<?php 

include("database.php"); 

$q = addslashes($_GET["q"]); 

$limit = 10; 

if ($q) { 


$query = "SELECT DISTINCT did, disease FROM disease WHERE did ~* '$q' or disease ~* '$q' ORDER BY disease LIMIT $limit"; 


$result = pg_query($db, $query) or die('Query failed: ' . pg_last_error()); 


$results = array(); 


while ($row = pg_fetch_array($result)) { 



$did = $row[0]; 



$disease = $row[1]; 



$results[] = "<tr><td><a onclick=\"javascript:insertValue('$disease')\"><font color='green'>$disease</font></a></td></td>"; 


} 


echo "<table style=\"font-family:Arial; font-size:12px\">"; 


echo implode("<br>\n", $results); 


echo "</table>"; 

} 

--------------------------------------------------------------------------------------------------------------------------------------

?> 

<?php 

session_start(); 

include("database.php"); 

include("02_echo_info_php.php"); 

$prid = $_SESSION['prid']; 

$id = $_SESSION['id']; 

$uid = $_GET['uid']; 

$dgene = "y" 

deleteGene($db_member, $id, $uid, $dgene); 

?> 

<?php session_start(); ?> 

<html> 

<head> 

<title>STEP 2: Current Information</title> 

<?php include("../../scripts/head.php"); ?> 

<?php 


include("database.php"); 


include("02_echo_info_php.php"); 


$page = $_POST["page"]; 


$prid = $_SESSION['prid']; 


if ($page == "01") { 



$selection = $_POST["selection"]; 



if ($selection == "new_phenotype") { 




$phenotype = $_POST["phenotype"]; 




$did = ""; 




$new_did = ""; 




$did = getDid($db, $phenotype); 




$new_did = getDid($db_member, $phenotype); 




if ($new_did == "" && $did == "") { 




        // Get max id 





$q = "SELECT max(id) FROM project_disease"; 

       



$result = pg_query($db_member, $q); 

        


$max = 0; 

       



while ($r = pg_fetch_array($result)) { 

                


$max = $r[0] + 1; 

        


} 





// Get max did 





$q = "SELECT max(did) FROM disease"; 





$result = pg_query($db_member, $q); 





while ($r = pg_fetch_array($result)) {
 






$max_member_id = $r[0]; 





} 

                                $resulte = pg_query($db, $q); 

                                while ($re = pg_fetch_array($resulte)) { 

                                        $max_genome_id = $re[0]; 

                                } 





//if ($max_genome_id > $max_member_id) { 





//
$did = $max_genome_id + 1; 





//} else { 






$did = $max_member_id + 1; 





//} 





// Insert into database 




        $array = array("did"=>$did, "name"=>$phenotype); 

        


$res = pg_insert($db_member, 'disease', $array); 




        $array = array("prid"=>$prid, "did"=>$did, "id"=>$max); 

        


$res = pg_insert($db_member, 'project_disease', $array); 




 
$_SESSION['id'] = $max; 

                                $_SESSION['did'] = $did; 




} else if ($new_did == "") { 





$id = insertNewDisease($db_member, $db, $prid, $did); 

                                $_SESSION['id'] = $id; 

                                $_SESSION['did'] = $did; 




} else if ($did == "") { 





$id = insertNewDisease($db_member, $db, $prid, $new_did); 





$_SESSION['id'] = $id; 


                        $_SESSION['did'] = $new_did; 




} 



} else { 




$disease = $_POST["disease"]; 

                
$did = getDid($db, $disease); 

                
$id = insertNewDisease($db_member, $db, $prid, $did); 

                
$_SESSION['id'] = $id; 

                
$_SESSION['did'] = $did; 



} 

 


} else if ($page == "03a") { 



$id = $_SESSION['id']; 



$did = $_SESSION['did']; 



//echo "did is $did\n"; 



//echo "id is $id\n";
 



//$id = 1; 



//$did = 10104; 



$gene = $_POST["gene"]; 



//echo "gene is $gene\n"; 



$dgene = "n"; 



insertGene($db, $db_member, $id, $dgene, $gene); 


} else if ($page == "03b") { 



$id = $_SESSION['id']; 



$did = $_SESSION['did']; 



$selection = $_POST["selection"]; 



//$id = 1; 



//$did = 10104; 



if ($selection == "two_marker") { 




$start = $_POST["start"]; 




$end = $_POST["end"]; 




$errorMsg = insertTwoMarker($db, $db_member, $start, $end, $id);


 



} else if ($selection == "one_marker") { 




$marker = $_POST["marker"]; 




$range = $_POST["range"]; 




insertOneMarker($db, $db_member, $marker, $range, $id); 



}
 


} else { 



// Get $did & $id from $prid 



$prid = $_GET["prid"]; 



$q = "SELECT did, id FROM project_disease WHERE prid = $prid"; 



$result = pg_query($db_member, $q); 



while ($r = pg_fetch_array($result)) { 




$did = $r[0]; 




$id = $r[1]; 



} 



// Store result into session variables 



$_SESSION['prid'] = $prid; 



$_SESSION['id'] = $id; 



$_SESSION['did'] = $did; 


} 

?> 

</head> 

<body> 

<?php include("../../scripts/body.php"); ?> 

<h1>STEP 2: Current Information</h1> 

<p>Deselect disease genes and intervals you do not wish to include. 

