		Mammuthus primigenius		4Clones
556bp		10Clones
1140bp		cyt b		Micro satelites

		0.0043956044		SC81205		0.0043956044				0.0007936508				40-45000		Tooth		Temperate cave		C. antiquitatis		10Clones
1820bp		9Clones
1260bp		12S		Numt

		4.64E-03		Moa799		4.64E-03				1.40E-03				1-3000		Bone		Dry Swamp		Dinornis robustus		16Clones
3232bp		32Clones
2138bp		D-loop		Kw1, adh

		6.24E-03		PIN 3342-103BS544		6.24E-03				2.82E-03				50000		Bone		Permafrost		C. antiquitatis		47Clones
11697bp		12Clones
3552bp		12S, cyt b		Numt

		0.00625		RB91		6.25E-03				5.56E-03				12,450±60		Bone		Permafrost?		Panthera leo spelaea		10Clones
1440bp		5Clones
720bp		Atp8		Numt

		6.41E-03		Ua11835		6.41E-03				0.0043120345				19875±215		Cropolite		Dessert cave		Nothrotheriops shastensis		76Clones
6671bp		115Clones
6813bp		12S		28S,vWF,
Crem, PCLB4

		7.92E-03		SC7400		7.92E-03				7.35E-03				60-70000		Tooth		Temperate cave		C. antiquitatis		43clones
7463bp		4Clones
680bp		cyt b		Numt

		1.38E-02		Mp-Alaska8460		1.38E-02				2.37E-02				13775±145		Tooth		Permafrost		Mammuthus primigenius		14Clones
2098bp		131Clones
7252bp		Cyt b		vWf,a2ab,irib, micro satelite
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				Her er kun de udtagne pr0ver…… Grafen ser meget overbevisende ud, kan man putte lidt statestik indover ????

						Mitochondria DNA				Nuclear DNA

						Mitochondria PMD				Nuclear PMD												Data support				Genes

		Sorter nøgle		Sample name		All		Distinct		All		Distinct		Age		Type		Enviroment		Specie		Mitochondria		Nuclear		Mitochondria		Nuclear

		0.0005841121		GL92		0.0005841121				0.0009633911				91		Bone		Museum		Sus scrofa		8Cloner
1712bp		6Cloner
1038bp		D-loop		CD45				1712		1038

		6.60E-04		Moa716		6.60E-04				0.00E+00				700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		15Clones
615bp		D-loop		Kw1, adh				0.00

		0.0013351135		GL71		0.0013351135				0.0086705202				86		Bone		Museum,		Sus scrofa		7Clones
1493bp		8Clones
1384bp		D-loop		CD45				1493		1384

		0.0015576324		GL55		0.0015576324				0.0028901734				46		Bone		Museum		Sus scrofa		6Clones
1284bp		6Clones
1038bp		D-loop		CD45				1284		1038

		1.65E-03		Moa237		1.65E-03				0.00E+00				700-5000		Bone		Temperate cave		Dinornis robustus		15Clones
3031bp		16Clones
656bp		D-loop		Kw1, adh				0.00

		0.0031152648		GL45		0.0031152648				0.0016515277				98		Bone		Museum		Sus scrofa		6Clones
1284bp		7Clones
1211bp		D-loop		CD45				1284		1211

		3.54E-03		Moa660		3.54E-03				1.63E-03				613±90		Bone		Temperate cave		Dinornis robustus		14Clones
2828bp		15Clones
615bp		D-loop		Kw1, adh				2.17

		3.60E-03		Mp-Siberia		3.60E-03				8.77E-04				26000±1600		Bone		Permafrost		Mammuthus primigenius		4Clones
556bp		10Clones
1140bp		cyt b		Micro satelites				4.10

		4.64E-03		Moa799		4.64E-03				1.40E-03				1-3000		Bone		Dry Swamp		Dinornis robustus		16Clones
3232bp		32Clones
2138bp		D-loop		Kw1, adh				3.31

		6.41E-03		Ua11835		6.41E-03				0.0043120345				19875±215		Cropolite		Dessert cave		Nothrotheriops shastensis		76Clones
6671bp		115Clones
6813bp		12S		28S,vWF,
Crem, PCLB4				1.49

		1.38E-02		Mp-Alaska8460		1.38E-02				2.37E-02				13775±145		Tooth		Permafrost		Mammuthus primigenius		14Clones
2098bp		131Clones
7252bp		Cyt b		vWf,a2ab,irib, micro satelite				0.58

				2.6666666667

				8-Mar

				0.6363636364
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		Wiuf, her skal vi gerne vise en korrelation (ranked eller ej) mellem TS2/TS1 og skadesmaengden (PMD-rate). Maaske der er en korrelation mellem Enviroment og skadesmaengde. Kan vi vise at der ikke er korrelation mellem alder og skades-maengde?

