I tried to use the help command: 
143:~ kathrynramsey$ bedtools --help
bedtools is a powerful toolset for genome arithmetic.

Version:   v2.27.1
About:     developed in the quinlanlab.org and by many contributors worldwide.
Docs:      http://bedtools.readthedocs.io/
Code:      https://github.com/arq5x/bedtools2
Mail:      https://groups.google.com/forum/#!forum/bedtools-discuss

Usage:     bedtools <subcommand> [options]

The bedtools sub-commands include:

[ Genome arithmetic ]
    intersect     Find overlapping intervals in various ways.
    window        Find overlapping intervals within a window around an interval.
    closest       Find the closest, potentially non-overlapping interval.
    coverage      Compute the coverage over defined intervals.
    map           Apply a function to a column for each overlapping interval.
    genomecov     Compute the coverage over an entire genome.
    merge         Combine overlapping/nearby intervals into a single interval.
    cluster       Cluster (but don't merge) overlapping/nearby intervals.
    complement    Extract intervals _not_ represented by an interval file.
    shift         Adjust the position of intervals.
    subtract      Remove intervals based on overlaps b/w two files.
    slop          Adjust the size of intervals.
    flank         Create new intervals from the flanks of existing intervals.
    sort          Order the intervals in a file.
    random        Generate random intervals in a genome.
    shuffle       Randomly redistrubute intervals in a genome.
    sample        Sample random records from file using reservoir sampling.
    spacing       Report the gap lengths between intervals in a file.
    annotate      Annotate coverage of features from multiple files.

[ Multi-way file comparisons ]
    multiinter    Identifies common intervals among multiple interval files.
    unionbedg     Combines coverage intervals from multiple BEDGRAPH files.


I tried to use the Bedtools intersect command 
bedtools intersect -wb -a Promoters.bed -b 181115_LVSG4_Predictor_AntiSenseStrand.bed.txt > 181204_Promoter_Gpredict_antisense1.bed

bedtools intersect -wb -a Promoters.bed -b 181115_LVSG4_Predictor_AntiSenseStrand.bed.txt > 
181204_Promoter_Gpredict_Sense1.bed

Cat 181204_Promoter_GPredict_Sense1.bed | head 
NC_007880	10945	10964	NC_007880	10945	10964	100
NC_007880	19346	19371	NC_007880	19346	19371	90
NC_007880	35824	35852	NC_007880	35824	35852	100
NC_007880	39598	39619	NC_007880	39598	39619	100
NC_007880	39749	39775	NC_007880	39749	39775	90
NC_007880	59174	59197	NC_007880	59174	59197	90
NC_007880	61646	61674	NC_007880	61646	61674	110
NC_007880	67877	67904	NC_007880	67877	67904	110
NC_007880	79978	80004	NC_007880	79978	80004	100
NC_007880	81311	81339	NC_007880	81311	81339	80

cat 181204_Promoter_Gpredict_Sense1.bed | wc -l
     169

cat 181204_Promoter_Gpredict_antiSense1.bed | wc -l 



Dan Rosario kathrynramsey$ cat 181204_Promoter_Gpredict_antiSense1.bed | wc -l
     169

The 181204_Promoter_Gpredict_antiSense1.bed file and the 181204_Promoter_Gpredict_Sense1.bed file yielded the same output of 169 overlaps. The identical results indicate that the bed intersect command prompts were mislabeled. 

bedtools intersect -wb -a Promoters.bed -b 181115_LVSG4_Predictor_AntiSenseStrand.bed.txt > 181204_Promoter_Gpredict_antisense1.bed

bedtools intersect -wb -a Promoters.bed -b 181115_LVSG4_Predictor_AntiSenseStrand.bed.txt > 
181204_Promoter_Gpredict_Sense1.bed

Correction
[bookmark: _GoBack]
Bedtools intersect -wb -a Promoters.bed -b 181204_LVSG4_Predictor_SenseStrand.bed > 181204_Promoter_Gpredict_Sense1.bed
