: 5.
y s
- ur
et .
AM147_T, Charitomengs gy Setoph; icang e e e
_Tyrannidectes : Phaga_discolor py S’SE\?x;eex/ SgywugaurucaDV“a,DVENWg
o Seiurus_aurocapila_OVENG14P

Amerodectes_selurus_sx_Leiothypis_tufcapila_ NAWAG28A
emeslectes._soiurus_ex_Geothiypis_formosa_KEWASBA4R

AM123 Amerogeg;
AM128 tes_seiur
128 Amerog, "_ex_Geothlypis_formosa_g, WA349/

haga_petechia YEWAG41P_Tr- rysoptera_GWW
Trouessariia_sp_ex_Setophaga_p s sl quadaus_9x VoSSR CuninSEOn A1 lectes s
AWNT7_ProctophyI0BeS B 57 e ex Vermivore < ;‘sznp\eva,%"g“‘e;\ ATy Amerodecieg oo S_ex Geotiypi
quadratus_ % o - selun S lormosa_e,
lodes_basal 0V ermivora£” s NOV' oaah AMmeroqe 2r0decte 'S_ex_Sey L KEWA3495
1176_Proctophy! dratus_&* joracel®® < eWAZE S ! AmepgOecte, S_Seiur, —OOUILS_aurgcan
! pyodes 0287 gsia 00T cqna.homP D Ameroacie i - Gaogy, "2 OV
ani174_ProcioP < quadraSE L oS e XB NP Oy, X Li 'S_forme,
o105 s 9 g 28 (e Crouan S e
32 P des.< 0 pers™ e P
b oo P e P e e o“ﬁ
AT oges 06 5% gotWP C g e et e
et S [N el o,
oraco? e ot o e 0
: o

M
N

>
EEEH
§§§%
8§88
o o $ 8y 8gssess0985585%%
PR I R e A
& F S T T IEF o JSSEFS558F88
N G R T S SO S TR 2
SEEFCIIN A RS A A I - - P UL - I -
P S A ICR N 0 S T L Y]
SO G g ) I g § § Dae
RIS F P L EEE I ) )
7 & & S8 3 ESFTE s
& @‘}ebé?é‘@c‘”\é“ 'S5 8B B3588
T FoefdfEd IS8 %
&7 S &L ST LT84 ,04,5888
& & & S o585 58888200 10
szu\/fﬁu‘éfﬁﬁséz%gfgam
TS R ERE SRR : T % %
0.1 < IS FEegod 88 8B L 9, S
HHTH TR N Y K
T 858838 5022222%8¢83
SEFEsEEEs255233 %7
£ £2g23%3238°
g < < EERR 2B Y
< < << 333> >

Figure S1. Maximum likelihood (ML) phylogeny estimated from the cytochrome ¢ oxidase
subunit 1 (cox!) barcoding gene using a curated dataset of parulid Amerodectes, Tyrannidectes,

Proctophylllodes, and Trouessartia feather mite lineages. Amerodectes protonotaria samples are
highlighted in yellow with the 12 samples from the present work ending in “pw” at the branch
tips. Values at nodes indicate ML ultrafast bootstrap (BS) support values for each mite lineage;
nodes with >99 BS values are indicated by asterisks (*). The scale bar represents nucleotide

substitutions per site.