		Sample		PMD-rate		TS2/TS1		PMD rank		TS2/TS1 rank		Age		Age details		Age rank		Enviroment		TS1		Koor TS2		Ts2/Ts1		Polymerase		Ts2

		Mp-Siberia  Nuc		0.000877		0		9		1		26000				29		Permafrost		1		0		0		Taq?		0

		PIN 3342-103BS544 Nuc		0.0031		1.6		26		26		50000				37		Permafrost		5		7.96		1.5919191919		Taq Hifi		4

		Mp-Alaska8460 mt		0.0138226883		11.0077160494		45		44		13775				25		Permafrost		3		33.0231481481		11.0077160494		Taq?		23

		Mp-Alaska8460 nu		0.023701254		8.32293897		46		42		13775				25		Permafrost		13		108.19820661		8.32293897		Taq?		147																																																								0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0

		Ua11835 Nuc		0.0043120345		9.04		33		43		19875				27		Varm cave		3		27.1172413793		9.0390804598		AmpliTaq Gold		18

		SC81205 Nuc		0.00373		0		30		1		42500				31		Temperate cave		0		1.3333333333		0		AmpliTaq Gold		1

		PIN 3342-103BS544 Mt		0.00642		0.8368965517		40		21		50000				37		Permafrost		29		24.2650862069		0.8367271106		Taq Hifi		18

		Ua11835 Mt		0.00641		0.5555555556		39		20		19875				27		Varm cave		36		20.0148579519		0.5559682764		Taq?		16

		Mp-Siberia  MT		0.0036		1.32		29		24		26000				29		Permafrost		1		1.3166666667		1.3166666667		Taq?		1

		SC81205 MT		0.0131		1.9156626506		44		28		42500				31		Temperate cave		2		3.8313253012		1.9156626506		AmpliTaq Gold		3

		Moa799Nuc		0.0014031805		0.925		15		22		2000		1-3000		13		Dry Swamp		2		1.8541666667		0.9270833333		Taq Hifi		1

		Moa237mt		0.0016496206		1.925		18		29		2850		700-5000		15		Temperate cave		2		3.85		1.925		Taq Hifi		3

		Moa660mt		0.0035360679		1.86		28		27		613		+-90		11		Temperate cave		4		7.44		1.86		Taq Hifi		6

		Moa799mt		0.0046410891		4.55		35		36		2000		700-5000		13		Temperate cave		3		13.6451048951		4.5483682984		Taq Hifi		11

		Moa237Nuc		0		0		1		1		2850		700-5000		15		Temperate cave		0		0		0		Taq Hifi		0

		Moa660Nuc		0.0016260163		0		17		1		613		+-90		11		Temperate cave		0		3.3672727273		0		Taq Hifi		2

		Moa716Nuc		0		0		1		1		2850		700-5000		15		Temperate cave		0		0		0		Taq Hifi		0

		Moa716mt		0.0006598482		0		8		1		2850		700-5000		15		Temperate cave		0		1.23		0		Taq Hifi		1

		SC7400 mt		0.0079226086		6.7		42		40		65000				45		Temperate cave		29		194.3936997667		6.7032310264		AmpliTaq Gold		137

		SC7400 nuc		0.00735		1.29		41		23		65000				45		Temperate cave		2		2.5789473684		1.2894736842		AmpliTaq Gold		2

		BS555nuc		0.00118		0		12		1		49000				35		Permafrost		1		0		0		Taq Hifi		0

		BS555mt		0.00128		0		13		1		49000				35		Permafrost		3		0		0		Taq Hifi		0

		GL45nu		0.0016515277		1.5072463768		19		25		98				9		Museum		1		1.5072463768		1.5072463768		Taq Hifi		1

		GL45mt		0.0031152648		4.3880597015		27		35		98				9		Museum		1		4.3880597015		4.3880597015		Taq Hifi		2

		RB91nu		0.0055555556		6.1276595745		37		38		12450				23		Permafrost		1		6.1276595745		6.1276595745		Taq Hifi		3

		RB91mt		0.00625		13.8541666667		38		46		12450				23		Permafrost		1		13.8541666667		13.8541666667		Taq Hifi		7

