RHv3_4.txt Fields

RGD_Sym – RGD assigned name, values from first ftp file.  Includes 28 newly mapped and named D-Hmgc markers (11 “sslp” and 17 “sslp,gene” ).  For ests, where RGD_Sym <> ORIG_MAP_NAME, the RGD_Sym is the GenBank that blast matches the primers (see also ASSOC_GB).

RGD_ID – Unique identifier assigned by RGD.

ORIG_MAP_NAME – Original map name, as collected with vectors.  Values in this field are unique.

CHR – Chromosome number.

ABS_POS_cR - Absolute position.  All values are rounded to 1 decimal place, with order of records according to mapped CHR, then all known decimals for ABS_POS_cR.  If all known decimals identical, data was sorted according to ORIG_MAP_NAME.

FRAME_PLACEM – F = framework marker, P = placement marker.

LOD – Log of the odds.

FORWARD_PRIMER; REVERSE_PRIMER – primer sequences used to generate vectors.  Primer seqs for D19Mit14 (TAT5E), a frame marker, are unknown; F and R fields left blank here.

EXP_SIZE – Amplicon’s expected size or size range.  22,926 values are calculated values.  For calculated values, start and end positions (not included here) were captured from RGD ePCR and/or validation files, and occasional hand pair-wise BLAST alignments.  221 sizes are unknown (values = 0); 35 STSs, mostly D-Arb markers, show a size range.

The following 6 placement markers have negative calculated size values, i.e.  F and R primers are reversed relative to templates tested against.  Primers in this dataset were left in “backward” order.  (MCW markers were ordered and vectors generated with F and R as shown in this dataset.)

	RGD_Sym
	ORIG_MAP_NAME
	Templ_Tested
	LAB
	TYPE

	D1Hmgc3
	36o22a
	36o22A
	mcw
	sslp

	AI137592
	ai008120
	AI137592
	uiowa
	est

	D3Mco2
	adrflb
	AF366899
	mcw
	sslp,gene

	Myf6
	m84685
	NM_013172
	mcw
	gene

	Uncl
	u96638
	NM_138919.2
	mcw
	gene

	Slc34a1
	l13257
	NM_013030
	mcw
	gene


MARKER_TYPE – Markers were divided into types “est” (= 19,019), “sslp” (= 4,746), “gene” (= 418) or when members of both sslp and gene “sslp,gene” (= 254).  See also RHv3_4_Summary_xls

ASSOC_GB – Associated GenBank accession ID.  Where possible, a matching GenBank that was tested either by RGD, or hand pair-wise BLAST alignments with primer sequences, is listed.  This dataset has 275 “NM_*” tested reference GenBanks (not in the original collection of GenBanks).

LAB – Lab where vector was generated.

PROVIDER – Vector data source.

PROVIDER_ID – Data source ID for vectors.

VECTOR - Vectors used for mapping.

TEMPL_SEQ – Template sequence from which primers were designed.  This dataset has 24,292 template sequences.  One “sslp,gene” and 133 “sslp” markers have neither TEMP_SEQ nor ASSOC_GB.

Please note: The original pre-mapping raw data was collected with a requirement for the vector names to be unique.  After mapping and curation, the final dataset does have replicates.  These are all duplicates (no x3, x4, etc.), and are primarily ests.  Number of records that are members of duplicates:

Primer seqs/vectors = 486 ests (i.e. 298 x 2 records have identical primer sequences and vecors.)

RGD_Sym = 192 ests and 26 genes.

RGD_Sym /primer seqs = 182 ests.

RGD_Sym /primer seqs/vectors = 174 ests

