Supplemental Figure 1. “Scatter plots of long noncoding RNA expression (-ΔCt values on x-axis; less negative values indicate higher expression) for the 6/9 long non-coding RNAs that were not significantly associated with gestational age at delivery
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	Supplemental Table 1. Pearson correlation coefficients among the 9 expressed long noncoding RNAs from cervical samples collected before 28 weeks of gestation

	
	NEAT1
	TUG1
	ZFAS1
	SRA1
	XIST
	TINCR
	MALAT1
	FALEC
	UCA1

	NEAT1
	1
	0.34
	-0.26
	0.09
	0.00
	0.30
	0.34
	0.29
	-0.05

	TUG1
	
	1
	-0.07
	-0.28
	0.43
	0.80
	0.51
	0.74
	0.51

	ZFAS1
	
	
	1
	0.60
	0.39
	-0.03
	0.20
	0.06
	0.47

	SRA1
	
	
	
	1
	0.00
	-0.21
	0.02
	-0.31
	0.40

	XIST
	
	
	
	
	1
	0.35
	0.36
	0.19
	0.48

	TINCR
	
	
	
	
	
	1
	0.46
	0.49
	0.57

	MALAT1
	
	
	
	
	
	
	1
	0.45
	0.43

	FALEC
	
	
	
	
	
	
	
	1
	0.40

	UCA1
	
	
	
	
	
	
	
	
	1





	Supplemental Table 2. Associations of cervical long noncoding RNA expression (β expressed in -ΔCt, or doubling of expression) with covariates
	
	

	 
	Age
	Body mass index
	Race/ethnicity
	Gestational age swabs collected
	Leukocyte burden
	

	lncRNA
	β (per year)
	P*
	β (per kg/m2)
	P*
	P (ANOVA)
	β per week
	P*
	β for low vs. high
	
P*

	NEAT1
	0.02
	0.417
	0.01
	0.820
	0.926
	0.02
	0.390
	0.62
	0.007

	TUG1
	0.02
	0.470
	0.05
	0.075
	0.430
	0.00
	0.958
	0.92
	0.001

	ZFAS1
	-0.03
	0.201
	-0.03
	0.280
	0.491
	-0.05
	0.043
	-0.74
	0.002

	SRA1
	-0.03
	0.177
	-0.01
	0.740
	0.066
	-0.08
	0.012
	-0.88
	0.007

	XIST
	0.06
	0.070
	-0.01
	0.880
	0.305
	-0.02
	0.600
	0.67
	0.06

	TINCR
	-0.01
	0.736
	0.06
	0.120
	0.016
	-0.04
	0.332
	0.96
	0.02

	MALAT1
	0.01
	0.700
	0.03
	0.280
	0.700
	0.01
	0.696
	0.12
	0.64

	FALEC
	-0.01
	0.866
	-0.01
	0.750
	0.798
	-0.08
	0.090
	0.92
	0.04

	UCA1
	-0.08
	0.025
	0.10
	0.030
	0.270
	-0.00
	0.955
	0.36
	0.42


*P from unadjusted linear regression model
-ΔCt, negative of the ΔCt, difference in Ct compared to housekeeping genes



	Supplemental Table 3. Associations of cervical long noncoding RNA and length of gestation

	lncRNA (preterm/total, 7/78)

	Model 1
	Model 2
	Model 3

	
	β coefficient (95% CI) in days 
per doubling of expression (-ΔCt)

	NEAT1 (7/78)
	-0.58 (-3.3, 2.2)
	-0.78 (-3.6, 2.1)
	-0.15 (-3.2, 2.9) 

	TUG1 (7/70)
	-2.8 (-5.2, -0.31)
	-2.8 (-5.3, -0.16)
	-2.6 (-5.4, 0.2)

	ZFAS1 (7/62)
	1.8 (-1.8, 5.4)
	1.7 (-2.1, 5.4)
	0.39 (-3.5, 4.3)

	SRA1 (4/59)
	1.7 (-0.94, 4.3)
	2.0 (-0.78, 4.8)
	0.75 (-2.0, 3.5)

	XIST (6/52)
	0.18 (-3.0, 3.4)
	0.12 (-3.2, 3.4)
	1.1 (-2.3, 4.6)

	TINCR (5/48)
	-3.3 (-6.3, -0.22)
	-3.9 (-7.3, -0.62)
	-4.0 (-7.5, -0.5)

	MALAT1 (4/43)
	-0.65 (-5.7, 4.4)
	-0.33 (-5.7, 5.1)
	0.0 ( -5.3, 5.3)

	FALEC (5/40)
	-4.5 (-7.3, -1.6)
	-4.5 (-7.3, -1.6)
	-4.6 (-7.7, -1.5)

	UCA1 (3/40)
	-1.2 (-4.6, 2.2)
	-1.1 (-4.7, 2.5)
	-0.66 (-4.3, 3.0)


Model 1: Race/ethnicity-adjusted final model in primary analysis
Model 2: Race/ethnicity-adjusted model analogous to Model 1 but in subset of women with slides available (5 women missing slides in primary analysis)
Model 3: Model 2 + adjustment for leukocyte burden in the cervical swab sample
-ΔCT, negative of the difference in PCR cycle threshold compared to 4 housekeeping genes