		RB41NU		0.0023148148		0		21		1		46200				33		Permafrost		0		0		0		Taq Hifi		0

		RB41MT		0.0030864198		5.9375		24		37		46200				33		Permafrost		1		5.9375		5.9375		Taq Hifi		3

		Mp-Wrangel MT		0		0		1		1		4590		50		19		Permafrost		0		0		0		Taq?		0

		GL92 MT		0.0005841121		0		6		1		91				7		Museum		0		2.1940298507		0		Taq Hifi		1

		RB46 MT		0.0009920635		0		11		1		61500				43		Permafrost		1		0		0		Taq Hifi		0

		GL71 MT		0.0013351135		0		14		1		86				5		Museum		0		2.1940298507		0		Taq Hifi		1

		GL55 MT		0.0015576324		2.19		16		31		46				1		Museum		1		2.1940298507		2.1940298507		Taq Hifi		1

		RB44 MT		0.0017361111		0		20		1		54100		1800		41		Permafrost		0		0		0		Taq Hifi		0

		RB42 MT		0.0030864198		1.98		24		30		50600				39		Permafrost		2		3.9583333333		1.9791666667		Taq Hifi		2

		GL76 MT		0.004088785		13.16		32		45		50				3		Museum		1		13.1641791045		13.1641791045		Taq Hifi		6

		RB75 MT		0.0043402778		0		34		1		12090		80		21		Permafrost		5		0		0		Taq Hifi		0

		Mp-Wrangel NU		0.0006265664		0		7		1		4590		50		19		Permafrost		1		0		0		Taq?		0

		GL92 NU		0.0009633911		0		10		1		91		0		7		Museum		0		1.5072463768		0		Taq Hifi		1

		RB46 NU		0.0029761905		4.085		23		34		61500		0		43		Permafrost		2		8.170212766		4.085106383		Taq Hifi		4

		GL71 NU		0.0086705202		2.6375		43		32		86		0		5		Museum		4		10.5507246377		2.6376811594		Taq Hifi		7

		GL55 NU		0.0028901734		3.01		22		33		46		0		1		Museum		1		3.0144927536		3.0144927536		Taq Hifi		2

		RB44 NU		0.0054976852		7.15		36		41		54100		1800		41		Permafrost		4		28.5957446809		7.1489361702		Taq Hifi		14

		RB42 NU		0.0038580247		6.13		31		39		50600		0		39		Permafrost		1		6.1276595745		6.1276595745		Taq Hifi		3

		GL76 NU		0		0		1		1		50		0		3		Museum		0		0		0		Taq Hifi		0

		RB75 NU		0		0		1		1		12090		80		21		Permafrost		0		0		0		Taq Hifi		0

		De Gr0nne prover er ikke blandt de 14 udvalgte

																				167		568.90396808						452

																				10.9404609246
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		Wiuf, her skal vi gerne vise en korrelation (ranked eller ej) mellem TS2/TS1 og skadesmaengden (PMD-rate). Maaske der er en korrelation mellem Enviroment og skadesmaengde. Kan vi vise at der ikke er korrelation mellem alder og skades-maengde?

		Sample		PMD-rate		TS2/TS1		PMD rank		TS2/TS1 rank		Age		Age details		Age rank		Enviroment

		Mp-Siberia  Nuc		0.000877		0		4		1		26000				17		Permafrost

		PIN 3342-103BS544 Nuc		0.0031		1.6		13		15		50000				25		Permafrost

		Mp-Alaska8460 mt		0.0138226883		11.0077160494		27		26		13775				13		Permafrost

		Mp-Alaska8460 nu		0.023701254		8.32293897		28		24		13775				13		Permafrost		0		0																																																														0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0

