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Table A: Results of the round in which DNA extraction took place on alpha diversity for the full dataset and the dataset excluding the third group of DNA extraction.

	Full Data DNA Extraction
	Degrees of Freedom
	F
	p-value

	Shannon
	2
	6.66
	0.0041**

	Observed OTUS
	2
	4.19
	0.025**

	Faith
	2
	3.78
	0.034**

	No DNA Round 3
DNA Extraction
	
	F
	p-value

	Shannon
	2
	1.72
	0.21

	Observed OTUS
	2
	4.56
	0.048**

	Faith
	2
	4.44
	0.050*

	
	
	
	



Table B: Pairwise analysis of whether the DNA extraction sample group significantly explained variation. Because round 2 was almost entirely composed of migrants, and rounds 1 and 3 were almost entirely residents, it was determined that the significance was driven by migratory status rather than the DNA extraction group.

	DNA Extraction Round Pairs
	Degrees of Freedom
	F
	R-Squared
	Adjusted p-value

	1 vs. 2 weighted
	1
	2.72
	0.14
	0.058*

	1 vs. 2 unweighted
	1
	1.97 
	0.10
	0.060*

	2 vs. 3 weighted
	1
	2.96
	0.11
	0.058*

	2 vs. 3 unweighted
	1
	2.43 
	0.096
	0.012**

	1 vs. 3 weighted
	1
	0.52 
	0.026
	0.79

	1 vs. 3 unweighted
	1
	1.03 
	0.049
	0.34




Table C: Significance of migrant status on alpha diversity for the dataset with the third sample group of DNA extraction excluded.


	No DNA Round 3 Migrant Status
	Degrees of Freedom
	F
	p-value

	Shannon
	1
	1.72
	0.21

	Observed OTUS
	1
	4.56
	0.048**

	Faith
	1
	4.45
	0.050*



Table D: Average values of the alpha diversity metrics when excluding the third DNA extraction sample group.


	No DNA Round 3
	Shannon
	Observed OTUS
	Faith

	
	Average
	St. Dev.
	Average
	St. Dev.
	Average
	St. Dev.

	Migrant
	3.25
	0.91
	82.78
	43.33
	10.44
	4.40

	Resident
	3.88
	1.13
	134.00
	59.01
	14.83
	4.65



Table E: Statistics from the PERMANOVA tests of the unweighted and weighted UniFrac distance matrices from the dataset excluding the third DNA extraction group. It measures the significance of migrant status, DNA extraction round, and location to explain variance.     

	No DNA Round 3

	Migrant Status
	Degrees of Freedom
	R-squared
	F
	p-value

	Unweighted
	1
	0.075
	1.37
	.12

	Weighted
	1
	0.12
	2.30
	0.048**

	DNA Extraction 
	
	
	
	

	Unweighted
	1
	0.11
	2.02
	0.025**

	Weighted
	1
	0.14
	2.74
	0.023**

	DNA + Migrant
	
	
	
	

	Unweighted DNA
	1
	0.079
	1.50
	0.084*

	Unweighted Migrant
	1
	0.048
	.91
	0.48

	Weighted DNA
	1
	0.077
	1.53
	0.17

	Weighted Migrant
	1
	0.057
	1.14
	0.32

	Location
	
	
	
	

	Unweighted
	9
	0.55
	1.20
	0.089*

	Weighted
	9
	0.53
	1.14
	0.32


Table F: A comparison of the average alpha diversity metrics (Shannon diversity, Observed OTUs, Faith Phylogenic Diversity) and standard deviation between migrants and residents.

	
	Shannon
	Observed OTUS
	Faith

	
	Average
	St. Dev.
	Average
	St. Dev.
	Average
	St. Dev.

	Migrant
	3.24
	0.91
	82.67
	43.33
	10.39
	4.41

	Resident
	4.33
	1.20
	143.92167
	66.4
	15.13
	5.20



Table G: Statistics from the 40 PERMANOVA tests of the unweighted and weighted UniFrac distance matrices using a subset of 9 migrant and 9 resident samples. They measure the significance of migrant status to explain variance.


