Appendix 5. Statistics for parsimony analyses of Gnetum rbcL and matK sequences.

=========================================================================================================

Data set
rbcL
Seed plant rbcL
matK
Seed plant matK
rbcL+matK


_____________________

______________________
_______________________



All
-3rd
3rd

All
-3rd
3rd
All
-3rd
3rd
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Aligned length
1428

1428

1809

1791


3219


Number of sequences
59

61

46

39


36


     (Gnetum only)
 (51a)

(13)

(13a)

(10)


(9)

Number of characters used
1238
1248
832
416
1809
1791
1194
597
3039
2026
1013

Number of variable sites
244
594
198
396
1488
1399
893
506
1876
1030
846

Number of informative sites
199
493
118
375
1280
1215
766
449
1553
824
729
Number of MP trees obtained
52472
1304
23017
3335
2
2
6
3
2
14
4

Length of MP tree
326
2682
512
2134
5122
4403
2588
1810
5601
2840
2753

CI (excl. uninformative sites)
0.81
0.32
0.36
0.32
0.54
0.56
0.59
0.52
0.54
0.58
0.51

RI (excl. uninformative sites)
0.95
0.71
0.71
0.72
0.84
0.84
0.86
0.82
0.82
0.84
0.80

=========================================================================================================

aIncluding sequences downloaded from GenBank. 

