A)

M1l -

M1l -

M1l -
M1l -

M1l -
M1l -

B8

C)

M3 -

M3 -

M3 -

M3 -
M3 -

M3 -

M3 -

M3 -

M3 -

M3 -
M3 -

M3 -
M3 -

M3 -
M3 -

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

Copy
Copy

10 20 30 40 50 60 70 80 90 100 110 120
B T T T T I I T T I
TCTGCATCACTAAATCCTTTTATATTTTCTCGAGGGATAGTTCGCGGTCTTCCACGTTTTTTTGGCCGTTTTCTTTCTGAGATGGAGTCACTATCAGATCCAGAGTATCTTCTGCTCCTA
.................... A i AGL L TG T T A

130 140 150 160 170 180 190 200 210 220 230 240

IR EEE R R PR R R RN R R RRIEEEE cee bl R R e B R IR
CTGCGCCTTCCTTCACTTCCATTAAAGCTGATCTGGAATTTCAGAATAAGTAGTTCAAAGCTACATGAT TAACAAACATACGTARAGTTTCACCTAGCCTGTCAAAAAT - - ATGTGTTCA
..... TT.C......Tioveievveneenennananenea...Tuui i ... .AG...C...AGC.TT .TAT. . .CACG.T.T....T....T......TGGG.G.G.GC

250 260 270 280 290 300 310 320 330 340 350 360
R R PR PR EEER ERRE PERRY PR REEEY PERRY PR R PEEE PP PR R PR PP R PR PP P R P
AAAAGGAAAAGAGAAACAACCCAAAACCCA - - - ACAACCACCCCCAATAAACAAACTAAACCAACAGCAACACAAAAGTACAA GTCAGAACCAAGAGACACCTGTTTTGCA

C.C.C.TG...ACC.CC..... A...GTA. .AGT....A..A.AG....G..A.... ~..A..... A..... A....A.CA..GTTAGTTG....A..T.C..... B
370 380
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CAGTTTCTCATCCTTGGGAG
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TCCAGAGTATCTTCTGCTCCTACTGCGCCTTCCTTCACTTCCATTAAAGCTGATCTGGAATTTCAGAATAAGTAGTTCAAAGCTACATGATTAACAAACATACGTAAAGTTTCACCTAGC

...... A TTCL T e T L. AG. . .C. . .AGC.TT.TAT. . .CACG.T.T....T
130 140 150 160 170 180 190 200 210 220 230 240
B R B I e I B I I I B B B I B I R R I I I I R R
CTGTCAAAAAT - - ATGTGTTCAGAAAAGGAAAAGAG: CAACCCAAAACCCA ACAACCACCCCCAATAAACAAACTAAACCAACAGCAACACAAAAGTA( GTCAGA
N N TGGG.G.G.GCC.C.C.TG...ACC.CC..... A...GTA..AGT....A..A.AG....G..A.... ~..A..... A..... A....A.CA..GTTAGTTG....A.
250 260 270
B R e RN PR |
ACCAAGAGACACCTGTTTTGCACAGTTTCTC
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BRI R R R e N I e e R B e R B I R B B I I I I I R
TAGCAG: TCAATCCAAGACCACTCCCTTTAAGGATTGCAAGGT ATGTAATTTGCAATGGGTTTATAATCAGTTGTACTGGATCTGGATGGGATGGAGTTAATTTTCTTCATAGC
..................... T.....A........C........GARGC......... ......A. .. ...
130 140 150 160 170 180 190 200 210 220 230 240

R FEEEY PR R PR .- R R R i R PR PR R PR PP PR DR PR PP BTl R P
AGCCTGTATGATCCATGTTTCAGATTTGTGAACTGAACAGTGATAACACACTACTTGGCTGTTCAACAGCACTTGCACAGTGTCAAGGTGTTGTGGTTTGGTGCAGCCAGCAACTAA

250 260 270 280 290 300 310 320 330 340 350 360
B N R Rl B B T e R B L B B R R D e R B R R R
CCACACAGCTGCTCACTCAACTCCTCTGACCTCTAGTAGGATGGGGAGGAGAAAATACAGTGARAAGGCTCGTGAGTCGAGAGAAGGACAGGGAGGGATTACTCGCCAATTGTGATCACAG
.G...C...