</p> 

<form action="../main/main.php" method="POST"> 

<table> 


<tr><td>For disease: <?php  getDiseaseName($db, $did); ?></td></tr> 


<tr><td> 



<table frame="box"> 




<tr><td>Disease gene(s):</td></tr> 




<tr><td><?php getKnownGene($db, $did); getMyDiseaseGene($db_member, $prid); ?></td></td> 



</table></td> 


</tr> 


<tr><td>&nbsp;</td></tr> 


<?php 



if (!($errorMsg == "")) {echo "<tr><td>$errorMsg</td></tr>";} 


?> 


<tr><td> 



<table frame="box"> 




<tr><td>Disease interval(s):</td></tr> 




<tr><td><font color="red"><?php getMyInterval($db_member, $prid); ?></font></td></tr> 



<table></td> 


</tr> 


<tr><td>&nbsp;</td></td> 


<tr><td><font size="+1">Enter new disease <a href="03a_add_disease_gene.php">gene</a></font></td></tr> 


<tr><td><font size="+1">Enter new disease <a href="03b_add_interval.php">interval</a></font></td></tr> 


<tr><td>&nbsp;</td></td> 


<tr><td><input type="submit" value="Process"></td></tr> 

</table> 

<input type="hidden" name="page" value="02"> 

</form> 

</body> 

<?php include("../../scripts/foot.php"); ?> 

</html> 

<?php 

function getDID($db, $disease) { 


$q = "SELECT did FROM disease WHERE disease = '$disease'"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 



$did = $r[0]; 


} 


return $did; 

} 

function insertNewDisease($member, $db, $prid, $did) { 


$q = "SELECT max(id) FROM project_disease"; 


$result = pg_query($member, $q); 


$max = 0; 


while ($r = pg_fetch_array($result)) { 



$max = $r[0] + 1; 


} 


// Get Disease info from Genome 


$disease = ""; 


$q = "SELECT disease FROM disease WHERE did = $did"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 



$disease = $r[0]; 


} 


// Get Disease info from Member DB if disease not exist 


if ($disease == "") { 



$q = "SELECT name FROM disease WHERE did = $did"; 



$result = pg_query($member, $q); 



while ($r = pg_fetch_array($result)) { 




$disease = $r[0]; 



} 


} 


// Insert into database 


$array = array("did"=>$did, "name"=>$disease); 


$res = pg_insert($member, 'disease', $array); 


$array = array("prid"=>$prid, "did"=>$did, "id"=>$max); 


$res = pg_insert($member, 'project_disease', $array); 


return $max; 

} 

function insertGene($db, $member, $id, $dgene, $gene) { 


$q = "
SELECT g.uid, g.name, g.descr, gc.marker, gc.chromo_no, dna.dna_start, dna.dna_end 




FROM gene g INNER JOIN gene_chromo_no gc ON g.uid = gc.uid 





INNER JOIN dna ON g.uid = dna.uid 




WHERE g.name = '$gene'"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 



$uid = $r[0]; 



$gene = $r[1]; 



$descr = $r[2]; 



$marker = $r[3]; 



$chromo = $r[4]; 



$start = $r[5]; 



$end = $r[6]; 


} 


$array = array("uid"=>$uid, "name"=>$gene, "descr"=>$descr, "marker"=>$marker, "chromo_no"=>$chromo, "dna_start"=>$start, "dna_end"=>$end); 


$res = pg_insert($member, 'gene', $array); 


$Narray = array("id"=>$id, "uid"=>$uid, "dgene"=>$dgene); 


$res = pg_insert($member, 'gene_relation', $Narray); 

} 

function insertGeneUID($db, $member, $id, $dgene, $uid) { 


$q = "
SELECT g.uid, g.name, g.descr, gc.marker, gc.chromo_no, dna.dna_start, dna.dna_end 




FROM gene g INNER JOIN gene_chromo_no gc ON g.uid = gc.uid 





INNER JOIN dna ON g.uid = dna.uid 




WHERE g.uid = $uid"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 



$uid = $r[0]; 



$gene = $r[1]; 



$descr = $r[2]; 



$marker = $r[3]; 



$chromo = $r[4]; 



$start = $r[5]; 



$end = $r[6]; 


} 


$array = array("uid"=>$uid, "name"=>$gene, "descr"=>$descr, "marker"=>$marker, "chromo_no"=>$chromo, "dna_start"=>$start, "dna_end"=>$end); 


$res = pg_insert($member, 'gene', $array); 


$Narray = array("id"=>$id, "uid"=>$uid, "dgene"=>$dgene); 


$res = pg_insert($member, 'gene_relation', $Narray); 

} 

function insertTwoMarker($db, $member, $start, $end, $id) { 


// Get dna_start from member db 


$q = "SELECT dna_start, chromo_no FROM sts WHERE sts = '$start'"; 


$result = pg_query($member, $q); 


while ($r = pg_fetch_array($result)) { 



$dnaStart = $r[0]; 



$chromoStart = $r[1]; 


} 


// Get dna_end from member db 


$q = "SELECT dna_end, chromo_no FROM sts WHERE sts = '$end'"; 


$result = pg_query($member, $q); 


while ($r = pg_fetch_array($result)) { 



$dnaEnd = $r[0]; 



$chromoEnd = $r[1]; 


} 


// Check if it's in the same chromosome 


if (!($chromoStart == $chromoEnd)) { 



return "<font color='red'>Error</font>: $start (chromosome$chromoStart) and $end (chromosome$chromoEnd) are in different chromosomes!<br>\n"; 


} 


// Check if there's any genes in the interval selected 


$q = "
SELECT count(marker) 



FROM dna 



WHERE dna_start>= $dnaStart 



AND dna_end <= $dnaEnd 



AND chromo_no = '$chromoStart'"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 



$count = $r[0]; 


} 


if ($count == 0) { 



return "<font color='red'><b>Error</b></font>: There's no gene between $start and $end. Please make the try other markers<br>\n"; 


}
 


// Get start marker 


$q = "
SELECT min(marker), max(marker) 



FROM dna 



WHERE dna_start >= $dnaStart 




AND dna_end <= $dnaEnd 




AND chromo_no = '$chromoStart'"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 