	Unweighted
	Weighted

	Subsample #
	r2
	F
	p-value
	Subsample #
	r2
	F
	p-value

	1
	0.13
	2.45
	0.0008
	1
	0.12
	2.21
	0.15

	2
	0.11
	2.03
	0.0024
	2
	0.08
	1.35
	0.26

	3
	0.11
	2.04
	0.0026
	3
	0.08
	1.30
	0.26

	4
	0.11
	1.98
	0.0030
	4
	0.07
	1.26
	0.26

	5
	0.11
	1.98
	0.0042
	5
	0.07
	1.24
	0.27

	6
	0.13
	2.44
	0.0044
	6
	0.06
	1.08
	0.30

	7
	0.10
	1.83
	0.0052
	7
	0.08
	1.41
	0.32

	8
	0.11
	1.95
	0.0052
	8
	0.06
	0.95
	0.33

	9
	0.11
	1.88
	0.0054
	9
	0.06
	0.95
	0.34

	10
	0.11
	1.94
	0.0054
	10
	0.05
	0.87
	0.35

	11
	0.13
	2.29
	0.0054
	11
	0.06
	0.95
	0.35

	12
	0.11
	1.90
	0.0058
	12
	0.06
	0.96
	0.36

	13
	0.10
	1.83
	0.0058
	13
	0.04
	0.62
	0.39

	14
	0.10
	1.86
	0.0062
	14
	0.05
	0.81
	0.41

	15
	0.10
	1.78
	0.0076
	15
	0.03
	0.56
	0.47

	16
	0.11
	2.01
	0.0096
	16
	0.03
	0.58
	0.49

	17
	0.11
	1.95
	0.0096
	17
	0.03
	0.52
	0.49

	18
	0.10
	1.77
	0.0098
	18
	0.02
	0.41
	0.50

	19
	0.10
	1.72
	0.0104
	19
	0.02
	0.41
	0.54

	20
	0.10
	1.81
	0.0106
	20
	0.02
	0.38
	0.56

	21
	0.10
	1.76
	0.0130
	21
	0.02
	0.40
	0.56

	22
	0.10
	1.80
	0.0146
	22
	0.03
	0.42
	0.56

	23
	0.09
	1.60
	0.0148
	23
	0.02
	0.34
	0.60

	24
	0.10
	1.72
	0.0176
	24
	0.02
	0.31
	0.61

	25
	0.09
	1.60
	0.0186
	25
	0.02
	0.37
	0.62

	26
	0.09
	1.50
	0.0190
	26
	0.01
	0.21
	0.63

	27
	0.10
	1.69
	0.0194
	27
	0.02
	0.27
	0.65

	28
	0.09
	1.67
	0.0206
	28
	0.01
	0.20
	0.67

	29
	0.10
	1.72
	0.0260
	29
	0.01
	0.16
	0.68

	30
	0.09
	1.57
	0.0392
	30
	0.01
	0.14
	0.71

	31
	0.08
	1.46
	0.0420
	31
	0.01
	0.15
	0.75

	32
	0.08
	1.45
	0.0430
	32
	0.01
	0.17
	0.75

	33
	0.08
	1.42
	0.0594
	33
	0.01
	0.13
	0.77

	34
	0.08
	1.36
	0.0750
	34
	0.01
	0.17
	0.78

	35
	0.08
	1.31
	0.0824
	35
	0.01
	0.11
	0.81

	36
	0.08
	1.37
	0.0854
	36
	0.00
	0.07
	0.81

	37
	0.07
	1.27
	0.0916
	37
	0.01
	0.10
	0.83

	38
	0.08
	1.32
	0.1008
	38
	0.00
	0.07
	0.87

	39
	0.07
	1.24
	0.1198
	39
	0.00
	0.08
	0.90

	40
	0.07
	1.16
	0.1584
	40
	0.01
	0.08
	0.92
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