		Ua11835 Nuc		0.0043120345		9.04		18		25		19875				15		Varm cave

		SC81205 Nuc		0.00373		3		17		18		42500				21		Temperate cave

		PIN 3342-103BS544 Mt		0.00642		0.8368965517		23		10		50000				25		Permafrost

		Ua11835 Mt		0.00641		0.5555555556		22		9		19875				15		Varm cave

		Mp-Siberia  MT		0.0036		1.32		16		13		26000				17		Permafrost

		SC81205 MT		0.0131		20		26		28		42500				21		Temperate cave

		Moa799Nuc		0.0014031805		0.925		7		11		2000		1-3000		5		Dry Swamp

		Moa237mt		0.0016496206		1.925		9		17		2850		700-5000		7		Temperate cave

		Moa660mt		0.0035360679		1.86		15		16		613		+-90		3		Temperate cave

		Moa799mt		0.0046410891		4.55		19		20		2000		700-5000		5		Temperate cave

		Moa237Nuc		0		0		1		1		2850		700-5000		7		Temperate cave

		Moa660Nuc		0.0016260163		0		8		1		613		+-90		3		Temperate cave

		Moa716Nuc		0		0		1		1		2850		700-5000		7		Temperate cave

		Moa716mt		0.0006598482		0		3		1		2850		700-5000		7		Temperate cave

		SC7400 mt		0.0079226086		6.7		25		23		65000				27		Temperate cave

		SC7400 nuc		0.00735		1.29		24		12.00		65000				27		Temperate cave

		BS555nuc		0.00118		0		5		1.00		40000				19		Permafrost

		BS555mt		0.00128		0		6		1.00		40000				19		Permafrost

		GL45nu		0.0016515277		1.5072463768		10		14.00		98				1		Museum

		GL45mt		0.0031152648		4.3880597015		14		19.00		98				1		Museum

		RB91nu		0.0055555556		6.1276595745		20		22.00		12450				11		Permafrost

		RB91mt		0.00625		13.8541666667		21		27.00		12450				11		Permafrost

		RB41NU		0.0023148148		0		11		1.00		46200				23		Permafrost

		RB41MT		0.0030864198		5.9375		12		21.00		46200				23		Permafrost
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		Wiuf, her skal vi gerne vise en korrelation (ranked eller ej) mellem TS2/TS1 og skadesmaengden (PMD-rate). Maaske der er en korrelation mellem Enviroment og skadesmaengde. Kan vi vise at der ikke er korrelation mellem alder og skades-maengde?

		Sample		PMD-rate		TS2/TS1		PMD rank		TS2/TS1 rank		Age		Age details		Age rank		Enviroment

		PIN 3342-103BS544 Nuc		0.0031		1.6		9		7		50000				21		Permafrost

		Mp-Alaska8460 mt		0.0138226883		11.0077160494		27		25		13775				13		Permafrost

		Mp-Alaska8460 nu		0.023701254		8.32293897		28		23		13775				13		Permafrost		0		0																																																														0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0

		Ua11835 Nuc		0.0043120345		9.04		16		24		19875				15		Varm cave

		SC81205 Nuc		0.00373		3		13		13		42500				18		Temperate cave

		PIN 3342-103BS544 Mt		0.00642		0.8368965517		22		2		50000				21		Permafrost

		Ua11835 Mt		0.00641		0.5555555556		21		1		19875				15		Varm cave

		Mp-Siberia  MT		0.0036		1.32		12		5		26000				17		Permafrost

		SC81205 MT		0.0131		20		26		28		42500				18		Temperate cave

		Moa799Nuc		0.0014031805		0.925		1		3		2000		1-3000		8		Dry Swamp

		Moa237mt		0.0016496206		1.925		3		9		2850		700-5000		10		Temperate cave

		Moa660mt		0.0035360679		1.86		11		8		613		+-90		7		Temperate cave

		Moa799mt		0.0046410891		4.55		17		17		2000		700-5000		8		Temperate cave

		SC7400 mt		0.0079226086		6.7		24		21		65000				27		Temperate cave

		SC7400 nuc		0.00735		1.29		23		4		65000				27		Temperate cave

		GL45nu		0.0016515277		1.5072463768		4		6		98				5		Museum

		GL45mt		0.0031152648		4.3880597015		10		16		98				5		Museum

		RB91nu		0.0055555556		6.1276595745		19		19		12450				11		Permafrost

		RB91mt		0.00625		13.8541666667		20		27		12450				11		Permafrost

		RB41MT		0.0030864198		5.9375		7		18		46200				20		Permafrost

		GL55 MT		0.0015576324		2.19		2		11		46				1		Museum

		RB42 MT		0.0030864198		1.98		7		10		50600				23		Permafrost

		GL76 MT		0.004088785		13.16		15		26		50				3		Museum

		RB46 NU		0.0029761905		4.085		6		15		61500				26		Permafrost

		GL71 NU		0.0086705202		2.6375		25		12		86				4		museum

		GL55 NU		0.0028901734		3.01		5		14		46		0		1		Museum

		RB44 NU		0.0054976852		7.15		18		22		54100		1800		25		Permafrost

		RB42 NU		0.0038580247		6.13		14		20		50600		0		23		Permafrost

		De Gr0nne prover er ikke blandt de 14 udvalgte
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		Her er fjernet alle pr0ver med nul-vaerdier (altsaa hvis TS2 eller TS1 er nul) Maaske korrelationerne er staerkere?