$markerStart = $r[0]; 



$markerEnd = $r[1]; 


} 


// Insert into member db 


$q = "SELECT max(iid) FROM interval"; 


$result = pg_query($member, $q); 


while ($r = pg_fetch_array($result)) { 



$iid = $r[0]; 



if ($iid == "") { 




$iid = 1; 



} else { 




$iid = $iid+1; 



} 


}
 


$array = array("iid"=>$iid, "table_type"=>"sts", "int_start"=>$start, "int_end"=>$end, "marker_start"=>$markerStart, "marker_end"=>$markerEnd, "chromo_no"=>$chromoStart); 


$res = pg_insert($member, 'interval', $array); 


$array = array("id"=>$id, "iid"=>$iid); 


$res = pg_insert($member, 'interval_relation', $array); 

} 

function insertOneMarker($db, $member, $marker, $range, $id) { 


// Get Dna start for marker 


$q = "SELECT dna_start, chromo_no FROM sts WHERE sts = '$marker'"; 


$result = pg_query($member, $q); 


while ($r = pg_fetch_array($result)) { 



$dna = $r[0]; 



$chromo = $r[1]; 


} 


$range = $range * 1000000;
 


// Get dna start and end 


if ($dna <= ($range/2)) { 



$start = 0; 


} else { 



$start = $dna - ($range/2); 


} 


$end = $dna + ($range/2); 


// Get start marker 


$q = "
SELECT min(marker), max(marker) 




FROM dna 




WHERE dna_start >= $start 





AND dna_end <= $end 





AND chromo_no = '$chromo'"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 



$markerStart = $r[0]; 



$markerEnd = $r[1]; 


}
 


// Insert into member db 


$q = "SELECT max(iid) FROM interval"; 


$result = pg_query($member, $q); 


while ($r = pg_fetch_array($result)) { 



$iid = $r[0]; 



if ($iid == "") { 




$iid = 1; 



} else { 




$iid = $iid+1; 



} 


}
 


$array = array("iid"=>$iid, "table_type"=>"sts", "int_start"=>$marker, "range"=>$range, "marker_start"=>$markerStart, "marker_end"=>$markerEnd, "chromo_no"=>$chromo); 


$res = pg_insert($member, 'interval', $array); 


$array = array("id"=>$id, "iid"=>$iid); 


$res = pg_insert($member, 'interval_relation', $array); 

} 

function getDiseaseName($database, $did) { 


$q = "SELECT disease FROM disease WHERE did = $did"; 


$result = pg_query($database, $q); 


while ($r = pg_fetch_array($result)) { 



$name = $r[0]; 



echo "<b>$name</b>"; 


} 

} 

function getKnownGene($database,$did) { 

//
$known = 0; // Check if there's known disease genes 


$content = "<table>\n"; 


$content = "$content<tr><th></th><th>Name</th><th>Uid</th><th>Disease</th><th>OMIM</th></tr>"; 


$q = "
SELECT g.uid, g.name, dg.disease, dg.phenotype 




FROM disease_gene dg INNER JOIN gene g ON dg.uid = g.uid 




WHERE did = $did 




ORDER BY g.name"; 


$result = pg_query($database, $q); 


while ($r = pg_fetch_array($result)) { 

//

$known = 1; 



$content = "$content<tr><td><input type='checkbox' name='dgenes[]' value='$r[1]' checked></td><td>$r[1]</td><td>$r[0]</td><td>$r[2]</td><td>$r[3]</td></tr>\n"; 


} 


$content = "$content"; 

//
if ($known == 1) { 



echo $content; 

//
} else { 

//

echo "<font color=\"red\"><b>No known disease gene</b></font>\n"; 

//
} 

} 

function getMyDiseaseGene($database, $prid) { 


//$content = "<table>\n"; 


//$content = "$content<tr><th></th><th>Name</th><th>Uid</th><th>Disease</th></tr>\n"; 


$content = ""; 


$q = "
SELECT g.uid, g.name, d.name 




FROM disease d INNER JOIN project_disease pd ON d.did = pd.did 





INNER JOIN gene_relation gr ON pd.id = gr.id 





INNER JOIN gene g ON gr.uid = g.uid 




WHERE prid = $prid 





AND dgene = 'n'"; 


$result = pg_query($database, $q); 


while ($r = pg_fetch_array($result)) { 



$content = "$content<tr><td><input type='checkbox' name='mygenes[]' value='$r[1]' checked></td><td>$r[1]</td><td>$r[0]</td><td>$r[2]</td><td>USER</td></tr>\n"; 


} 


$content = "$content</table>"; 


echo $content; 

} 

function getMyInterval($member, $prid) { 


$content = "<table>\n"; 


$content = "$content<tr><th></th><th>start</th><th>end</th><th>range</th><th>chromosome</th></tr>\n"; 


$q = "
SELECT i.iid, int_start, int_end, range, chromo_no 




FROM interval_relation ir INNER JOIN interval i ON ir.iid = i.iid 





INNER JOIN project_disease pd ON ir.id = pd.id 




WHERE pd.prid = $prid"; 


$result = pg_query($member,
$q); 


while ($r = pg_fetch_array($result)) { 



$range = $r[3]/1000000; 



$content = "$content<tr><td><input type='checkbox' name='myintervals[]' value='$r[0]' checked></td><td>$r[1]</td><td>$r[2]</td><td>$range mb</td><td>$r[4]</td></tr>\n"; 


} 


$content = "$content</table>\n"; 


echo $content; 

} 

function deleteGene($member, $id, $uid, $dgene) { 


// delete connection between id & uid in gene_relation table 


//$array = array("id"=>$id, "uid"=>$uid, "dgene"=>$dgene); 


//$res = pg_delete($member, 'gene_relation', $array); 


$q = "DELETE FROM gene_relation WHERE id = $id AND uid = $uid"; 


$result = pg_query($member, $q); 

} 

?> 

<html> 

<head> 

<title>STEP 2: Select Disease Genes</title> 

<?php 


include("../../scripts/head.php"); 


include("database.php"); 


// Get disease 


if ($_POST["selection"] == "new_phenotype") { 



$disease = $_POST["phenotype"]; 


} else { 



$disease = $_POST["disease"]; 


} 

?> 

</head> 

<body> 

<?php include("../../scripts/body.php"); ?> 

<h1>STEP 2: Select Disease Genes</h1> 

<p>Deselect disease genes and intervals you do not wish to include. 