370 380 390 400 410 420 430 440 450 460 470 480
IR R PR PR R R PR PR RN PR PP PP R PR PP T PR PR P R PP P T PR
GCAAAACAGACTCGGGGAAAAAAATCAATTTAATTTGTGTCCTGGTTTCAGCTGGGACAGTTACCTCTTCTTTTTAGCAGCTAGAAGAGCTCTGTGTTTCCGTTTTAGTCTGAGACTTGT

490 500 510 520 530 540 550 560 570 580 590 600
E e N A L T B B A e T I | [ I I I

TCTGAGAAGAATGCTGACAGTGTACTGATGTTTGTAGTTGGCACTGAGGTCTCAAGCACTTTTCAGCTTGCTGTGTTCTTGCCAGTGTGCAGGAGCAGTTCTTGCCAGTGTGCAGGAG

610 620 630 640 650 660 670 680 690 700 710 720
B I I I B I I I I
TAACAGGATAGGGGGGAGCATAGCTGGGACGGAGGATCCATGACTCTCCTTATCGTTTGTACTTAGGATTGAGGGCCAAATTGGCCAATTAGTATTCCATATCATGCAGCGTCATGCCCC

730 740 750 760 770 780 790 800 810 820 830 840
R R I [ I |- | | [ R B B I e AT T IR [P I |- [

AGTATAAAAATGAAGGTCAGCTGGAAAGAAGGGCTTTTGTTCTTCCCGGACTCTCACTTCAGCACTCTCAGAGTGCTCTCTCTGTTTCTCTCTCTATTTTCGGGCCTCTCACTTGTCCAG

850 860 870 880 890 900 910 920 930 940 950 960
B I I T I
AATTGCAGTGTC GGTACCTGTTTTGGGATTGTTAGTCTGTGACAGGACAGGCCTTGGTCAAGGGGTGGTGAGARATTACACTGTGCATCACTTGTTTGTATATATTTATCATTGTG

970 980 990 1000 1010 1020 1030 1040 1050 1060 1070 1080

B B T IR e o AT T e O O B T B T e e B I R R
CACATATATATTCATATATTAGTAGTAGTAGTGTTAAATTGTTCTTGTATCAACCCACGCGTCTCTTTCCCTTTTCCCCTTTAGTTCTCTTACCCATCCCCTGGCGGTGGGGGAAGGTAA

1090 1100 1110 1120 1130 1140 1150 1160 1170 1180 1190 1200
B T R B I I I B R R I N B e R R R B
GCGAGCGGCTCATGTGCAGTTTAGTTGCCTGGCCAGCCTARACCATAACAATTTTGTACCAATCAAATCAGAGTAAGATAATAAGAAATAAAACGAAATCTTAAGAACACCTTCCCCCAC

1210 1220 1230 1240 1250 1260 1270 1280 1290 1300 1310 1320
T I s I T | | | | | .
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CCTTCCCTTCTCCCCAGGTTCAACTTTTCTCTCGATTTCTCTAACTCTTCCCCTGCAGTGGCACA( CAGAGGAATGGGAGTTGTGGTCAGTTCATCACATGTTTCTGCTGTTTCT
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TCCTCCTC. ACTCTTCCTCACACTCTTGCCCTGCTCCAGCATGGGATCCCTCCCATTGGAGATAGTCCTCCATGAACTTACCTGACATGAATCCTTCCCACAGGCTGCAGTTCTT

1450 1460 1470 1480 1490 1500 1510 1520 1530 1540 1550 1560
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CACGAACTGCTGCAGTGTGGGTCCCACCCATGGGGTGCAGTCCTTCACCAAAAGACTGCTCCAGTGCAGGTTTCCCACAGAGTCACGGTCACCTTCAGGCACAGCCATCTACTCCAGCAT

1570 1580 1590 1600 1610 1620 1630 1640 1650 1660 1670 1680
I [ I R R e I R R R | I [ R R - - I | I

GGGATTGTCCACAGGCTGCAGGTGGATCTCTACTCCACTGTTAACCTCCATGGGCTGCAAGGGGACATCTTGTCTCACCACAGGCTGCAGGGGAATCTCAGCTCCAGCACTCCTCCTCCC

1690 1700 1710 1720 1730 1740 1750 1760 1770 1780 1790 1800
B L B T I e B R B T B I s e B B B e
TCTCCTTCCCTGACTTTAGTGTCTTCGTAGTTGTTTCTCCAACATCCCACTCCTCTCTCCTCATTGCTGTGCCAGGCCTGACCAGCCTGACGAAGCTTGGTGGCCCCAGTCACAGACAGC