		Sample		PMD-rate		TS2/TS1  tot		PMD rank		TS2/TS1 rank		Age		Age details

		PIN 3342-103BS544 Nuc		0.0031		1.6		5		7		50000				17

		Mp-Alaska8460 mt		0.0138226883		11.0077160494		19		18		13775				9

		Mp-Alaska8460 nu		0.023701254		8.32293897		20		16		13775				9				0		0																																																0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0		0

		Ua11835 Nuc		0.0043120345		9.04		10		17		19875				11

		SC81205 Nuc		0.00373		3		9		10		42500				14

		PIN 3342-103BS544 Mt		0.00642		0.8368965517		15		2		50000				17

		Ua11835 Mt		0.00641		0.5555555556		14		1		19875				11

		Mp-Siberia  MT		0.0036		1.32		8		5		26000				13

		SC81205 MT		0.0131		20		18		20		42500				14

		Moa799Nuc		0.0014031805		0.925		1		3		2000		1-3000		4

		Moa237mt		0.0016496206		1.925		2		9		2850		700-5000		6

		Moa660mt		0.0035360679		1.86		7		8		613		+-90		3

		Moa799mt		0.0046410891		4.55		11		12		2000		700-5000		4

		SC7400 mt		0.0079226086		6.7		17		15		65000				19

		SC7400 nuc		0.00735		1.29		16		4.00		65000				19

		GL45nu		0.0016515277		1.5072463768		3		6.00		98				1

		Gl45mt		0.0031152648		4.3880597015		6		11.00		98				1

		RB91nu		0.0055555556		6.1276595745		12		14.00		12450				7

		RB91mt		0.00625		13.8541666667		13		19.00		12450				7

		RB41MT		0.0030864198		5.9375		4		13.00		46200				16

		PMD- Post mortal damage

		Red moa not at-gc corrected
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				Alle pr0ver:						AT→GC (TS1)		AT→TA (TV1)		AT→CG		CG→TA (TS2)		CG→GC (TV2)		CG→AT		Total

				MT TOTAL ALL SAMPLES						125.00		33.00		21.00		294.73		20.05		31.58		525.36

								%		23.79		6.28		4.00		56.10		3.82		6.01

				NUCLEAR TOTAL ALL SAMPLES						42.00		9.00		3.00		218.10		0.00		6.35		278.44

										15.08		3.23		1.08		78.33		0.00		2.28

				Alle pr0ver undtagen alaskaproven:

				MT TOTAL ALL SAMPLES						122.00		30.00		21.00		216.40		20.05		31.58		441.04

								%		23.79		6.28		4.00		56.10		3.82		6.01

				NUCLEAR TOTAL ALL SAMPLES						29.00		2.00		2.00		109.90		0.00		3.55		146.45

										15.08		3.23		1.08		78.33		0.00		2.28

		Skader for kun alaska pr0ven:						MT		3.00		3.00		0.00		78.33		0.00		0.00		84.33

								NUC		13.00		7.00		1.00		108.20		0.00		2.80		131.99

				Wiuf kan man lave en test som tester om der er forskel p[ fordelingen af skader I hhv. kerne og mitokondrie naar alle pr0verne slaaet sammen ? Kan en chi test klare det ?

				Det forste skema har alle proverne med summeret op, det andet er Mp-Alaska8460 proven fjernet, da den er underlig, lav gerne en test paa begge to

				De 14 udvalgte:

				MT  14 SAMPLES						115.00		30.00		19.00		271.03		16.09		29.39		480.51

								%		23.93		6.24		3.95		56.40		3.35		6.12

				NUCLEAR  14 SAMPLES						29.00		8.00		3.00		160.13		0.00		2.80		202.93

										14.29		3.94		1.48		78.91		0.00		1.38

				Uden Alaska pr0ven:

				MT  14 SAMPLES						112.00		27.00		19.00		192.70		16.09		29.39		396.18

								%		23.93		6.24		3.95		56.40		3.35		6.12

				NUCLEAR  14 SAMPLES						16.00		1.00		2.00		51.93		0.00		0.00		70.93

										14.29		3.94		1.48		78.91		0.00		1.38