</p> 

</p> 

<form action="03a_add_disease_gene.php" method="POST"> 

<table> 


<tr><td>For disease: <?php echo $disease; ?></td></tr> 


<tr><td> 



<table frame="box"> 




<tr><td>Disease gene(s):</td></tr> 




<tr><td> 

<?php 


$content = "<table>\n"; 


$content = "$content<tr><th></th><th>Name</th><th>Uid</th><th>Disease</th><th>OMIM</th></tr>"; 


if ($POST["selection"] != "new_phenotype")  { 


$q = "
SELECT g.uid, g.name, dg.disease, dg.phenotype 




FROM disease_gene dg INNER JOIN gene g ON dg.uid = g.uid 





INNER JOIN disease d ON d.did = dg.did 




WHERE d.disease = '$disease' 




ORDER BY g.name"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 



$content = "$content<tr><td><input type='checkbox' name='dgenes[]' value='$r[1]' checked></td><td>$r[1]</td><td>$r[0]</td><td>$r[2]</td><td>$r[3]</td></tr>\n"; 


} 


} 


$content = "$content"; 


echo $content; 

?> 



</td></td> 



</table></td> 


</tr> 


<tr><td>&nbsp;</td></td> 


<tr><td><input type="submit" value="Next"></td></tr> 

</table> 

<?php echo "<input type=\"hidden\" name=\"disease\" value=\"$disease\">"; ?> 

</form> 

</body> 

<?php include("../../scripts/foot.php"); ?> 

</html> 

html> 

<head> 

<title>STEP 3: Add New Disease Genes</title> 

<?php 


include("../../scripts/head.php"); 


$disease = $_POST["disease"]; 


$myGenes = "";

 


if ($_POST["page"] != "03a") { 



$allDgenes = ""; 



foreach ($_POST["dgenes"] AS $gene) { 




if ($allDgenes == "") { 





$allDgenes = $gene; 




} else { 





$allDgenes = "$allDgenes,$gene"; 




} 



} 


} else { 



$allDgenes = $_POST["dg"]; 



$myGenes = $_POST["ug"]; 



$gene = $_POST["gene"]; 



if ($gene == "") { 



} else if ($myGenes == "") { 




$myGenes = $gene; 



} else { 




$myGenes = "$myGenes,$gene"; 



} 


}
 

?> 

<script language="JavaScript"> 

<!-- 

var req = null; 

function loadXMLDoc(url) { 

   // Internet Explorer 

   try { req = new ActiveXObject("Msxml2.XMLHTTP"); } 

   catch(e) { 

      try { req = new ActiveXObject("Microsoft.XMLHTTP"); } 

      catch(oc) { req = null; } 

   } 

   // Mozailla/Safari 

   if (req == null && typeof XMLHttpRequest != "undefined") { 

      req = new XMLHttpRequest(); 

   } 

   // Call the processChange() function when the page has loaded 

   if (req != null) { 

      req.onreadystatechange = processChange; 

      req.open("GET", url, true); 

      req.send(null); 

   } 

} 

function processChange(evt) { 

   // The page has loaded and the HTTP status code is 200 OK 

   if (req.readyState == 4) { 

      if (req.status == 200) { 

      // Write the contents of this URL to the searchResult layer 

      getObject("searchResult").innerHTML = req.responseText; 

      } 

   } 

} 

function getObject(name) { 

   var ns4 = (document.layers) ? true : false; 

   var w3c = (document.getElementById) ? true : false; 

   var ie4 = (document.all) ? true : false; 

   if (ns4) return eval('document.' + name); 

   if (w3c) return document.getElementById(name); 

   if (ie4) return eval('document.all.' + name); 

   return false; 

} 

function insertValue(newValue) { 


document.form1.gene.value = newValue; 


loadXMLDoc('03a_add_disease_gene_php.php?q='+this.value); 

} 

window.onload = function() { 

   getObject("q").focus(); 

} 

// --> 

</script> 

</head> 

<body> 

<?php include("../../scripts/body.php"); ?> 

<h1>Step 3A: Add a new disease gene</h1> 

<P>Enter HUGO gene name or uid</p> 

<form name="form1" action="03a_add_disease_gene.php" method="POST"> 


<input autocomplete="off" type="text" name="gene" id="q" size="20" onkeyup="loadXMLDoc('03a_add_disease_gene_php.php?q='+this.value)" style="width:350px;"> 


<input type="submit" value="Add"> 


<div align="left" id="searchResult" name="searchResult" style="font-family:Arial; font-size:12px; width:340px; border:#000000 solid 1px; padding:3px; "></div> 


<input type="hidden" name="page" value="03a"> 

<?php 

echo "<input type=\"hidden\" name=\"disease\" value=\"$disease\">"; 

echo "<input type=\"hidden\" name=\"dg\" value=\"$allDgenes\">"; 

echo "<input type=\"hidden\" name=\"ug\" value=\"$myGenes\">"; 