1810 1820 1830 1840 1850 1860 1870 1880 1890 1900 1910 1920
B I T T I T I L e I I Y I
TGCCTACATGGGCACCTGGGGTGATGCCTTTGCCTCTCCACTGCAGGTTTTGCCAGCAGTGGGTTTTTTTTTTTCTTCCCTTAAATGTATCACATCACACAGGTGATACCACTGTTGCTG

1930 1940 1950 1960 1970 1980 1990 2000 2010 2020 2030 2040
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ATTTGCTCAGCCTTGGCCAGAGCTGAGTTAGACTTGGAGCCAGGGAAGCTTCTAGCAGCTTCTCATAGGAGCCACCCCTGTAACCCCTCCCTCACTACCARAACACTACTACACARACCC

2050 2060 2070 2080 2090 2100 2110 2120 2130 2140 2150 2160
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AATACTCAGGGCTGCCTTTGTTTCTTGCTGTGCTGTGCCCACCATGAGTAGACTGGGACTTGGCARAGGGCTGGGAGGGAACACAGCCAGTATAGCTGACCACAAGTCACCARAGAAGTA
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TTTCGTGCTATGTAATGTCATGCTCAGCAATAAAACTGGGTGGGCTGAGCAGGGAGTATARAGGTGGCTGTTGCTTGGAGACT TGCTGGTGAGT TAATATGTGACTCTCTTTCAGTCACT

2290 2300 2310 2320 2330 2340 2350 2360 2370 2380 2390 2400
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TGTGGGTTTTTTTTTGGTTGTAGGTTTTGCTTTGGTTGTTTTTTTCCCTTCACCCAGTGAATTCTTTATTTTGACCCACAAGTTTTCCTCACTTTCACCCTTTCAGTTCTCTCCCTTGTC

2410 2420 2430 2440 2450 2460 2470 2480 2490 2500 2510 2520
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CTGCTAGTGTGGTAGTGAGTAAGGAACTCAGTGGCAGCTTAGCGGCTGGCCAGGTTCAAACCACCACATCAGT TGTGATATTAAAAATCTTGTATGAATCCAGAGATAAGGTAGATATAA
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TGARATATTTTTGAAGGTTTTTCAGAATAATAATAATGATA - - TATAGTAATATATATGGAAAATATCACTACTAAG - TAACTTTTTGTAGATACCAGTCCCCTGTGT - TTTTACTGAT
Al T...G.C..... CG.vnnnnnn GC...CT.T.G....G.A.C..G........ T....AAC.G.C........... TTT..T....ACT.A..... T.ACC
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GTTCAARGATAGGCTTGCTTAGTTTCGTAGTTTATTTTAAARAGTAAACTT - TGAGTGGGTTAATATCACTCCCATTGTGAAATTTAGAGTAGCAATCAAACTAATTTCAGCTTGCAAAT
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et RGeS A AGACTAGACT GO CAGTAGA ICCTAGE TG T AGAGGAAGACAT TG AACTTCAGICAG
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TAGTAGGACTGATGAGTGATTTGCTTTTGACAGGTTCTAAAACAGAGGCCAAGGTTTGTTGCACTAAAGAAGCAACCATCTTATAT TGGAGGACACGAAAGT TTAGAGTTARGAGATTAT
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GCTACTGATTCGTCTGCGAGAACGTGGCAACAGAGTCCTAATTTTCTCACAGATGGTGAGGATGCTGGACATCCTAGCAGAATATCTGAAGTATCGTCAGTTTCCCTTTCAGGTAAGAAT

T...C..oiiiii. A..... G.C...G....T. C.AC...A.CT... R A...TC.... ..GTAG...... TT.T....
250 260 270 280 290 300 310 320 330 340 350 360