?> 

</form> 

<form name="form2" action="03b_add_interval.php" method="POST"> 

<?php 

echo "<input type=\"hidden\" name=\"disease\" value=\"$disease\">"; 

echo "<input type=\"hidden\" name=\"dg\" value=\"$allDgenes\">"; 

echo "<input type=\"hidden\" name=\"ug\" value=\"$myGenes\">"; 

?> 

<input type="submit" value="Next"> 

</form> 

<?php 


if ($_POST["page"] == "03a") { 



echo "You have added the following genes: <br>"; 



echo "$myGenes"; 


} 


include("../../scripts/foot.php"); 

?> 

</body> 

</html> 

<?php 

include("database.php"); 

$q = addslashes($_GET["q"]); 

$limit = 10; 

if ($q) { 


$query = "SELECT uid, name, descr FROM gene WHERE name ~* '$q' or uid ~* '$q' ORDER BY name LIMIT $limit"; 


$result = pg_query($db, $query) or die('Query failed: ' . pg_last_error()); 


$results = array(); 


while ($row = pg_fetch_array($result)) { 



$uid = $row[0]; 



$name = $row[1]; 



$descr = $row[2]; 



$results[] = "<tr><td><b><a onclick=\"javascript:insertValue('$name')\">$name<br>(<font color=green>$uid</font>)</a></b></td><td><a onclick=\"javascript:insertValue('$name')\">$descr</a></td></tr>"; 


} 


echo "<table style=\"font-family:Arial; font-size:12px\">"; 


echo implode("\n", $results); 


echo "</table>"; 

} 

?> 

<?php 

include("database.php"); 

$q = addslashes($_GET["q"]); 

$limit = 10; 

if ($q) { 


$query = "SELECT sts, dna_start, dna_end FROM sts WHERE sts ~* '$q' ORDER BY dna_start LIMIT $limit"; 


$result = pg_query($db_member, $query) or die('Query failed: ' . pg_last_error()); 


$results = array(); 


while ($row = pg_fetch_array($result)) { 



$sts = $row[0]; 



$start = $row[1]; 



$end = $row[2]; 



$results[] = "<tr><td><b><a onclick=\"javascript:insertValue('$sts')\"><font color='red'>STS</font>:$sts ($start-$end)</a></b></td></tr>"; 


} 


echo "<table style=\"font-family:Arial; font-size:12px\">"; 


echo implode("\n", $results); 


echo "</table>"; 

} 

?> 

<?php 

$host = "www.gentrepid.org"; 

$port = 5432; 

$db1 = "genome"; 

$user = "pipeline"; 

$pw = ""; 

$db = pg_connect("host=$host port=$port dbname=$db1 user=$user password=$pw") 



or die('Could not connect: ' . pg_last_error()); 

?> 

<html> 

<head> 

<title>STEP1: Select disease / phenotype</title> 

<?php include("../../scripts/head.php"); ?> 

<?php 


include("database.php"); 

?> 

<script language="javascript" type="text/javascript"> 

function checkform (form) 

{ 


// check to see which radio button is selected 


// for the selected button, check if the input is empty 


// ** START ** 


if (form.selection.value="keyword") { 



if (form.keywordbox.value = "") { 




alert("Please enter your keyword"); 




form.keywordbox.focus(); 




return false; 



} 


} if (form.selection.value="new_phenotype") { 



if (form.phenotype.value = "") { 




alert("Please enter your phenotype"); 




form.phenotype.focus(); 




return false; 



} 


} if (form.selection.value="alphabet") { 


} 


// ** END ** 


return true; 

} 

var req = null; 

function loadXMLDoc(url) { 

   // Internet Explorer 

   try { req = new ActiveXObject("Msxml2.XMLHTTP"); } 

   catch(e) { 

      try { req = new ActiveXObject("Microsoft.XMLHTTP"); } 

      catch(oc) { req = null; } 

   } 

   // Mozailla/Safari 

   if (req == null && typeof XMLHttpRequest != "undefined") { 

      req = new XMLHttpRequest(); 

   } 

   // Call the processChange() function when the page has loaded 

   if (req != null) { 

      req.onreadystatechange = processChange; 

      req.open("GET", url, true); 

      req.send(null); 

   } 

} 

function processChange(evt) { 

   // The page has loaded and the HTTP status code is 200 OK 

   if (req.readyState == 4) { 

      if (req.status == 200) { 

      // Write the contents of this URL to the searchResult layer 

      getObject("searchResult").innerHTML = req.responseText; 

      } 

   } 

} 

function getObject(name) { 

   var ns4 = (document.layers) ? true : false; 

   var w3c = (document.getElementById) ? true : false; 

   var ie4 = (document.all) ? true : false; 

   if (ns4) return eval('document.' + name); 

   if (w3c) return document.getElementById(name); 

   if (ie4) return eval('document.all.' + name); 

   return false; 

} 

function insertValue(newValue) { 


document.form1.disease.value = newValue; 


loadXMLDoc('01_add_disease_php.php?q='+this.value); 

} 

window.onload = function() { 

   getObject("q").focus(); 

} 

</script> 

</head> 

<body> 

<?php include("../../scripts/body.php"); ?> 

<h1>Step 1: Select disease / phenotype</h1> 

<form name="form1" action="02_select_gene.php" method="post"> 

<table> 


<tr><td><input type="radio" name="selection" value="alphabet" checked></td> 



<td><b>Choose an existing phenotype</b></td> 


</tr> 


<tr><td></td> 



<td><input autocomplete="off" type="text" name="disease" id="q" size="20" onkeyup="loadXMLDoc('01_add_disease_php.php?q='+this.value)" style="width:300px;"> 




<div align="left" id="searchResult" name="searchResult" style="font-family:Arial; font-size:12px; width:290px; border:#000000 solid 1px; padding:3px; "></div></td> 


</tr> 


<tr><td></td> 



<td><i>Please click on result to insert into text box</i></td> 


</tr> 


<tr><td><h4>OR</h4></td> 



<td></td> 


</tr> 


<tr><td><input type="radio" name="selection" value="new_phenotype"></td> 



<td><b>Add a new phenotype</b></td> 


</tr> 


<tr><td></td> 



<td><input type="text" name="phenotype"></td> 


</tr> 


<tr><td></td> 



<td><i>You can use any name that is not already reserved</i></td> 


</tr> 

</table> 

<input type="hidden" name="page" value="01"> 

<input type="submit" value="Next"> 

</form> 

<?php include("../../scripts/foot.php"); ?> 

</body> 

</html> 

<?php 


$disease = $_POST["disease"]; 


$ug = $_POST["ug"]; 


$dg = $_POST["dg"]; 


$int = $_POST["int"]; 


header("Location:/cgi-bin/gentrepid/newquicksearch.pl?disease=$disease&dg=$dg&ug=$ug&int=$int"); 

?> 

BODY:

<?php 

print <<<END 

<a name="top" id="top"></a> 

<map name="m_vc_res_logo" id="m_vc_res_logo"> 


<area shape="rect" coords="217,23,540,50" href="/index.php" title="Structural Bioinformatics Welcome Page" accesskey="r" alt="Structural Bioinformatics Welcome Page" /> 


<area shape="rect" coords="36,23,199,55" href="http://www.victorchang.edu.au" title="Back to the VCCRI main website" accesskey="h" alt="Back to the VCCRI main website"  /> 

</map> 

<div class="hideshow" id="dropNav" style="clear:both;"> 


<script language="JavaScript1.2" src="/scripts/s_loader.js" type="text/javascript"></script> 


<div style="position:absolute; top:0px; left:0px; height:120px; width:100%; background:url(/images/resmenu_bg1.png) #FFF repeat-x; border:0px solid pink;"> 



&nbsp;&nbsp;&nbsp; 



<img src="/images/vc_res_logo1.png" usemap="#m_vc_res_logo" alt="VCCRI Logo - Research Section" width="500" height="70" border="0" style="position:absolute; top:15px; left:20px;" /> 


</div> 

</div> 

<div class="welcometext"> 

END; 

?> 

---------------------------

GENE BODY

<?php 

print <<<END 

<a name="top" id="top"></a> 

<map name="m_vc_res_logo" id="m_vc_res_logo"> 

        <area shape="rect" coords="217,23,540,50" href="index.php" title="Structural Bioinformatics Welcome Page" accesskey="r" alt="Structural Bioinformatics Welcome Page" /> 

        <area shape="rect" coords="36,23,199,55" href="http://www.victorchang.org.au" title="Back to the VCCRI main website" accesskey="h" alt="Back to the VCCRI main website"  /> 

</map> 

<div class="hideshow" id="dropNav" style="clear:both;"> 

        <script language="JavaScript1.2" src="/scripts/s_loader.js" type="text/javascript"></script> 

         <img src="/images/vc_res_logo1.png" usemap="#m_vc_res_logo" alt="VCCRI Logo - Research Section" width="500" height="70" border="0" style="position:absolute; top:15px; left:20px;" /> 

</div> 

<div class="welcometext"> 

END; 

?> 

qsearch

<?php session_start(); ?> 

<html> 

<head> 

<title>quick scan</title> 

<?php include("./head.php"); ?> 

<?php 

$host = "www.gentrepid.org"; 

$port = 5432; 

$db1 = "genome"; 

$user = "pipeline"; 

$pw = ""; 

$db = pg_connect("host=$host port=$port dbname=$db1 user=$user password=$pw") 

                or die('Could not connect: ' . pg_last_error()); 

function getDID($db, $disease) { 


$q = "SELECT did FROM disease WHERE disease = '$disease'"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 

    
$did = $r[0]; 

    } 

    return $did; 

} 

?> 

<script language="javascript" type="text/javascript"> 

function checkform (form) 

{ 


// check to see which radio button is selected 


// for the selected button, check if the input is empty 


// ** START ** 


if (form.selection.value="keyword") { 



if (form.keywordbox.value = "") { 




alert("Please enter your keyword"); 




form.keywordbox.focus(); 




return false; 



} 


} if (form.selection.value="new_phenotype") { 



if (form.phenotype.value = "") { 




alert("Please enter your phenotype"); 




form.phenotype.focus(); 




return false; 



} 


} if (form.selection.value="alphabet") { 


} 


// ** END ** 


return true; 

} 

var req = null; 

function loadXMLDoc(url) { 

   // Internet Explorer 

   try { req = new ActiveXObject("Msxml2.XMLHTTP"); } 

   catch(e) { 

      try { req = new ActiveXObject("Microsoft.XMLHTTP"); } 

      catch(oc) { req = null; } 

   } 

   // Mozailla/Safari 

   if (req == null && typeof XMLHttpRequest != "undefined") { 

      req = new XMLHttpRequest(); 

   } 

   // Call the processChange() function when the page has loaded 

   if (req != null) { 

      req.onreadystatechange = processChange; 

      req.open("GET", url, true); 

      req.send(null); 

   } 

} 

function processChange(evt) { 

   // The page has loaded and the HTTP status code is 200 OK 

   if (req.readyState == 4) { 

      if (req.status == 200) { 

      // Write the contents of this URL to the searchResult layer 

      getObject("searchResult").innerHTML = req.responseText; 

      } 

   } 

} 

function getObject(name) { 

   var ns4 = (document.layers) ? true : false; 

   var w3c = (document.getElementById) ? true : false; 

   var ie4 = (document.all) ? true : false; 

   if (ns4) return eval('document.' + name); 

   if (w3c) return document.getElementById(name); 

   if (ie4) return eval('document.all.' + name); 

   return false; 