TG ICTAG AAAGACTEECAR T CO AT ACCTAATAGTATITTG ARTTAACTEATAAA T TAAAAA AT ARAGTGTTCCATT AR AT TGO TCAGAT

GITT.AA.T..A.G.A.AG.A........ A.G...A....A.G.TA...... G..... A...G..... C..G..... G.. .GA.G....... A..... c.c.C...C..... c.cc
370 380 390 400 410 420 430 440 450 460 470 480
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AACAGTTTTGGCAGTTAGGAATTCAAGTAGCTCTGATTTTGAATATAGTATAAGAATTACTTTTTAACTGTAGTTTTCAATCTCTTTAGAGACTTGATGGATCAATAAAAGGGGAATTG
A..TT...... A..A..GA.......... T.ooeoens [ P ..G..G..CoL S c..
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GTCCTAATTTTCTCACAGATGGTGAGGATGCTGGACATCCTAGCAGAATATCTGAAGTATCGTCAGTTTCCCTTTCAGETAAGAATCTTGETGGTAGTAGCCAAGAAACTTTGATCTTGA
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AAATAAGGAAAGTCGTTTTCTTATAACCTCAACTGTTTTGTGTTTATGTGATCTTTACTGCTTTGCTTAAGAAAAGATACAAGAAAAAGTGTTCTTTTTTTCTAG AAAGACTGGCAATT
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A....A.G.TA...... G..... A...G..... C..G..... G.. .GA.G....... A..... c.c.c...C..... C.CCA..TT...... A..A..GA.......... T.
370 380 390 400 410 420 430 440 450 460

AL, G..G..C............. S Coiviiii Co.oiiin
10 20 30 40 50 60 70 80 90 100 110 120
B R B B Rl e B I e R B N B B I R B T e B e R R
TTGTCAGAGTTGCTAGAGATACAGCTTCTTACTGATACAACTATCCTTCAGGTAAGTTTTATCAGAAGAATTTCTGTCCAAGAATGTTGGTTTTTCTTTTCCCAGAGAGAATATAAAGTA
............................................ L e T o Y « BN e
130 140 150 160 170 180 190 200 210 220 230 240
| | | | | | | | | | | el | | | | | | | |
TCATCATCGCAGTGACATGAAGCATGAAGTCAGTACAAACTTACGAATTATTAACATCGAAGTAACTAGTTTGTTGTGTAGTAGGTAATCTGCAGGAGAAGAGCATTTGATGTTCAAATC
G..TG..T..A......... AT..... Aot k15 P G..... G..A.......... 3 A..G A....... c
250 260 270 280 290 300 310 320 330 340 350 360
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TTTAATGGCTCTTCTTGTATACTTAAGAAAGGTTTAACCTGATTGCATTCAAATGTAGTCAGAGAATCATTTAGATTGGAAAAGACCCTTAAAGTCGTCAAGTCCAACCATARACCTAAC
.......... T..AG...C.......C..A..............T.....
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GCTGCCAAGTCCACCACTARACCATTTCTGCAAGTGCCTACACATCTTTTAAGTACTTCCAGGGATGGTAACTCAAGCACTTCCCTGGGCAGCCTGTTCCAGTGCTTGACAACCCTTTTG

490 500 510 520 530 540 550 560 570 580 590 600
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GTGAAGAAATTTTTCACAATATCCGATCTAAACCTTCCATGTCACAAGTTGAGGCCGTTTCTTCTTGTCCTATCGCTTGT TATCTGGGAAATGAGATTGACACCCACCTCACTACAGCCT

610 620 630 640 650 660 670 680 690 700 710 720

B B B Il T B T e R BT T N B B I R B e R B R R R
CCTTTCAGGTAGCTGCAGAGAGCAGTAAGGTCTCCCCTCAGCCTCCTTTTCTCTAGCCTAAACAATGCCCGTTTCCTCAGCCACTCCTCACAGGACTTGTTCTCTAATATCCTTCAATAR

730 740 750 760 770 780 790 800 810 820 830 840
IR R e B e I e I e I e I I I I I IR I B I I P P I
CTTTATTTGCGCATAATATAAAAGTAATGCATCTTGTTGAATACCTTACCTGCTGAATGAATA ACTTATGAAATCGCATAAATATAAGTTCATTAGTCAAATATACTTAGAATAAT

850 860 870 880 890 900 910 920

Figure S1. Two-copy (Z and X-specific) sequence comparison of six markers (M1-M5 and M?7) tested

in this study. The alignments are shown for Tauraco erythrolophus. Dots indicate residues identical
in both copies. The sequences were aligned with MUSCLE [37] in MEGA [36].