} 

function insertValue(newValue) { 


document.form1.disease.value = newValue; 


loadXMLDoc('../account/create/01_add_disease_php.php?q='+this.value); 

} 

window.onload = function() { 

   getObject("q").focus(); 

} 

</script> 

</head> 

<body> 

<?php include("./body.php"); ?> 

<h3>Quick search</h3> 

<font>Please enter a disease interval and disease phenotype using the form below. <i>Gentrepid</i> identifies candidate disease genes in the interval based on their association to known disease genes of the related phenotype. For a more detailed analysis, please <a href="https://www.gentrepid.org">register</a> for an account.</font> 

<form name="form1" action="validate.php" method="post"> 

<table cellpadding=6 cellspacing=9 > 

  <th><h3>Step 1: Enter a disease interval</h3></th> 

  <tr><td valign=top> 

        <p> 

        <font size="-1"> 

        You can select markers of the following types: 

        <table> 

        <tr><td>Cytogenetic Band &nbsp;&nbsp;</td><td>e.g. 1q21</td></tr> 

        <tr><td>STS</td><td>e.g. D11S4181</td></tr> 

        <tr><td>SNP</td><td>e.g. rs6675865</td></td> 

        </table> 

        <i>Markers need to be present in the NCBI assembly</i> 

        </font> 

        </p> 

   </td><td valign=top> 

        <p> 

        <table valign=top> 

                <tr><td></td> 

                        <td><b>Enter start and end markers for the interval</b></td> 

                </tr> 

                <tr><td></td> 

                        <td><table> 

                                <tr><td>Start: </td><td><input type="text" name="start">&nbsp;</td> 

                                <td>End: </td><td><input type="text" name="end"></td></tr> 

                        </table></td> 

                </tr> 

                <tr><td><h5>Or</h5></td> 

                </tr> 

                <tr><td></td> 

                        <td><b>Enter a marker and flanking interval size</b></td> 

                </tr> 

                <tr><td></td> 

                        <td><table> 

                                <tr><td>Marker: </td><td><input type="text" name="marker">&nbsp;</td> 

                                <td>Size: </td> 

                                    <td><input type="text" size=10 name="range">Mb 

                                    </td> 

                                </tr> 

                        </table></td> 

                </tr> 

        </table> 

    </td></tr> 

<th> 

      <h3>Step 2: Select a phenotype</h3></th> 

<tr><td valign=top> 

      <table> 

        <tr> 

        <td><input autocomplete="off" type="text" name="disease" id="q" size="20" onkeyup="loadXMLDoc('../account/create/01_add_disease_php.php?q='+this.value)" style="width:300px;"> 

                        <div align="left" id="searchResult" name="searchResult" style="font-family:Arial; font-size:12px; width:290px; border:#000000 solid 1px; padding:3px; "></div></td> 

        </tr> 

        <tr> 

        <td><i>Please click on result to insert into text box</i></td> 

        </tr> 

      </table> 

</td></tr> 

<tr><td align=left> 

<br><input type="submit" value="Run Gentrepid"> 

</td></tr></table> 

</form> 

<br><br> 

<?php include("./foot.php"); ?> 

</body> 

</html> 

RGTEST

<?php session_start(); ?> 

<html> 

<head> 

<title>quick scan</title> 

<?php include("./head.php"); ?> 

<?php 

$host = "www.gentrepid.org"; 

$port = 5432; 

$db1 = "genome"; 

$user = "pipeline"; 

$pw = ""; 

$db = pg_connect("host=$host port=$port dbname=$db1 user=$user password=$pw") 

                or die('Could not connect: ' . pg_last_error()); 

function getDID($db, $disease) { 

        $q = "SELECT did FROM disease WHERE disease = '$disease'"; 

        $result = pg_query($db, $q); 

        while ($r = pg_fetch_array($result)) { 

                $did = $r[0]; 

        } 

        return $did; 

} 

?> 

<script language="javascript" type="text/javascript"> 

function checkform (form) 

{ 


// check to see which radio button is selected 


// for the selected button, check if the input is empty 


// ** START ** 


if (form.selection.value="keyword") { 



if (form.keywordbox.value = "") { 




alert("Please enter your keyword"); 




form.keywordbox.focus(); 




return false; 



} 


} if (form.selection.value="new_phenotype") { 



if (form.phenotype.value = "") { 




alert("Please enter your phenotype"); 




form.phenotype.focus(); 




return false; 



} 


} if (form.selection.value="alphabet") { 


} 


// ** END ** 


return true; 

} 

var req = null; 

function loadXMLDoc(url) { 

   // Internet Explorer 

   try { req = new ActiveXObject("Msxml2.XMLHTTP"); } 

   catch(e) { 

      try { req = new ActiveXObject("Microsoft.XMLHTTP"); } 

      catch(oc) { req = null; } 

   } 

   // Mozailla/Safari 

   if (req == null && typeof XMLHttpRequest != "undefined") { 

      req = new XMLHttpRequest(); 

   } 

   // Call the processChange() function when the page has loaded 

   if (req != null) { 

      req.onreadystatechange = processChange; 

      req.open("GET", url, true); 

      req.send(null); 

   } 

} 

function processChange(evt) { 

   // The page has loaded and the HTTP status code is 200 OK 

   if (req.readyState == 4) { 

      if (req.status == 200) { 

      // Write the contents of this URL to the searchResult layer 

      getObject("searchResult").innerHTML = req.responseText; 

      } 

   } 

} 

function getObject(name) { 

   var ns4 = (document.layers) ? true : false; 

   var w3c = (document.getElementById) ? true : false; 

   var ie4 = (document.all) ? true : false; 

   if (ns4) return eval('document.' + name); 

   if (w3c) return document.getElementById(name); 

   if (ie4) return eval('document.all.' + name); 

   return false; 

} 

function insertValue(newValue) { 


document.form1.disease.value = newValue; 


loadXMLDoc('../account/create/01_add_disease_php.php?q='+this.value); 

} 

window.onload = function() { 

   getObject("q").focus(); 

} 

</script> 

</head> 

<body> 

<?php include("./body.php"); ?> 

<h3>Quick search</h3> 

<font>Please enter a disease interval and disease phenotype using the form below. <i>Gentrepid</i> identifies candidate disease genes in the interval based on their association to known disease genes of the related phenotype. For a more detailed analysis, please <a href="https://www.gentrepid.org">register</a> for an account.</font> 

<form name="form1" action="/cgi-bin/gentrepid/quickSearch.pl" method="post"> 

<table cellpadding=6 cellspacing=9 > 

  <th><h3>Step 1: Enter a disease interval</h3></th> 

  <tr><td valign=top> 

        <p> 

        <font size="-1"> 

        You can select markers of the following types: 

        <table> 

        <tr><td>Cytogenetic Band &nbsp;&nbsp;</td><td>e.g. 1q21</td></tr> 

        <tr><td>STS</td><td>e.g. D11S4181</td></tr> 

        <tr><td>SNP</td><td>e.g. rs6675865</td></td> 

        </table> 

        <i>Markers need to be present in the NCBI assembly</i> 

        </font> 

        </p> 

   </td><td valign=top> 

        <p> 

        <table valign=top> 

                <tr><td></td> 

                        <td><b>Enter start and end markers for the interval</b></td> 

                </tr> 

                <tr><td></td> 

                        <td><table> 

                                <tr><td>Start: </td><td><input type="text" name="start">&nbsp;</td> 

                                <td>End: </td><td><input type="text" name="end"></td></tr> 

                        </table></td> 

                </tr> 

                <tr><td><h5>Or</h5></td> 

                </tr> 

                <tr><td></td> 

                        <td><b>Enter a marker and flanking interval size</b></td> 

                </tr> 

                <tr><td></td> 

                        <td><table> 

                                <tr><td>Marker: </td><td><input type="text" name="marker">&nbsp;</td> 

                                <td>Size: </td> 

                                    <td><input type="text" size=10 name="range">Mb 

                                    </td> 

                                </tr> 

                        </table></td> 

                </tr> 

        </table> 

    </td></tr> 

<th> 

      <h3>Step 2: Select a phenotype</h3></th> 

<tr><td valign=top> 

      <table> 

        <tr> 

        <td><input autocomplete="off" type="text" name="disease" id="q" size="20" onkeyup="loadXMLDoc('../account/create/01_add_disease_php.php?q='+this.value)" style="width:300px;"> 

                        <div align="left" id="searchResult" name="searchResult" style="font-family:Arial; font-size:12px; width:290px; border:#000000 solid 1px; padding:3px; "></div></td> 

        </tr> 

        <tr> 

        <td><i>Please click on result to insert into text box</i></td> 

        </tr> 

      </table> 

</td></tr> 

<tr><td align=left> 

<br><input type="submit" value="Run Gentrepid"> 

</td></tr></table> 

</form> 

<br><br> 

<?php include("./foot.php"); ?> 

</body> 

</html> 

Validate:

<html> 

<head><title>Error</title></head> 

<body> 

<h1>Error</h1> 

<?php 

$host = "www.gentrepid.org"; 

$port = 5432; 

$db1 = "genome"; 

$user = "pipeline"; 

$pw = ""; 

$db = pg_connect("host=$host port=$port dbname=$db1 user=$user password=$pw") 

                or die('Could not connect: ' . pg_last_error()); 

$disease = $_POST["disease"]; 

$start = $_POST["start"]; 

$end = $_POST["end"]; 

$marker = $_POST["marker"]; 

$range = $_POST["range"]; 

if (!empty($start) and !empty($end)) { 


// Get start marker & chromosome 


$q = "SELECT dna_start, chromo_no FROM sts WHERE sts = '$start'"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 

       

$s_marker = $r[0]; 



$s_chromo = $r[1]; 

   
} 


$q = "SELECT dna_end, chromo_no FROM sts WHERE sts = '$end'"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 


       
$e_marker = $r[0]; 



$e_chromo = $r[1]; 


} 


if (empty($e_chromo) or empty($s_chromo)) { 



echo "marker does not exist\n"; 


} elseif ($s_chromo != $e_chromo) { 



echo "$start and $end are in different chromosome: Please try again<br>\n"; 


} elseif ($s_marker > $e_marker) { 



echo "Start marker ( $start ) is bigger than end marker ( $end ) : Please try again<br>\n"; 


} else { 



header("Location:/cgi-bin/gentrepid/quickSearch.pl?disease=$disease&start=$start&end=$end"); 


} 

} elseif ($marker != "" && $range != "") { 


// flanking interval 


$q = "SELECT chromo_no FROM sts WHERE sts = '$marker'"; 


$result = pg_query($db, $q); 


while ($r = pg_fetch_array($result)) { 



$chromo = $r[0]; 

    } 

//
if (!is_numeric($range)) { 

//

echo "range input "$range" is not a number: Please try again<br>\n"; 

//
} elseif (!empty($chromo)) { 

//

echo "marker "$marker" does not exist in the database: Please try again or contact webmaster<br>\n"; 

//
} else { 



header("Location:/cgi-bin/gentrepid/quickSearch.pl?disease=$disease&marker=$marker&range=$range"); 

//
} 

} else { 


echo "input not valid: Please try again<br>\n"; 

}
 

?> 

</body> </html> 

